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Dear colleagues,

Welcome you to 12th Balkan Congress of Human Genetics and to 8th National Conference on Rare
Diseases and Orphan Drugs, from September 8th — 11th in Plovdiv, Bulgaria.

12th Balkan Congress of Human Genetics will present the newest achievements in the field of dys-
morphology genetics, neurogenetics, reproductive genetics, prenatal genetics, cancer genetics and precision
medicine. Highlights also include the current developments in omics technologies and their application in
everyday medicine. We welcome you to share your outstanding research, new ideas and scientific experience!

8th National Conference for Rare Diseases and Orphan Drugs will present innovations and trends in
personalized and genomic medicine. This joint event is an excellent occasion for new contacts at regional and
European level. 2017 is a year of new horizons for rare diseases. 24 reference networks for rare and complex
diseases are now officially operating within the European Union. These are new opportunities for improved
diagnosis, treatment and follow up of patients with rare diseases. These are new prospects for integrative ap-
proach and international cooperation in Bulgaria, the Balkans and Europe.

Plovdiv is one of the cities with richest history in Europe. The city is a place, where history, culture
and tradition meet science, technology and innovation. This makes it a perfect home for the 12th Balkan Con-
gress of Human Genetics and the 8th National Conference for Rare Diseases and Orphan Drugs. Plovdiv is
located in the heart of Bulgaria and is well known for its Roman theater and picturesque old town with narrow
cobblestone streets and historical architecture that will send you back in time! You will be able to experience
rich culture, traditional arts and world renowned cuisine and wines. The city is also hosting an International
Technical Fair known for the presentation of innovations and new technologies, which is why it is considered
the largest technology meeting in the Balkans.

We hope to make together the 12th Balkan Congress of Human Genetics and the 8th National Confer-
ence for Rare Diseases and Orphan Drugs a highly inspirational meeting that should not be missed.

Corr. Member, prof. Draga Toncheva, MD, PhD
Prof. Rumen Stefanov, MD, PhD
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PLENARY LECTURES / NAEHAPHIN AOKAAQI

PL-01 DEVELOPMENT OF GENOMIC MEDICINE IN BULGARIA

Toncheva D
Department of Medical Genetics, Medical University of Sofia, Medical Faculty

After finishing the first version of the Human Genome Project, the tremendous progress in technologies paved the way of the new
postgenomic era in medicine. The subsequent large-scale projects deepened the knowledge about the variants in the human (respectively the
tumor) genome and created a premise for the development of individualized (personalized) medicine.

Bulgaria participates actively in the ongoing genomic revolution in medicine. We are the 5th country in Europe which has acquired a
next-generation sequencer for genomic analyses and we took part in several big international consortia. Due to our participations, Bulgaria
exists on the European and global maps of genetic variants. The genomic technologies were used widely and successfully in reproductive
medicine, pediatrics, common diseases and oncology for molecular post-natal diagnostics, for invasive and non-invasive prenatal diagnostics,
pre-implantational genetic screening and diagnosis, genetic tumor profiling and targeted therapy.

The molecular profile of each tumor is different depending on the stage and development of the malignant process. Genetic tumor
signatures are used for genetic classification, to diagnose prognostic markers and to manage the personalized treatment of tumor
patients. The genomic analyses of Bulgarian patients discovered a large number of new pathogenic mutations, revealed new molecular
pathways, leading to diseases and new variants for genetic predisposition to severe common disorders.

The information encoded in the human genome is related not only to pathology but also is connected with human longevity.

PL-02 GENOMIC MEDICINE IN HEALTH CARE SYSTEMS: THE TIME FOR CHANGE

Peterlin B
Clinical Institute of Medical Genetics, University Medical Center Ljubljana

New genomic technologies, especially next generation sequencing have a significant impact on the recognition of etiology of hundreds
of human diseases. Recognition of etiology is however of paramount importance for timely diagnosis, treatment, and prevention. Moreover,
identification of people at an increased risk for developing diseases or transmitting them to their offspring is a key step in futuristic medical
concepts like personalized and preventive medicine. Identification of highly penetrant genetic variants might be therefore considered as an
important public health issue and relevant goal of public health genomics.

Health systems are usually resistant to rapid integration of novel technologies due to several barriers including lack of clinical guidelines
and pathways as well as professional standards for genomic applications, limited access to expertise, limited evidence of benefit/value and
finally lack of reimbursement.

Consequently, the potential of new technologies remains currently relatively poorly exploited in the health systems worldwide, but
especially so in economically deprivileged countries.

We suggest that timely implementation of new innovative genomic technologies in the framework of new generation health services might
significantly improve the efficacy and quality of health systems with favorable economical effects.

The Slovene model of translation of genomic technologies into public health system will be presented.

PL-03 INTERPRETING NEXT GENERATION SEQUENCING AND ARRAY DATA OF PATIENTS WITH
RARE CONDITIONS

Yararbas K, Alanay Y, Ozbek U
Acibadem Mehmet Ali Aydinlar University School of Medicine Department of Medical Genetics

The routine use of next-generation sequencing (NGS)- particularly whole exome sequencing and array karyotyping in human disease
made the geneticist identify many genetic variants per individual. Especially for rare diseases, the genetic background is also full of
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“orphan” genes and chromosomal loci. So interpretation of the data became as important as finding them. First dilemma is whether
to start with exome sequencing or array karytyping or both, and when to decide to choose only one of them. Array karyotyping is
considered as first tier test in intellectual disability, autism spectrum disorders and developmental delay. The array data is usually distinct
form sequencing data, and to be evaluated and confirmed with different methodology, whereas results of NGS is usually confirmed
again by sequencing -that is Sanger-. NGS findings usually fall outside of protein-coding regions, and by the advance of whole genome
sequencing technology, these type of data will emerge. So the next problem will be to identify whether they are involved in regulation of
gene functioning which will need completely different methodologies.

So it is important to decide whom to test, what to test, and what to to with the data obtained. We will share the Acibadem Group
experience and suggest an algorithm for interpreting the array and exome data obtained from a patient tested for such a condition.

PL-04 NEXT GENERATION CLINICAL GENETICS: GENOTYPE FIRST OR PHENOTYPE FIRST
APPROACH

Writzl K, Maver A, Peterlin B
Clinical institute of Medical Genetics, University Medical Centre Ljubljana, 3, élaimerjeva Street, Ljubljana 1000, Slovenia

A major challenge in rare and genetically heterogeneous disorders is to find an etiological diagnosis. Traditionally, the detailed
characterization of a patient’s phenotypes was followed by genotyping to discover the responsible pathogenic variant. Next-generation
sequencing (NGS) has revolutionized the diagnosis of rare disorders by allowing interrogation of all genes in a single assay and thereby
opening the door to phenotyping directed by results from genomic testing. What is the role of clinical geneticists in the pre-NGS-test and
post-NGS test phenotyping? The results of NGS analysis will be presented, illustrated by interesting cases.

PL-05 PRECISION AND PERSONALIZED MEDICINE — A PROMISE OR AN IMPERATIVE

Koeva-Balabanova J
Chair of the Board of BAPPM

Overview of the development of precision and personalized medicine — global, regional and national trends, recent developments, current
issues and barriers. Snapshot of the stage of development and implementation of precision and personalized medicine in Bulgaria, as well as
stepping stones for problems solving and future directions for further developments are proposed.

PL-06 RASOPATHIES: CLINICAL AND MOLECULAR CORRELATIONS

Neri G

Institute of Genomic Medicine, Catholic University School of Medicine, Rome, Italy and Greenwood Genetic Center, Greenwood
(SC), USA

The term RASopathy, recently coined, denotes a family of multiple congenital anomalies/intellectual disability syndromes that
share an overlapping phenotype, whose main characteristics are developmental delay with short stature, peculiar face, ectodermal
involvement, congenital heart defects. Members of this family are the Noonan syndrome and its variants, the Mazzanti syndrome, the
cardiofaciocutaneous (CFG) syndrome, the Costello syndrome and, somewhat distinct, neurofibromatosis type 1 (NF1) and the Legius
syndrome. All of these conditions are inherited as autosomal dominant traits, even though the most severe ones, like CFC and Costello
syndrome are of sporadic occurrence, due to new mutations. The underlying reason that explains the phenotypic similarities consists
in the causal role of genes encoding proteins that operate within the same RAS-ERK signaling pathway, that regulates cell proliferation,
differentiation and programmed death. The list of these genes is long and yet to be completed, including, among others, PTPN11,
RAF1, SOS1, SHOC2, BRAF, MEK1/2, HRAS. Interestingly, the same syndrome can be caused by mutation of different genes (e.g.
PTPN11, RAF1, SOS1 for Noonan), while, on the other hand, different syndromes can be caused by mutation of the same gene (e.g.
BRAF for Noonan and CFC). The pathogenic mutations are normally gain-of-function mutations, upregulating the RAS-ERK pathway.
Notably, somatic mutations of these genes are found in many types of cancer, such as melanoma and bladder carcinoma. However,
these mutations are different from those causing the RASopathies, probably having a stronger effect, that results in embryonic lethality.
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Nonetheless, in Noonan syndrome, and more so in Costello syndrome, there is increased risk of developing some forms of childhood
cancer, such as neuroblastoma and rhabdomyosarcoma, calling for the adoption of a surveillance protocol. The existence of drugs
inhibiting the RAS-ERK pathway, already experimented and used in specific types of cancer, indicates that the pathway is targetable,
lending hope to the eventual discovery of a pharmacological treatment of RASopathies.

PL-07 CHERUBISM — A RARE GENETIC DISORDER

Severin E', Dincd 02, Vladan C?, Dana Bodnar C*, Bucur A?

"Department of Genetics, "Carol Davila” University of Medicine and Pharmacy, Bucharest — Romania
2“Prof. Dr. Dan Theodorescu” Clinical Hospital for Oro-Maxillo-Facial Surgery, Bucharest — Romania
®Department of Restorative Odontotherapy, “Carol Davila” University of Medicine and Pharmacy, Bucharest — Romania

Background: Cherubism is a rare genetic disorder involving the mandible and occasionally maxilla in early childhood. SH3BP2 gene
is the only one in which mutations are currently known to cause 80% of isolated cherubism.

Objectives: Our aims were to find out the genetic cause of mandibular deformity and to avoid misdiagnosis and inappropriate
treatment risks.

Methods: Clinical, radiographic, biopsy and histological examinations were performed on two-female unrelated patients with bilateral
asymmetric enlargement of the mandible. A thorough family history was obtained as well. The patients and their family members were
genetically tested for mutations in SH3BP2.

Results: Clinical features, such as, facial appearance with swollen cheeks, round and asymmetrically full lower face, were suggestive
for cherubism in both cases. Radiological examination revealed bilateral multilocular radiolucent areas within the bone. Histological
examination reported the replacement of the normal bony structure with fibrous tissue. There was no family history of prominent facial
swelling or similar disorders. The disorder seems to be occurred sporadically within the both families. Direct sequencing of SH3BP2
gene identified an A-to-G transition, resulting in an arg415-to-gin (R415Q) substitution in one patient. The second patient presented no
SH3BP2 gene mutation.

Conclusion: Failure to identify a SH3BP2 mutation in affected individuals suggests possible genetic heterogeneity.

PL-08 RATIONAL DESIGN OF MIMOTOPE LIBRARY FOR IGM REPERTOIRE STUDIES

Kostov V'3, Shivarov V*, Hadjieva M, Pashova Sh*®, Ferdinandov D, Hovig E?, Meza-Zepeda L ?, Pashov A’

' Stephan Angeloff Institute of Microbiology, BAS, Sofia

2 Oslo University Hospital, Oslo

® St John of Rila University Hospital, MU, Sofia

* SofiaMed Hospital, Sofia

% Institute of Biology and Immunology of Reproduction, BAS, Sofia

A reasonably small set of peptide probes for global antibody analysis was rationally designed as a human IgM mimotope library.
Phage display representing the diversity of random 7-mer peptides was selected on IgM repertoire pool from 10000 donors then adsorbed
on monoclonal [gM myeloma. Phage selected in a single round were amplified, their DNA extracted and the region coding the random
library was sequenced by NGS. 224087 different 7-mers were selected out of 2x106 quality sequences and 790 clusters of sequences
were defined using the Gibb’s Cluster 2 algorithm. Because of their relatively small number, probably these profiles characterize structural
context themes rather than individual specificities. The optimized library was defined as 594 mimotopes representing the highest scoring
sequences of the most significant clusters. Compared to 9 other peptide libraries (random, depleted of canonical sequences, individual
clusters, etc) the optimized library yielded the best high dynamic signal against 10 sera. The library was further tested with sera from
38 brain tumor patients of 6 different diagnoses. No single IgM reactivity correlated strictly with diagnosis but recursive elimination with
“leave one out” validation identified sets of 40-100 mimotopes from each group with consensus of 6-24 mimotopes for each diagnosis
that separated the tested patients from the rest of the cases and allowed for the construction of SVM predictors. The typical sizes of these
sets indicate that the library has the potential to distinguish over 1040 different physiological and pathological states.
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PL-9 APPLICATION OF TARGETED NGS IN DIAGNOSTIC WORK-UP OF PATIENTS WITH RARE
DISEASES

Vazharova R %, Balabanski L%, Andonova S°, Ivanova M?, Sinigerska 1%, Bichev S°, Ivanov S?, Atanasoska M?, Savov A*°,
Toncheva D?°

1 Sofia University St Kliment Ohridski

2 Gynecology and assisted reproduction hospital “Malinov MD”

% University Hospital of Obstetrics and Gynecology “Maichin dom”, Sofia
* University Hospital Lozenetz

5 Medical University Sofia

Background: Clarifying the genetic basis of rare Mendelian diseases is difficult and many patients remain undiagnosed despite
extensive clinical, laboratory and imaging studies. The conventional diagnostic process used by most clinical / medical genetics specialists
begins with the recognition of a specific phenotypic pattern which guides a step by step series of laboratory studies of candidate-genes.
Although NGS of the exome / genome has the potential to change the diagnostic paradigm in medical genetics, it is still not clear which
patients would benefit from such a test and at what stage of their clinical follow-up.

Materials and methods: The study includes a series of 43 consecutive cases referred for genetic testing because of a suspected
diagnosis of monogenic disease. Targeted NGS was performed on the MiSeq system using the TruSight One gene panel (lllumina, San
Diego, CA, USA). The search for the disease-causing mutations focused on variants with a quality score >20 and coverage >20%, located
outside of segmental duplications and simple repeats.

Results: A specific genetic alteration associated with the leading clinical manifestations was found in 48% of all patients studied (21
out of 43 cases), this share being less among patients with an "unknown” diagnosis — 38% (10 of 26 cases). In four patients with a
definite pathological finding and a genotype suggesting a phenotypic manifestation of the disease, the genetic diagnosis differs from the
clinically suspected. In two patients with "unknown” clinical diagnosis, certain pathological gene variants were identified that only partially
explained the phenotype manifestations and in one patient there was found the presence of pathological variants in genes associated with
three different monogenic diseases and a genotype suggesting the phenotypic manifestation of all three conditions.

Conclusion: Applying targeted next generation sequencing using a 4813 gene panel has the potential to detect a genetic defect
associated with the phenotype in about 48% of patients with rare monogenic diseases.

PL-10 PRE-IMPLANTATIONAL GENETIC TESTING FOR MONOGENIC AND CHROMOSOMAL
DISORDERS: THE EXPERIENCE IN BULGARIA

Hadjidekova S "2, Staneva R'2, Andonova S*®, Savov A, Bitchev S*, Yaneva S, Pancheva M?, Serafimova M?, Toncheva D',
Stamenov G2

' Department of Medical Genetics, Medical University of Sofia
2 Woman Health Hospital “Nadezhda”, Sofia
® National Genetic Laboratory, UHOG “Maichin dom”, Medical University of Sofia

The treatment is the major goal in the control of genetic diseases, unfortunately, most inherited conditions cannot be cured. Although
current breakthrough in genome editing technologies, it is still not a realistic option for managing the genetic disorders and the prevention
remains the main approach. Over the years, the primary method of prevention in families with genetic disease was the prenatal diagnosis
and termination of pregnancy for medical reasons. Nowadays pre-implantational genetic testing (PGT) provides a new opportunity for
disease prevention, thus avoids the trauma of interruption of a desired pregnancy and the possible medical complications. PGT is a
method for detection of genetic anomalies in IVF embryos before the transfer in the uterus. In most cases the genetic status determination
is performed at the blastocyst stage, after biopsy of trophectoderm cells, followed by whole genome amplification and application of
various platforms for genetic analysis. The world’s first successful PGT in humans was made in 1990 for cystic fibrosis (CF). Today
PGT is possible for all chromosome disorders and a large number of monogenic diseases (beta-thalassemia, sickle cell disease, spinal
muscular atrophy, myotonic dystrophy, Huntington’s chorea, Alzheimer’s Charcot-Marie-Tooth, dystrophy and many others).

We report our experience in PGT for six monogenic diseases (myotonic dystrophy, Huntington's disease, fragile X syndrome,
epidermolysis bullosa, beta-thalassemia, hemophilia A) and for chromosomal testing in families with reciprocal and complex chromosomal
translocations. Different genetic methods were applied: Sanger sequencing, real time PCR with FRET (Fluorescence resonance energy
transfer), DNA fragment analysis by triplet repeat primed PCR and array CGH analysis.
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Due to the tremendous progress in the assisted reproduction and the technical development in genomics technologies PGT has the
potential to become a powerful tool for transmission control of the genetic diseases and has changed the landscape for prevention of
the inherited conditions.

PL-11 PHENOTYPE AND GENOTYPE HETEROGENEITY OF THALASSEMIA INTERMEDIA

Plaseska-Karanfilska D

Research Centre for Genetic Engineering and Biotechnology “Georgi D. Efremov”, Macedonian Academy of Sciences and Arts,
Skopje, Republic of Macedonia

The term thalassemia intermedia (TI) describes patients who have clinical manifestations that are too severe to be termed minor yet
too mild to be termed major. The hallmark of Tl disease process includes ineffective erythropoiesis, chronic haemolytic anaemia and iron
overload. Tl encompasses a wide clinical spectrum; mildly affected patients are completely asymptomatic until adult life, experiencing
only mild anemia, while patients with more severe Tl generally present between the ages of 2 and 6 years and often require transfusion
therapy.

In addition to the phenotypic diversity Tl is extremely heterogeneous at the genetic level, thus making the molecular diagnosis very
chalanging. The genetic basis for phenotypic diversity of beta Tl is best explained in terms of primary (broad diversity of beta globin
gene mutations), secondary (modifying the degree of globin chain imbalance), and tertiary genetic modifiers (having effect on the
complications of the disease). Commonly, alpha thalassemia intermedia presents as HbH disease due to deletions removing three out of
the four alpha globin genes. Non-deletional alpha Tl is less common, but has a more severe clinical phenotype.

Both beta and alpha TI have been diagnosed among Macedonian patients. The most common genetic determinants of beta Tl are
inheritance of silent or mild beta globin mutation, coinheritance of genetic determinants of high fetal hemoglobin as well as coinheritance
of alpha globin gene defects. Alpha Tl is caused both by deletions and non-deletional defects. We have recently identified two unrelated
Tl patients with Romani ethnic origin who were homozygous for a rare Hb variant, Hb Agrinio (HBA2: ¢.89T>C, p. 29 Leu>Pro). This
may imply that Hb Agrinio is a founder mutation among Romani Balkan population.

Since Tl patients may experience serious clinical manifestation later in life, timely diagnosis is very imortant for proper management
of TI.

PL-12 NON-TRANSFUSION-DEPENDENT THALASSAEMIA

Kaleva V

Clinic of Pediatric Hematology and Oncology, UMHAT “St. Marina” — Varna
Department of Paediatrics, Medical University of Varna

Non-transfusion-dependent thalassemias (NTDT) is a term used to label patients who do not require lifelong regular transfusions for
survival, although they may require occasional or even frequent transfusions in certain clinical settings or at later in their life. They have
a genetic defect or combination of defects that, compared to transfusion-dependent thalassemia, affect less hemoglobin synthesis and
encompasses three clinically distinct forms: B-thalassemia intermedia, HbE/B-thalassemia and a-thalassemia intermedia (HbH disease).
The carrier frequency of NTDT is high (up to 80% in some parts of the world) but the prevalence of symptomatic patients varies with
geography and is estimated to be from 1 in 100,000 to 1 in 100. NTDT has a variable presentation that may include mild to severe
anaemia, enlarged spleen and/or liver, skeletal deformities, growth retardation, elevated serum ferritin and iron overload. The contributing
factors to disease progression are ineffective erythropoiesis and increased haemolysis, which lead to chronic anaemia. Due to the
constantly activated erythropoiesis, extramedullary haematopoiesis is often observed. Diagnosis of NTDT is largely clinical but can be
confirmed by Hb electrophoresis and genetic sequencing. Management of NTDT is based on managing symptoms, and includes blood
transfusions, hydroxyurea treatment, iron chelation and sometimes splenectomy. Prognosis for well managed patients is good, with most
patients living a normal life. It is particularly important to identify and diagnose patients early, thereby preventing complications.
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PL-13 COLORECTAL CARCINOMA — FROM GENETIC MARKERS, RESPONSE PREDICTORS FOR
THE TREATMENT TO PERSONALIZED THERAPY AND NEW GENETIC CLASSIFICATION

Kurteva G, Simeonova L, Trifonova I, Gerasimov A, Chilingirova N, Pandjarova I, Dimova I, Kostov K, Mishovska K, Solakova G
Clinic for Medical Oncology (Chemotherapy), USHATO — Sofia

Purpose: The personalized oncology concentrates on the ability to segregate the subgroups of patients with a specific genetic profile,
to estimate the progression of the condition as well as, the genetically based sensitivity to treatment, metabolism and toxicity. Optimal
therapeutic treatment can be identified based on the attained individual molecular subtype, correlating prognosis and drug sensitivity of
the patients.

In cases of colorectal carcinoma (CRC), the established chemotherapy treatment regiments with or without a combination of target
molecules, not always cause the expected therapeutic response. This can be due to the individual genetic profile of the patient. Studying
said genetic profile can improve the prognosis of the progression of the condition as well as the personalized treatment approach.

Based on up to date international research of genetic biomarkers and scientific attempts at subtyping, it is considered that CRC can
be segmented into the following 5 subtypes:

e CMS1, (immune microsatellite instability, 14%), hyper-mutated microsatellite instability and strong immune response, BRAF (V600E)

mutations;

* CMS2, (canonical, 37%), epithelial microsatellite stable, Tp53;

» CSM3, (metabolic, 13%), epithelial, metabolic dysregulation, multiple KRAS mutations;

» CSM4, (mesenchymal, 23%), microsatellite instability, insufficient mismatch repair protein (MRR), stromal invasion and angiogenesis;

* GSM5, 13% of the CRC patients cannot be assigned to the previously listed subtypes, due to the fact that they exhibit a combination

of the listed genetic marker subtypes.

Conclusions can be made for the potential benefits of the application of specific treatment regiments and target molecules based on
the genetic expression, common for the different subtypes.

Attempt at differentiating the response of treatment of patients depending on the location of the primary tumor (left/right colon) is a
possible secondary objective of the project.

Methodology: The project includes studying a pilot group of 40 patients, diagnosed with CRC in different clinical stage (I-IV). Patients
are divided into two groups, depending on their RAS status:

« 20 patients with RAS mutated type, under the treatment of chemotherapy course in combination with a target agent — Bevacizumab

or Aflibercept, depending on the line of the treatment;

20 patients with RAS wild type, under the treatment of chemotherapy course in combination with a target agent — Panitumumab

or Getuximab.

e All patients:

0 Genetic markers are tested (KRAS, BRAF, MSS or MSI);

o Tracing the general condition by testing tumor markers CA19-9, CEA and ECG analysis;

0 Tracing the condition of the treatment with image diagnostics — computer tomography, with the application of intravenous and per-

oral contrast;

0 Preparation of estimation index, based on the molecular subtype of the patients and tracing its objectivity;

0 A precise personalized therapeutic regime, based on the analyzed genetic markers, defined subtypes, the prognosis of the disease

and the objectiveness of the treatment’s results.

Results: The project’s results will be presented and defined after processing and analysis of the collected data.

PL-14 NEUROMUSCULAR DISORDERS IN ROMA (GYPSIES)

Tournev |2

" Department of Neurology, Sofia Medical University, Sofia
2 Department of Cognitive Science and Psychology, New Bulgarian University, Sofia

Historical and current migrations have made the Gypsy citizens of every European country. The Roma (Gypsies) are a transnational
minority of Indian/Pakistan origin with an overall population size estimated between 10 and 15 million (Liegeois, 1994). The arrival of the
Gypsies in Byzantine Empire is estimated to have occurred, in the 11th-12th century (Fraser 1992; Marushiakova and Popov 1997), at
which point a large fraction of the population settled permanently in the Balkans. The formation of the present-day Romani populations of
European countries is the compound product of the early migrations from the Balkans into Western Europe, completed by the 15 century,
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and three superimposed migration waves: the first during the end of the 19th century, after the abolition of Gypsy slavery in Romania
(Hancock, 1987; Fraser, 1992); the second out of Yugoslavia, during 1960s and 1970s; and the third during the last decade following the
political and economic changes in Eastern Europe.

In Bulgaria the Roma community is also non-homogeneous. It is divided into two main groups: settled Roma (Yerlii) and Walachian
Roma who have come to Bulgaria after the abolition of slavery in the Walachian Principality in 1868. These two main groups are further
divided into smaller subgroups and meta-groups based on occupation, dialect, religious affiliation, culture, customs, and traditions.
Oppressive policies of persecution, exclusion, containment and forced assimilation practiced towards the Roma in most, if not all,
European countries, together with Roma adherence to an ancient social tradition, have acted together to result in endogamy and isolation,
making the Roma one of the Europe’s largest genetic isolates (Kalaydjieva L., 2001).

Collaborative studies have identified novel single-gene disorders and private mutations among the Roma drawing attention to this
previously ignored founder mutation: CMS, due to mutation €1267delG in CHRNE; HMSN Lom due to R148X in NDRG1 gene; CCFDN
due to IVS6+ 389C>T mutation in CTDP, LGMD2C due to mutation C283Y in SGCG, HMSN Russe due to a mutation in an alternative
untranslated exon of hexokinase 1 gene; GNE myopathy due to p.lle587Thr mutation in the GNE gene. The identification of a growing
number of novel Mendelian disorders and private mutations in the Roma (Gypsies) points to their unique genetic heritage.

During 20 years “door-to-door” epidemiological study of NMD in Gypsies was conducted in Bulgaria, covering of 2500 residential
areas and around 97% of the Gypsy population. The survey identified 842 NMD patients with CMS, HMSN —Lom, CCFDN, LGMD2C, GNE
myopathy and SMA being most prominent.

Genetic studies have reported considerable differences in the frequencies of the mutations in the different Romani populations, resp.
in the prevalence of the neuromuscular disorders in the different Roma groups, which should be considered in planning and organising
prevention activities.

A community-based carrier testing program was implemented in Bulgaria. The program incorporated an educational component,
screening for several common founder mutations, genetic counselling and prenatal testing of pregnancies at risk. It was accompanied
by wider-ranging activities, such as training and employing of 215 Roma health mediators, training of 22 Roma medical doctors
and 84 Roma nurses and midwives for work with affected families, promoting equal access of Roma patients to health and social
Services.

PL-15 ENGINEERING INTEGRATED DIGITAL CIRCUITS WITH ALLOSTERIC RIBOZYMES FOR
SCALING UP MOLECULAR COMPUTATION AND DIAGNOSTICS OF RARE DISEASES

Penchovsky R
Sofia University “Saint Kliment Ohridski”

Here we describe molecular implementations of integrated digital circuits, including a three-input AND logic gate, a two-input
multiplexer, and 1-to-2 decoder using allosteric ribozymes. Furthermore, we demonstrate a multiplexer—decoder circuit. The ribozymes
are designed to seek-and-destroy specific RNAs with a certain length by a fully computerized procedure. The algorithm can accurately
predict one base substitution that alters the ribozyme’s logic function. The ability to sense the length of RNA molecules enables single
ribozymes to be used as platforms for multiple interactions. These ribozymes can work as integrated circuits with the functionality of up
to five logic gates. The ribozyme design is universal since the allosteric and substrate domains can be altered to sense different RNAs.
In addition, the ribozymes can specifically cleave RNA molecules with triplet-repeat expansions observed in genetic disorders such as
oculopharyngeal muscular dystrophy. Therefore, the designer ribozymes can be employed for scaling up computing and diagnostic
networks in the fields of molecular computing and diagnostics and RNA synthetic biology.

PL-16 GENOME STRUCTURE OF MODERN BULGARIANS

Karachanak-Yankova S, Nesheva D', Galabov A2, Toncheva D'

' Department of Medical Genetics, Medical University — Sofia
2 The Stephan Angeloff Institute of Microbiology, Bulgarian Academy of Sciences, Sofia, Bulgaria

The previous analysis of the mitochondrial DNA and Y-chromosome diversity of modern Bulgarians positioned them among other
European populations. We have continued with the characterization of the genome structure of Bulgarians by participating in large-
scale analyses of single nucleotide and copy number variants in studies performed from a European, Eurasian and global perspective.
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Initially we took part in a survey of more than 270 000 single nucleotide polymorphisms in 3112 Europeans, including Bulgarians.
This study depicted the European genetic map in which the genetic diversity has northwest to southeast gradient and the populations are
positioned according to their approximate geographic origin.

Afterwards, we were involved in a population-based genome-wide association analysis of five population samples: Irish (n=1142),
Scottish (n=656), Swedish (n=620), Bulgarian (n=1129) and Portuguese (n=347). The obtained results confirmed the genetic
relationship between European populations and their geographic distribution and detected the largest genetic differences in genes for
pigmentation and immunity.

We were also part of an international group examining the selective signatures of duplication and deletion copy number variants in
236 individuals from 125 distinct human world-wide populations. The obtained results showed that duplications are more likely to be
stratified between human populations than deletions.

In another study, in which we have participated, the dataset of more than 450 000 single nucleotide variants in 63 West Eurasian
populations, including Bulgarians, was used to define and date admixture events in the formation of the Western Eurasian genetic
landscape. The established genomic composition of Bulgarians in this study reflects admixture events dating to the Migration Period and
shows minimal Mongolian admixture.

In conclusion the Bulgarian genomic structure fits within the continuum of genetic variants in Europe and its analysis in broader
contexts will further contribute to the formation of substantial basis for assessing the clinical significance of genetic variants.

PL-17 MEDICAL LAW CHALLENGES IN GENETIC TESTING

Petrova M
European Institute for Healthcare Law, Healthcare Management and Public Health

Goal: To introduce the medico-legal aspects, innovations and challenges related to genetic testing (?). To introduce practitioners in
the field of genetic testing and the analysis and discovery of hereditary diseases to the existing legal framework and relevant changes, as
well as to inform them on potential legal risks related to their professional activities.

Materials and approach: This work takes into consideration the existing norms — national laws and specific regulations, as well as
the existing body of case law (court practice).

Methodology: Comparative legal analysis of the main alternatives provided by the Law, which are obligatory for the practice of
genetical testing.

Results and findings: To introduce practitioners to the legally defined obligations and possible liabilities. Underline the potential risks
for both practitioners and patients in genetic testing. To introduce practitioners to the process of informed consent (consultation) in
genetic testing. To present the changes in legislation related to the administration of sensitive, private and health data of patients related
to genetic testing.

The comparative legal analysis provides the possibility of bringing into focus the majority of flaws and omissions in current regulation
when it comes to genetic testing. The paper explores the possibilities of improvement and possible alternative solutions that would achieve
a legal framework that better safeguards the interests of patients and also provides a safer working environment for medical practitioners.

PL-18 ORPHAN DRUGS IN SERBIA: EVALUATION OF MARKET AUTHORIZATION, PRICING,
REIMBURSEMENT AND EXPENDITURE

Pejcic A', Jakovijevic M?
' University of Kragujevac, Serbia, Faculty of Medical Sciences
2 University of Kragujevac, Serbia, Faculty of Medical Sciences, Department of Global Health, Economics and Policy

Orphan drugs (0Ds) are medicinal products intended for treatment, prevention or diagnosis of life-threatening or chronically debilitating
diseases affecting small patient populations. Policies specific to orphan drugs don’t exist in Serbia. Furthermore, Serbia, being a country
outside of the European Union (EU), cannot directly benefit from the EU orphan drug legislation. ODs should obtain market authorization
from the Medicines and Medical Devices Agency of Serbia (ALIMS) in order to be marketed on a national level. Market authorization
procedure is simplified for the ODs authorized through the centralized procedure in the EU. Conditional market authorization is also allowed
for ODs. They are exempted of the market authorization fees as well. Special policy regulates import of unauthorized medicines and there
is a list of 255 rare diseases for which import may be authorized. There are no differences in pricing and reimbursement decision making
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procedures regarding ODs. The Government sets the pricing criteria and maximum wholesale prices for market authorized prescription
drugs on a national level. External reference pricing is used and Slovenia, Croatia and Italy are reference countries. Reimbursement
decisions are made by the National Health Insurance Fund taking into account general (pharmacotherapeutic and pharmacoeconomic
justification, financial plan) and special criteria (special contracts, priority order) for inclusion of medicines in the reimbursement list.
Reference countries for setting reimbursement prices are Slovenia, Croatia and Italy or if drug is not priced there, Romania, Lithuania,
Slovakia, Bulgaria, Hungary and Latvia. Twenty-three ODs were authorized, 20 were priced and only 7 were reimbursed in Serbia in June
2017, representing 24%, 21% and 7%, respectively, of 95 drugs with active orphan designation and market authorization in the EU in this
period. Expenditure on ODs increased from EUR 1.5 million in 2006 to EUR 3.7 million in 2014, representing 0.30% and 0.46% of the
total pharmaceutical expenditure, respectively (based on analysis of ALIMS’s annual reports). There is a need for further improvement in
accessibility of orphan drugs.
Keywords: orphan drugs, market authorization, pricing, reimbursement, expenditure

PL-19 MONITORING OF MOLECULAR RESPONSE DURING THE THERAPY WITH NILOTINIB AS
FIRST-LINE TYROSINE KINASE INHIBITOR IN PATIENTS WITH CHRONIC MYELOID LEUKEMIA

Balatzenko G', Bogdanov L Goranov S*, Goranova-Marinova V*, Grudeva-Popova J*, lvanova S, Ignatova K, Mihailov G,
Spassov B, Stojanova J', Tumbeva D*, Hadjiev E®, Hristova I®, Hrischev V', Tsvetkov N2, Tsvetkova G°, Guenova M’

! National Specialized Hospital for Active Treatment of Hematological Diseases, Sofia, Bulgaria
2 Clinic of Hematology, UMHAT "Dr Georgi Stranski”, Medical University, Pleven, Bulgaria

® Clinic of Clinical Hematology, University Hospital "Sv. Georgi”, Plovdiv, Bulgaria

* Medical Oncology Department, University Hospital "Sv. Georgi”, Plovdiv, Bulgaria

% Clinic of hematology, University Hospital “Alexandrovska”,Sofia, Bulgaria

Background: Clinical trials demonstrated efficiency of the tyrosine kinase inhibitor Nilotinib as a first-line therapy in chronic myeloid
leukaemia (CML). The depth of molecular response (MR) is an important parameter for therapeutic efficiency assessment. Real world
evidence in line with these observations are of practical significance for the outcome prediction or TKI discontinuation inclusion.

Aim: To evaluate the molecular response to Nilotinib as a first-line therapy in chronic phase CML patients(pts).

Materials and methods: A total of 162 adult CML pts, treated with Nilotinib 300 mg b.d., were included in this study (mean follow-up
3521 months(mo)). Initial RT-PCR testing revealed typical p210 BCR-ABL1 transcripts in 160 cases and p190 in 2 others. Molecular
monitoring in p210BCR-ABL1 pts was performed by Cepheid\'s automated PCR-based platform. The results were reported as a BCR-
ABL1/ABL1 (B/A) ratio.

Results: An optimal MR (OMR) was found in 85.1%(80/94) at 3rd(B/A<10%), 84%(84/100) at 6th(B/A<1%), and 82.4%(89/108)
at 12th(B/A<0.1%) mo. Nineteen (11.9%) pts were resistant to therapy, and 2 others lost a previous MR. OMR rates at 6th and 12th
mo were higher in pts with leukocytosis <250x109/ compared to those with >250x109/1: 87.5%(35/40) vs 57.9%(11/19)(p=0.018)
and 92.1%(35/38) vs 57.9%(11/19)(p=0.004). After >15mo follow-up, major MR was detected in 88.5%(116/131), and deep MR in
67.9%(89/131), including undetectable BCR-ABL1 in 33 of them. In total, 8 pts (5%) died, in 4 of them death was caused by another
malignancy. The cumulative 5-years overall survival (OS) for the whole cohort was 91.0% and was associated with the achievement of
major MR after the 12th mo — 97.7% vs 75% without major MR (p=0.000). OS was better in women (97%) compared to men (75%)
(p=0.013). OMR rate was significantly higher in pts with b3a2 transctips (45.3-91.3%) compared to b2a2(+) (25.8-77.8%) pts in all
tested time points. B3a2 were also associated with a higher deep MR rate at 12th mo or later: 61.4%(35/57) vs 34.7%(17/49)(p=0.005)
and 72.8%(59/81) vs 54.7%(41/75)(p=0.02). No MR was registered in p190(+) pts.

Conclusions: The results of our study confirmed the reported high efficiency of Nilotinib as a first-line therapy, with a better MR in
patients with b3a2 transcripts.
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ORAL PRESENTATIONS / YCTHIA MPE3EHTALIIAN

OP-1 DYSREGULATED PATHWAYS IN AUTISM SPECTRUM DISORDER

Ivanov H ', Vachev T 2 Popov N # Pacheva | °, Yordanova R ", Ivanov | °, Stoyanova V "

' Department of Pediatrics and Medical Genetics, Medical University Plovdiv, Plovdiv

2 Department of Medical Genetics University hospital “St. Georgi “Plovdiv

% Department of Plant Physiology and Molecular Biology, University Paisii Hilendarski Plovdiv
4 State Psychiatric Hospital - Pazardijik - Pazardzhik

$ Clinic of Child and Genetic Diseases. University hospital “St. Georgi “Plovdiv

Autism Spectrum Disorder (ASD) combines a group of complex neurodevelopmental disorders that presents in the early childhood.
Individuals with ASD are characterized by having deficits in social interaction, impaired communication and a range of stereotyped
and repetitive behaviors. There are hundreds of different genes associated with ASD, but each of the mutations found account for
more than a small subset of ASD cases. Because of this genetic heterogeneity of ASD, the information on gene function provided by
transcriptional data is essential to further elucidate its genesis. The aim of this study is to identify common pathways and mechanisms
in the pathogenesis of ASD.

To identify the biological pathways and profiles associated with ASD, an integrative functional analysis of the genetic changes has been
applied. The sets of differentially expressed genes from 16 transcriptome expression studies (one of which ours) after 2011 and the targets
of differentially expressed mi-RNA from two our studies were used.

The pathways with the most overlapping differentially expressed genes were evaluated and a system (network) of biological pathways
was generated. We found that most of the differentially expressed genes are involved in major kinase and /or signaling pathways.

The integrative functional analysis of genetic changes and the network of biological pathways contributes to our understanding not
only of individual genes but also of the function of the gene product, the network of reactions and their interactions.

OP-2 GENETICALLY PROVEN CASES OF WOLMAN DISEASE IN BULGARIA AND MUTATION
SCREENING OF TWO PRESUMABLE ENDEMIC REGIONS

Mandadzhieva A?, Avdzhieva-Tzavella D*, Todorov T2, Tincheva S 2, Sinigerska V°, lvanova M? Savov A% Mitev V',
Todorova A "2

' Department of Medical Chemistry and Biochemistry, Medical University Sofia, 2 Zdrave str., Sofia, Bulgaria

2 Genetic Medico-Diagnostic Laboratory “Genica”, 84 Ami Bue str., Sofia, Bulgaria

% National Genetic Laboratory, Department of Obstetrics and Gynecology, Faculty of Medicine, Medical University Sofia, 2 Zdrave
str., Sofia, Bulgaria

4 Department of Neurology, University Pediatric Hospital, Medical University, 11 Acad. Ivan Evstatiev Geshov str., Sofia, Bulgaria

Wolman disease is a rare autosomal recessive disorder. It belongs to the group of lysosomal diseases. Wolman disease is caused
by mutations in the LIPA gene, localized on chromosome 10 (10g23.31). The LIPA gene encodes an enzyme called lysosomal acid
lipase (LAL), which plays a key role in hydrolysis of the cholesteryl esters and triglycerides into free cholesterol and free fatty acids.
Two unrelated patients aged 3 and 5 months were referred for genetic testing of the LIPA gene due to the clinical symptoms compatible
with Wolman disease. DNA sequencing revealed two different mutations. The first mutation is a previously described disease-causing
missense mutation, ¢.260G>T; p.Gly87Val in exon 4 of the LIPA gene. The second mutation is a splice-site change, ¢.822+1G>A
in exon 7 of the gene. Both mutations substitute the purine base G with T (transversion) in the first variant and with A (transition) in
the second one. Considering the high genetic heterogeneity of the Bulgarian population, it is extremely atypical to detect homozygous
mutations in rare recessive conditions. Selective screening for these mutations was performed in two presumable endemic regions in
Bulgaria. Endogamous marriages are very unusual for the Bulgarian population, supposing a high carrier frequency in this subpopulation.
Altogether, 100 newborns were screened for p.Gly87Val mutation and the detected carrier frequency was about 1% (1/100), while in the
group of 100 newborns screened for the ¢.822+1G>A mutation the detected carrier frequency was 2% (2/100). These findings are from
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crucial importance for the inhabitants of the corresponding parts of Bulgaria. They may benefit from early genetic testing and adequate
genetic counselling during family planning.
Keywords: Wolman disease, LIPA gene, Lysosomal acid lipase, mutations, selective screening

OP-3 QUALITY OF LIFE IN ACROMEGALY

Vandeva S
Clinical Genter of Endocrinology and Gerontology, Medical University - Sofia

Acromegaly is a rare chronic disorder caused by pituitary adenoma in almost all cases. Along with physical changes, patients
with acromegaly show some psychosocial alterations and decreased self-perception of health. We have evaluated quality of life in
patients with acromegaly using the disease-specific Acromegaly Quality of life (AcroQoL) questionnaire in respect to disease activity,
treatment modalities and other factors. We studied 212 patients with acromegaly in a cross-sectional manner over a 6-year period in
a single tertiary center. Out of them, seventy patients with active disease at baseline were followed-up prospectively, 45 of whom were
in remission at re-evaluation. There was no significant difference in AcroQoL scores between controlled and uncontrolled patients in
the cross-sectional study group. The mean change of scores from baseline was higher in controlled vs. uncontrolled patients, however
without reaching significance. In the cross-sectional group the lack of disease control was a negative predictor of the appearance
subscale (B=-7.39; p=0.041) while IGF-1 index had negative impact on the same scale in the uncontrolled patients (B=-4.9;
p=0.044). Radiotherapy, age and female gender negatively affected various scales. Personal relations subscale was inversely related
to duration of remission in controlled patients (B=-1.59, p=0.014) and use of somatostatin analog (SSA) in uncontrolled patients
(B=-18.2, p=0.04). In uncontrolled patients from the prospective group, however, SSA was positively associated with the change from
baseline of the appearance subscale (B=11.19, p=0.041). Achievement of remission was an independent predictor of improvement
of the total scale — OR 4.09 (95% Cl 1.17-14.2; p=0.026). In conclusion, disease control was predictive for better appearance score
and improvement of the global score. Other factors with significant influence on various scales of AcroQoL were age, female gender,
radiotherapy, duration of remission and application of SSA.

OP-4 ACROMEGALY — PSYCHOLOGICAL CONSEQUENCES FOR THE PATIENT

Grigorova N
Bulgarian Huntigton Association

Acromegaly is a rare condition which often leads to permanent change in the physical appearance of patients and is associated with
adverse psychological outcomes. During the initial diagnosis and/or primary brain surgery, patients can experience severe psychological
trauma and posttraumatic stress disorder. Some of the reactions are related to the unexpected diagnosis of the chronic disease and
unwanted brain surgery. After being diagnosed, patients very often exhibit a condition, which is symptomatically similar to grief and
loss, while they are trying to cope with this life-altering disease. More than that they may feel that they are losing themselves, both
literally and figuratively, because of the physical changes attributable to the disease and the knowledge of the lifelong diagnosis. Many
of the patients do not manage to cope in adaptive ways with the diagnosis and its consequences on their life, which ultimately leads
to psychological issues like depressive and anxiety symptoms, a negative impact on social interactions, like loss of partners, job and
social surroundings. The author presents her work with patients with acromegaly in the period from June 2015 to June 2016. Various
psychological phenomena and patients’ mental suffering and inquiries are described. Of great importance is the fact that patients with
maladaptive ways of coping with the disease are experiencing severe mental discomfort and stress, which is causing therapy managing
problems and reduces quality of life.

15




12" BALKAN CONGRESS OF HUMAN GENETIC; 8" NATIONAL CONFERENCE FOR RARE DISEASES
8-10 September 2017 — Plovdiv, Bulgaria

OP-5 POMPE DISEASE — TREATABLE MYOPATHY

Chamova T', Tournev |2

' Department of Neurology, Medical University-Sofia, 1431 Sofia, Bulgaria
2 Department of Cognitive Science and Psychology, New Bulgarian University, 1618 Sofia, Bulgaria

Pompe disease is a rare autosomal recessive metabolic disorder, whereby mutations in the GAA gene lead to partial or total absence
of the lysosomal enzyme acid d-glucosidase. The disease presents as a spectrum of phenotypes, ranging from a rapidly fatal phenotype
in infants to slower progressive phenotypes in older children and adults. Many adults with Pompe disease are diagnosed late in life,
when they are already in an advanced stage of the disease. Enzyme replacement therapy (ERT) seems to have a beneficial effect on
survival that is related to its positive effect on motor and pulmonary functions. In this respect timely diagnosis and treatment are crucial.

In April 2012, a screening program called ‘Prevalence study of Pompe disease’ was initiated in Bulgaria. Its main aim was to determine
the prevalence of Pompe disease among patients with progressive limb-girdle muscle weakness with or without respiratory insufficiency,
and with or without elevated creatine kinase levels. The study was based on two main stand points: retrospective study of patients
with undiagnosed myopathies from the registries of Bulgarian National Genetic Laboratory and Clinic of Neurology, University Hospital
Alexandrovska, Sofia; and prospective study of a cohort of patients who are visiting university hospitals and electromyography centers
in Bulgaria. Twenty four centers, spread throughout Bulgaria, working in close collaboration, were included. The targeted screening
encompassed 370 patients who underwent evaluation of the activity of GAA on DBS.

In Bulgaria, there were not any patients diagnosed with Pompe disease until the beginning of 2012. For the last 5 years, from the 370
tested individuals, 6 turned out to have decreased activity of GAA on DBS and were subsequently genetically verified as having Pompe
disease. They had non-classical forms of the disorder. Their diagnosis was established 3—10 years after the clinical onset. Limb-girdle
muscle weakness with prominent involvement of lower limbs and axial muscles was present in all of the affected.

The rarity of the disorder, variable clinical presentation, and overlap of signs and symptoms with other neuromuscular disorders often
results in delays in diagnosis and treatment for many patients. Targeted screening of unclassified patients with LGMD by DBS can be a
valuable tool for identification of Pompe patients.

OP-06 PRE-IMPLANTATION GENETIC DIAGNOSIS IN A FAMILY WITH WAARDENBURG
SYNDROME

Atanasoska M, Balabanski L"? Vazharova R" 3, Ivanov S, Dzhuneva S', Nenkova G, Toncheva D "2

' Gynecology and assisted reproduction hospital “Malinov MD”, Genetic laboratory, Sofia, Bulgaria

2 Department of Medical Genetics, Medical University of Sofia, Sofia, Bulgaria

% Sofia University St Kliment Ohridski, Faculty of Medicine, Department of Biology, Medical genetics and Microbiology, Sofia,
Bulgaria

Introduction: Waardenburg syndrome (WS) is a rare genetic disorder, which is predominantly inherited in an autosomal dominant
pattern. There are four main types of WS, which are distinguished by their physical characteristics and genetic cause. Symptoms vary
between the different types and between patients from the same type. Mutations in multiple genes — EDN3, EDNRB, MITF, PAX3, SNAI2,
S0X10, TYR, WS2B and WS2C, cause the various forms of WS.

Materials and Methods: DNA from two siblings with a clinical diagnosis of Waardenburg syndrome was extracted. Library preparation
was done using a TruSight One panel (lllumina) and sequencing was performed on a MiSeq platform. After the causative mutation was
identified, the family of one of the patients decided to undergo PGD. Four embryos were biopsied and tested for carrier status of the
mutation through targeted NGS.

Results: Both siblings were found to be carriers of a heterozygous non-sense mutation in PAX3: Chr2:9.223160283T>A,
NM_181459.3:c.415A>T, NP_852124.1:p.Lys139Ter. Performing PGD we established that two of the four embryos examined were with
normal genotype. The third one was a carrier of the mutation and the result of the last one was not informative due to potential allele
dropout. According to the established genotypes, two of the embryos were suitable for transfer. One was transferred, but pregnancy was
unfortunately not achieved in this cycle. A transfer of the second embryo is forthcoming.

Conclusion: We successfully performed pre-implantation genetic diagnosis in a family where the father was a carrier of a pathogenic
PAX3 mutation. PGD is an alternative to prenatal diagnosis in the first or second trimester of pregnancy for families at risk of a monogenic
disorder. Its advantage is that it offers couples the chance of having an unaffected child without facing the unpleasant experience of
termination of pregnancy or having a child with an inherited genetic condition.
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OP-07 APPLICATION OF NEXT-GENERATION SEQUENCING FOR BALANCED TRANLOCATIONS IN
PREIMPLANTATION EMBRY0S

Rizov M, Marinova E', Popova M?, Tzoneva D?, Antonova 1%, Nikolov G*

! Office for Technology Transfer in the area of Molecular Genetics and Diagnostics (OTTMGD), Medical Centre “ReproBioMed”
Ltd., Sofia, Bulgaria
2 Department of Assisted Reproduction, Medical Centre “ReproBioMed” Ltd., Sofia, Bulgaria

Statement of purpose: Carriers of a balanced translocation are phenotypically normal, as there is no loss of genetic material. The
pathological effect occurs when they segregate as unbalanced in the conceptus. This may be a cause of infertility, miscarriages and
malformations in the offspring. We report a case which show the importance of next-generation sequencing-preiplatation screening
(NGS- PGS) for a couple, where one of the partners is a carrier of balanced translocation.

Methodology: In the presented case we report an infertile couple with recurrent implantation failures (RIF). Karyotyping by G-banded
was performed using standard cytogenetic technique. After analysis, a partner carrier of balanced translocation was detected. The woman
in the couple was reported as a carrier of translocation with karyotype 46, XX, t(2;15)(q2;qter) After genetic counseling, PGS was used
according to the patients’ will. For detection of chromosomal imbalances a laser-assisted biopsy was performed on trophectoderm (day
5) followed by whole genome amplification (WGA) and Next- Generation Sequencing (NGS) was performed according to manufacturer’s
instructions. In the case for analyzing chromosomal and sub chromosomal structural imbalances Veriseq assay (lllumina Inc., USA) was
performed.

Summary of results: Nine embryos were biopsied and analyzed, two of them were with euploid karyotype. The rest were with
different chromosome anomalies as 48, XXX( +8; -11; +15; +X) , 48, XX(+1; +3; -4; +14), 44, XX (+8; -14; -16; -17). In this
embryo potential aberrations in the affected chromosome 2 and 15 were detected. One of the embryos was chaotic and one was with a
gain of chromosome 2 and a loss of chromosome 15. Two of the embryos were euploid but with potential subchromosomal aberrations
of chromosomes 2 and 15.

Application of NGS allows screening of all 24 chromosomes. It is objective, ensuring a high level of confidence in the results and
subsequent selection of euploid embryos for transfer.

OP-08 STEM CELL TRANSPLANTATION — PRESENT AND FUTURE

Chervenkov T, Micheva 1%, Gercheva L? Resnick I', Angelova L'

' Department of Medical Genetics, Varna Medical University, Bulgaria
2 Department of Internal Medicine, Varna Medical University, Bulgaria

Allogeneic and autologous hematopoietic stem cell transplantations (HSCT) have been performed routinely for more than 30 years
now and with the vast experience gathered, the procedures have been mostly perfected. Allogenic hematopoietic stem cell transplantations
are part of the treatment of malignant diseases whereas autologous hematopoietic stem cell transplantations accompany and enable
the main treatment of mainly oncohematological diseases (Hodgin"s disease, non-Hodgin lymphoma, multiple myeloma, acute myeloid
leukemia etc.). In spite of all the enhancements of the stem cell transplantation procedures, autologous HSCT is not part of per se
pathogenetic treatment and thus its efficiency is limited. Allogenic HSCT treatment is pathogenetic (graft versus leukemia and graft versus
tumor effect), however it cannot be separated from the adverse graft versus host effect.

With the development of targeted treatment approaches for malignant diseases, there is real possibility for complete control over the
disease. Currently there are several approaches, which can be combined, eliciting and sustaining a tumor specific immune response
(immunotherapy) and targeted manipulation of cancer driving signaling pathways, including in cancer stem cells. When these approaches
reach sufficient level of maturity, hematopoietic stem cell transplantation may become obsolete.

We comment on our two year™ experience on autologous hematopoietic stem cell transplantations at the Centre of translational
medicine and cell therapy at the University hospital “Saint Marina” Varna.
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OP-09 ANCIENT MTDNA STUDIES ON THRACIAN AND PROTO-BULGARIAN SAMPLES: NEW
PERSPECTIVES ON THE ORIGIN OF CONTEMPORARY BULGARIANS

Nesheva D, Modi A, Vai S, Karachanak-Yankova S, Lari M, Galabov A, Caramelli D, Toncheva D
Department of Medical Genetics, Medical University — Sofia

Introduction: The Thracian and Proto—Bulgarian population, who existed in different periods from the past, cause huge research
interest. Therefore, we have examined Thracian and Proto-Bulgarian ancient mtDNA for the first time. The Thracian samples are dated
from Ill Millenium B.C. and Proto-Bulgarian from VIIl — X Century. They are taken from different necropolis in the Bulgrian lands.

Material and methods: In order to clarify the genetic diversity of the Thracians and Proto-Bulgarians, 43 samples of 7 separate
cemeteries, were analyzed. Two main fundamental methods are used for mitochondrial DNA analysis - the classical method and NGS
platform of lllumina.

Results: The results of the ancient HVSI haplotype and whole mitochondrial genomes from Thracian and Proto-Bulgarian bone/teeth
materials are unique. From the obtained results of Thracian samples the percentages of macro-haplogroups are: H — 41.6%, N and JT -
12.5 % each; K, U, HV and D — 8.3% each. From the obtained results of Proto- Bulgarian samples the percentages of macro-haplogroups
are: H—47%, T—15.8%, J and U4 — 10.5% each, H5, HV and U3 — 5% each. The established haplogroups are predominantly Eurasian.
They determine the possible position and role of Thracians and Proto-Bulgarians in the formation of the modern Bulgarian gene pool and
their genetic relationship with other West Eurasian populations.

Conclusion: Based on Principal Component Analysis a genetic distance of Thracian, Proto-Bulgarians and contemporary Bulgarians
was observed. Thracians are genetically most close to modern Slovaks, Germans and Swiss. A large genetic distance exists between
Thracians and contemporary Greek population. Proto-Bulgarians are very close to contemporary Bulgarians, Hungarians, Central Italians,
Slovaks. A large genetic distance exists between Proto — Bulgarians and populations from Volga-Ural region, Tatars and Turks. For the
first time the presence of polymorphisms associated with high or low risk of development of different diseases was proved in Thracians
and Proto-Bulgarians.

OP-10 MOLECULAR DEFECTS DETERMINED AMONG HEMOPHILIA PATIENTS IN REPUBLIC OF
MACEDONIA

Shukarova Stefanovska E ', Bozhinovski Gj', Trajkova Z?, Dejanova V °, Plaseska-Karanfilska D'

' Research Center for Genetic Engineering and Biotechnology, MASA, Skopje
2 Pediatric Clinic, Medical Faculty, Skopje, Republic of Macedonia
® Hemophilia Center, Medical Faculty, Skopje, Republic of Macedonia

Hemophilia A and B are common X-linked bleeding disorders caused by deficiency or dysfunction of coagulant factors VIIl and IX,
respectively. The knowledge of the causative gene defect has become an important tool in hemopbhilia care with respect to prediction of
the patients’ clinical course and safe genetic counseling of relatives.

The aim of this study was to determine the molecular defects underlying hemophilia A and hemophilia B patients in Macedonia.
Seventy unrelated hemophilia A patients and 25 hemophilia B patients were referred to RCGEB for molecular diagnosis. Long range PCR
was applied for detection of inversions in intron 1 and 22 in factor VIII gene, while PCR followed by direct sequencing was performed
for mutation analysis. The molecular defect was determined in 54 hemophilia A patients, while molecular defect was elucidated in all
hemophilia B patients.

In hemophilia A patients the most frequent molecular defect was intron-22 inversion, determined among 25 (46.3%) patients, followed
by intron-1 inversion found in 5 severely affected patients or 9.3%. Among hemophilia A patients 24 private nucleotide substitutions
or small deletions were identified. Two nucleotide substitutions were novel: ¢.1735G>A; p.Asp579Asn in exon 11 and ¢.6823T>G,
p.Tyr2275Asp(2256) in exon 25 of the factor VIl gene, both determined in Macedonian hemophilia A patients with mild form of disease.

Among hemophilia B patients 10 different nucleotide substitutions were determined. Nucleotide substitutions ¢.339T>G,p.
Asn113Lys(67) and nt.30150c.835G>A;p.Ala279Thr(2 33) were common variants with frequency of 28% and 20%, respectively,
determined among Albanian mild to moderate hemophilia B patients. As a novel events, one small deletion/insertion in exon 2,
€.230_231delTT insA, p.Val77Aspfs*27 was determined in a severely affected hemophilia B patient of Macedonian origin, while one
nucleotide substitution ¢.536G>C, p.Gly179Ala in exon 6 of factor IX gene, was determined in a severely affected hemophilia B patient
of Roma origin.
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OP-11 MOLECULAR PROFILING OF HEREDITARY BREAST AND OVARIAN CANCER IN BULGARIA

Kaneva R', Dodova R, Mitkova A, Pencheva D', Popov I, Valev S?, Taushanova M2, Viahova A® Dikov T*, Vassileva M*,
Sedloev T*, Christova S° Timcheva K2 Mitev V'

" Molecular Medicine Center, Department of Medical Chemistry and Biochemistry, Medical Faculty, Medical University of Sofia;

2 Clinic of Medical Oncology (Chemotherapy), Nadezhda Womens’ Health Hospital, Sofia

® General and Clinical Pathology Clinic, University Hospital “Alexandrovska’/ Department of General and Clinical Pathology, Medical
University of Sofia, Bulgaria

* Clinic of Surgery University Hospital “Alexandrovska’/ Department of Surgery, Medical University of Sofia, Bulgaria

% University Hospital “Tzaritza Joanna — ISUL” / Department of Surgery, Medical University of Sofia, Bulgaria

Aiming to determine the mutation spectrum and prevalence of BRCA1/2 pathogenic mutations in Bulgarian Hereditary Breast and
Ovarian Cancer (HBOC) families we screened 400 breast/ovarian cancer patients. BRCA genes were sequenced with either Sanger
sequencing or NGS using validated AmpliSeq™ BRCA1/2 Community Panel on PGM platform, followed by MLPA analysis.

The overall mutation prevalence observed was 21,25%. Altogether 31 different mutations were detected, including 7 recurrent (4
in BRCA1 and 3 in BRCA2) and 24 singletons (10 in BRCA1 and 14 in BRCA2). The recurrent mutations accounted for 71,76% of all
detected mutations. They were dominated by the founder mutations in BRCA1 (c.5263_5264insC and ¢.181T7>G), followed by BRCA2
(c.5848 5851delGTTA and ¢.9098 9099insA). The other recurrent mutations include a new variant in BRCA2 (c.9908delA) and two
in BRCA1 (c.2019delA and ¢.3700_3704delGTAAA). BRCA mutations explain only 21,25% of the inherited predisposition to breast and
ovarian cancer in the analysed cohort and additional studies are needed to unveil the other genes, contributing to increased risk in HBOC
families. With the current technological developments, the diagnostic application of NGS using a panel of cancer related genes became
feasible. In a pilot study we selected 70 BRCA1/2 negative patients and NGS sequencing was performed on MiSeq (lllumina), using
TruSight Cancer Panel. Pathogenic mutations in 11,94% of the screened families were found in PALB2, CHEK2, NBN, MUTYH, MLH1, and
RET, including missense and frameshifts. Probably pathogenic mutations in 7,46% of the patients were detected in ATM, MLH1, MSHS,
BRIP1, and BLM.

This study provides the first comprehensive estimation of the frequencies and type of mutations in BRCA1/2 and other genes
contributing to HBOC in Bulgarian patients. Based on it optimal cost-effective strategy for the routine diagnostic testing is offered allowing
genetic counseling, risk assessment and risk management in HBOC families.

Acknowledgements: Supported by Grant DUNKO1-2/2009, NSF

OP-12 DIFFERENTIAL EXPRESSION OF 12 MICRORNAS IN BREAST CANCER AND THEIR
POTENTIAL USE AS MARKERS FOR DIFFERENT CLINICOPATHOLOGIC FEATURES

Popovska-Jankovic K, Noveski P, Kubelka-Sabit K?, Stojanovska L*, Karagjozov M?, Arsovski A®, Plaseska-Karanfilska D'

" Research Center for Genetic Engineering and Biotechnology “Georgi D. Efremov”, Macedonian Academy of Sciences and Arts,
Skopje, Republic of Macedonia

2 Hospital “Acibadem Sistina”, Skopije, Republic of Macedonia

% Hospital “Re-medika”, Skopije, Republic of Macedonia

MicroRNAs differential expression is widely studied in breast cancer (BC). Aberrant expression of certain miRNAs has been found
to be associated with different cancer types, stages, grades or receptor statuses. These findings suggest that miRNAs could be used as
biomarkers for cancer diagnosis.

In this study we investigated the differential expression and significance of 12 miRNAs in BC patients and their potential use as
markers for different clinicopathologic features.

The 12 studied microRNAs (miR-21, miR-125b, miR-139-5p, miR-142-3p, miR-145, miR-146a, miR-155, miR-181c, miR-200a,
miR-205, miR-210 and miR-320c) were selected based on literature data as well as initial microarray analysis of 6 pairs of breast tissues
(normal and malignant). A total of 130 pairs of BC tissues were included in the study. The tumors were grouped based on their grade,
node and receptor status. Total RNA was extracted using RNeasyMini kit from Qiagen. TagMan microRNA assay were used for gPCR
analysis. Statistical analysis was performed using R Bioconductor software for the microarray, DataAssist software v.3.0 for qPCR, and
SPSS v.19.0 for ROC curves construction.

QPCR analysis revealed that miR-21, miR-155, miR-200a, miR-205, miR-142-3p and miR-139-5p were differentially expressed
in malignant in comparison to normal breast tissue. MiR-142-3p, miR-146a, miR-200a, miR-21 and miR-210 showed progressive
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upregulation of the expression with the higher grade. ROC curve analysis of 7 miRNAs (miR-21, miR-139-5p, miR-142-3p, miR-146a,
miR-205, miR-210 and miR-320c) showed that miR-210 can discriminate G3 grade from other tumor grades. MiR-210, miR-21 and miR-
320c were significantly upregulated in triple negative tumors. Additionally, miR-125b was found to be downregulated in HER2+ tumors.

Our results showed that miRNAs could be useful for distinguishing tumor/normal BC samples, tumor grade and different receptor
statuses.

OP-13 STUDY OF THE SIGNALING PATHWAYS OF T- AND B-CELL ACTIVATION IN COMMON
VARIABLE IMMUNODEFICIENCY — SIGHT TO THE PATHOGENESIS OF DISEASE

Gesheva N, Mihailova S, Lesichkova S, Mihaylova A, Naumova E
University Hospital ,Alexandrovska“, Department of Clinical Immunology and Stem Cell Bank, Sofia, Bulgaria

Common variable immunodeficiency (CVID) includes a heterogeneous group of disorders characterized by hypogammaglobulinaemia,
severe, recurrent bacterial infections, tendency to autoimmune manifestations and oncological diseases. It is the most common humoral
immune deficiency requiring substitution therapy. The exact pathogenetic mechanisms leading to the development of the disease are
poorly studied. It is assumed that the most essential in pathogenesis is defective B-cell differentiation and function, but defects in T-cell
function are also permissible. The aim of this study is to examine the intracellular JAK/STAT and mitogen activated protein kinase (MAPK)
signal pathways in lymphocytes of CVID patients.

Matherials and methods: Blood samples of 10 patients diagnosed with common variable immune deficiency and 10 clinically healthy
unrelated individuals were investigated. By performing multicolor flowcytometric analysis we evaluated post-stimulation intracellular
expression of STAT3, STAT5, STATS6, Erk1/2 and p38MAPK.

Results: The analysis of cell populations in patients in comparison with healthy controls showed increased spontaneous Erk activation
in CD19+ B-lymphocytes and CD4+ T-cells. IL-2 / STAT5 induced activation and increased STAT5 activation index in CD4 + cells are
increased in combination with reduced spontaneous STAT5 activation of CD8 + lymphocytes, but increased STATS IL-2-dependent
activation index. IL-6-dependent STAT3 activation in CD19+ B-lymphocytes and STAT 3 activation index are decreased. CD8+ T-
lymphocytes are with decreased IL-4 induced STAT6 activation and reduced STAT6 activation index.

Discussion: The obtained dataindicate thatin patients with CVID are observed disturbancesinthe intracellular signaling activation pathways
leading toimpaired function of T- cells. The impairments we found could explain the cytokine Th1/Th2 disbalance in disease, and also alterations
observedinCVID helperandcytotoxic Tcellsaswellas Bceells count, phenotypeandfunction. Sucharesearchapproachinalargergroup of patients
in combination with genetic analysis of defective signaling pathways would have not only scientific but also clinical and therapeutic potential.
This work was partially granted by Medical University Sofia, Grant#56 project N2339/15.01.2015

OP-14 ATAXIA TELANGIECTASIA: CLINICAL CASE

Yankova P, Gesheva N, Lesichkova S, Mihylova S, Naumova E
University Hospital ,Alexandrovska“, Department of Clinical Immunology and Stem Cell Bank, Sofia, Bulgaria

Ataxia telangiectasia (AT) is a rare, neurodegenerative multi-system disease characterized by cerebellar ataxia, variable immune
deficiency, ocular telangiectasia, progressive respiratory failure and an increased risk of malignancies. AT is part of fragile chromosome
syndromes and is caused by mutation in the ATA gene on chromosome 11g22.3.

Clinical case: A 23-year-old woman with AT, with difficulty moving, tremor of the body and speech difficulties, enters the clinic due
to frequent respiratory tract infections in the last two years. The first symptoms of the disease occurred at 3 years of age (conjunctival
telangiectasia) followed by ataxia and cytogenetically diagnosed AT at the age of 5 years. After that when she was 6 years old
immunological studies were carried out, because of suffering frequent infections (sinusitis and bronchitis), by which the imbalance in cell
populations and changes in serum immunoglobulin levels were established. In this connection, immunotherapy with IVIG was performed
with a good clinical response for 12 months. Immunological studies have shown a significant decrease in serum IgA levels <0.02 g/l,
decreased 1gG2 1.65 g/l and elevated IgM 2.88 g/I. T and B cell deficiency has been proven to be non-progressive. Imbalance in the
percentage distribution of naive and memory CD4+ T cells was established. Also, normal expression of CD69 from total T lymphocytes
after stimulation with PHA and significantly elevated NK cells were found. Markers for early detection of neoplasms and diabetes mellitus
were examined. Treatment with Immunovenin intact at a dose of 250 mg/kg was performed.
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Conclusion: Patients with AT require a specialized care, tailored to the individual needs of the subject. This can only be achieved in
Rare Disease Centers like this in the University Hospital Alexandrovska for PID, where threatment and follow-up is offered not only to the
patients, but also to their family members. We believe that such a comprehensive approach gives a chance for improvement and allows
a better quality of life for these patients

OP-15 TTR FAP IN BALKAN COUNTRIES

Tournev | Sarafov S', Parman Y?, Erdem-Ozdamar S?, Coriu D* Plaseska - Karanfilska D°, Kirov A®, Chamova T',
Todorov T, Gospodinova M?, Todorova A°

" Expert TTR FAP Center, UMBAL Aleksandrovska; Department of Neurology, Medical University — Sofia, Sofia, Bulgaria

2 Neurology Department, Istanbul Medical Faculty, Istanbul University, Istanbul, Turkey

® Hacettepe University Neuromuscular Disease Research Laboratory, Neurology Department, School of Medicine, Ankara, Turkey

4 Department of Hematology; University of Medicine »Carol Davila» Bucharest, Romania

° Research Centre for Genetic Engineering and Biotechnology »Georgi D. Efremov», within the Macedonian Academy of Sciences
and Arts, Skopje, Macedonia

& IMDL Genome Centre Bulgaria, Sofia, Bulgaria

7 Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

8 Medical Institute of Ministry of Inferior, Sofia, Bulgaria

® Department of Medical Chemistry and Biochemistry, Medical University Sofia, Bulgaria

10 Department of Cognitive Science and Psychology, New Bulgarian University, Sofia, Bulgaria

TTR amyloidosis was first identified in Northern Portugal, where it was found to be associated with a Val30Met mutation of the TTR
gene. Portugal, Brazil, Japan, and Sweden are considered endemic regions. More than 120 different mutations were identified in the
whole world.

In the last ten years there is a big advance in identification of the disease in Balkan countries. The disease was found in Bulgaria,
Turkey, Romania, Macedonia, Kosovo.

In Bulgaria 112 TTR-FAP patients and 94 asymptomatic carriers from 80 affected families were identified with the following mutations:
Glu89GIn — 63 families; Val30Met — 8 families; Ser77Phe — 6 families, Ser52Pro — 1 family and Gly47Glu — 2 Roma (Gypsy) families.

In Turkey 28 TTR FAP patients were diagnosed — 19 in Istanbul and 9 — in Ankara. Val30Met — 11 patients. The following mutations
were found: Glu89GIn — 5 patients; Gly47Glu — 4 patients, Gly53Glu — 3 patients; Thr49Ser — 2 patients; Glu54Lys — 2 patients and
Glub4Gly — 1 patient.

In Romania four TTR-FAP cases were diagnosed. All of them have the same mutation - GIlu54Gin.

In Macedonia and Kosovo several TTR FAP families were identified with Glu89GIn mutation.

In conclusion there exist significant genetic and clinical heterogeneity of TTR FAP. Val30Met mutation was found in the most of the
countries of Central and Eastern Europe and it causes TTR FAP with late onset. Glu89GiIn is a specific regional Balkan-Mediterranean
mutation, identified in Turkey, Bulgaria, Macedonia, Kosovo, ltaly (Sicily). Gly47Glu is second regional Balkan-Mediterranean mutation,
identified in Italy, Greece, Bulgaria. In Bulgaria the mutation was identified in Roma (Gypsies).

OP-16 GENETIC SCREENING FOR TRANSTHYRETIN (TTR) AMYLOIDOSIS IN BULGARIA. GENETIC
PROFILE OF TTR-FAP: GLUSIGLN FOUNDER EFFECT.

Kirov A", Todorov T2, Yordanova 2, Sarafov S® Chamova T?, Gospodinova ", Tournev I*° Todorova A" 2°¢

T IMDL Genome Centre Bulgaria, Sofia, Bulgaria

2 Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

¢ University Clinic of Neurology, Alexandrovska Hospital, Sofia, Bulgaria

#Clinic of Cardiology, MVR Hospital Sofia, Bulgaria

% Department for cognitive science and psychology, New Bulgarian University, Sofia, Bulgaria
8 Department of Medical Chemistry and Biochemistry, Medical University Sofia, Bulgaria

Transthyretin (TTR) amyloidosis is an autosomal dominant systemic disorder characterized by the formation of amyloid fibrils in the
extracellular space. TTR amyloidosis is the most common form of hereditary (familial) amyloidosis. It can present as familial amyloidotic
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polyneuropathy - TTR-FAP or as familial amyloid cardiomyopathy — TTR-FAC. TTR-FAP is characterized by a progressive, axonal sensory
autonomic and motor peripheral neuropathy. TTR-FAC is a classic form of an infiltrative cardiomyopathy. It is progressive lethal disease
caused by an infiltrative restrictive cardiomyopathy.

In our population the genetic profile of TTR-FAP is dramatically different in comparison to the rest of the countries. We have clini-
cally well described and genetically screened endemic region in the South-West part of the country with 75 affected families involving
203 patients mainly (76%) with Glu89GIn mutation. We also screened more than 100 random anonymous newborn DBS samples which
originated from the endemic region, but now mutation carriers were detected outsides the effected families.

This finding was the first milestone in our research in genetics of TTR-FAP and we suspected founder effect of the mutation. We
reconstructed the most likely haplotype of the GIu89GiIn carriers by genotyping 7 highly informative STR markers localized closely to the
TTR gene. Qur preliminary results from the first 10 families (more than 70 patients) clearly confirmed the founder effect of the mutation.
We also start preliminary determination of the mutation age based on these haplotype results.

It is interesting that our Bulgarian endemic region is remarkably well geographically defined in spite of the fact that our country is a
crossroad between Europe and Asia and frequent population migrations during centuries. Our screening program during the last few years
showed very few occasional spreading of the mutation across the country.

OP-17 GENETIC PROFILE OF TTR-FAP IN BULGARIA: PARENT-OF-ORIGIN DIFFERENCE IN
PENETRANCE

Todorova A", Kirov A, Todorov T', Sarafov S Chamova T?, Gospodinova M*, Tournev I*°

' Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

2 Department of Medical Chemistry and Biochemistry, Medical University Sofia, Bulgaria

® University Clinic of Neurology, Alexandrovska Hospital, Sofia, Bulgaria

# Clinic of Cardiology, MVR Hospital Sofia, Bulgaria

® Department for cognitive science and psychology, New Bulgarian University, Sofia, Bulgaria

Transthyretin (TTR) amyloidosis is an autosomal dominant systemic disorder caused by mutations in the TTR gene. It may
present as familial amyloid polyneuropathy (TTR-FAP), or cardiomyopathy (TTR-FAC). The most common TTR mutation worldwide is
Val30Met. Another TTR mutation common in Sicilia, ltaly is Glu89Gin. Different patterns of clinical presentation have been described
for both mutations and the genotype-phenotype correlation remains incompletely defined. In Bulgaria the genetic profile of TTR-FAP is
dramatically different. We have clinically well described and genetically screened 75 affected families (203 patients). The disease was
mainly caused by the common mutation Glu89GiIn (76%). Some authors report markedly different penetrance according to the gender
of the transmitting parent. Based on our previous studies we have some preliminary expectations for different penetrance in some
Bulgarian families. In Glu89GIn mother-son pair we found more than 5 years difference in the age at onset. We also found anticipation
in father-son inheritance: a twin with neurological onset at the age of 36, the second brother not affected at this age and their father
with carpal tunnel syndrome operation at the age of 46 and cardiac manifestation at 65. The aim of the present study was to better
understand the difference in the disease penetrance by evaluating the ratio of mutant versus wild type transcripts. We sequenced the
TTR RT-PCR product and compared the mutant versus wild type transcript in families with markedly different age at onset. The RNA
was extracted from plasma and urine. The obtained results showed different expression levels of mutant versus wild type transcripts,
which coincides with the disease onset and phenotypic manifestation in a single family. Such an experiment to assess mutant versus
wild type TTR transcripts has not been performed so far. The anticipation need to be considered in genetic counselling and in follow-up
of mutation carriers.

Acknowledgement: The study was supported by Pfizer in the context of Investigator-Initiated Research Agreement from 15.11.2016.

OP-18 GENETIC HETEROGENEITY OF CARDIO VASCULAR DISEASES ASSOCIATED WITH
PATHOLOGY OF GREAT VESSELS

Josifovska S"23 Viazharova R"* Balabanski L', Malinov M, Kaneva A®, Panov S?, Toncheva D?

" GARH “Malinov”, Sofia, Bulgaria

2 Department of Medical Genetics, Medical University of Sofia, Sofia, Bulgaria

® Laboratory of Molecular Biology, Faculty of Natural Sciences and Mathematics, “Ss.Cyril and Methodius” University, Skopje,
Macedonia
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Purpose: Serious advances have been made in identification of genetic basis of cardiovascular diseases (CVD). However clarification
of the genetic causality is complicated by the genetic heterogeneity of the group. The aim of the study was identification of genetic variants
obtained through next-generation sequencing (NGS) associated with phenotype of cardio vascular diseases with pathology of great vessels.

Methodology: DNA samples from patients with pathology of great vessels were analyzed by targeted next generation sequencing of
174 genes included in TruSight Cardio gene panel (lllumina). Detected variants were validated by Sanger sequencing.

Results: Double heterozygosity for novel ELN:c.890-1G>A and known SCN5A: p.Gly9Val was detected in a patient with SVAS and
pulmonary valve stenosis. Heterozygous variants in gene ACTA2 were detected in two patients: p.Lys52Glu in a patient with aneurysm of
abdominal aorta and p.Arg258Cys, in a patient with aortic dissection type Ill. Three patients presented with involvement of great vessels
(bicuspid aortic valve, aortic dilation), tall stature and/or scoliosis resembling Marfan syndrome but did not meet systemic score >7 for
the disease. None of them had pathogenic or probably pathogenic variants in FBN1 gene associated with the syndrome. The first one with
mitral valve prolapse and aortic dilation was a heterozygote for two variants of unknown clinical significance in genes TTN, p.Thr8843Met
and ELN, p. Gly518Ser. The second, with scoliosis, bicuspid aortic valve and mitral valve prolapse had no mutations in any of the genes
in the panel. In the third, a known heterozygous pathogenic variant in gene CBS, p.lle278Thr was detected. Analysis of patient with family
history and clinical diagnosis of Marfan’s syndrome revealed heterozygous, probably pathogenic variant in gene FBN1:p.Cys982Arg.

Conclusion: Our results are in accordance to previous findings of high heterogeneity of genetic background of cardio vascular
diseases with pathology of great vessels.

OP-19 GENETICS AND CARDIO-VASCULAR DISEASES

Gospodinova M
Clinic of Cardiology, Medical Institute of Ministry of Interior

Cardiovascular diseases (CVD) are one of the world’s leading causes of morbidity and mortality. Its prevalence will continue to rise over
the next few decades. Until now, public prevention strategies have relied predominantly on managing environmental factors that contribute
to CVD, such as obesity, smoking and lack of exercise. The recent and rapid development of molecular genetics in CVD has created
a new understanding of their pathogenesis and natural history, and also new possibilities for the diagnosis of these genetic disorders
through genetic testing. The genetic variants predisposing to CVD spread from rare and deleterious mutations responsible for Mendelian
diseases, such as cardiomyopathies, familial hypercholesterolemia, to common polymorphisms that modulate the predisposition to
complex diseases with a weak effect at individual level.

Cardiomyopathies are a heterogeneous group of heart muscle diseases associated with mechanical and/or electrical dysfunction that
predispose patients to sudden cardiac death. Over the last 20 years, the association of specific genes involved with cardiomyopathies
has emerged. Hypertrophic cardiomyopathy, dilated cardiomyopathy, restrictive cardiomyopathy, left ventricular noncompaction
cardiomyopathy, and arrhythmogenic right ventricular cardiomyopathy are all now recognized to have a genetic component

Familial hypercholesterolemia (FH) is an autosomal dominant disorder that causes severe elevations in total cholesterol and low-
density lipoprotein cholesterol. FH affects approximately 1 in 500 people (10 million world-wide) and the elevated serum cholesterol
concentrations lead to a more than 50% risk of fatal or non-fatal coronary heart disease by age 50 years in men and at least 30% in
women aged 60 years.

The heritability of coronary artery disease (CAD) has been estimated between 40% and 60%, on the basis of family and twin studies.
However it has a complex genetic trait with multiple genetic and environmental components contributing to the observed phenotype.

OP-20 RECOGNITION OF SYNDROMIC FORMS OF DISORDERS OF SEXUAL DIFFERENTIATION

Sukarova-Angelovska E ', Kocova M ', llieva G ', Anastasovska V', Krstevska-Konstantinova M, Filev G?

' University Children Hospital, Skopje, Macedonia
2 University Clinics of Gynecology and Obstetrics, Skopje, Macedonia

Purpose: Disorders of sexual development (DSD) encompass etiologically heterogeneous group of patients including disorders of
chromosomal or genetic sex, gonadal dysgenesis of disturbed phenotypic sex development due to the inappropriate hormonal action and
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synthesis. The phenotypic spectrum of external genitalia, gonads and development of Wolfian and Mulerian duct derivatives varies in all
patients. Rarely DSD, when either male or female sex phenotype is present is associated with a wide variety of malformations of other
systems.

Results: We present seven cases with syndromic DSD. All patients have ambiguous genitalia with different Prader staging. In one
case the phenotypic sex determination was not possible due to the extensive anomaly of the frontal abdominal wall. Five of them had XY,
and two XX karyotype. Developmental delay was present in six of them. A spectrum of other malformations includes skeletal, intestinal,
renal, cardial system, accompanied with evident dysmorphism in all. The combination the specific anomalies together with chromosomal
and molecular findings in patients pointed to the specific syndrome in all.

Discussion: There are more than 70 syndromes associated with sexual ambiguity - either male or female phenotype separated in the
separate group of DSD. Some of them have recognized chromosomal or molecular defect, but most of syndromic DSD’s still don’'t have
established mutation or pathway and are commonly recognized clinically by the continuum of associated anomalies. Clinical recognition
directs the diagnostic procedure on the right path.

OP-21 GENETIC BACKGROUND OF STEROID-RESISTANT NEPHROTIC SYNDROME IN BULGARIA

Penchev V', Georgieva P, Boueva A?, Roussinov D2, Marinova S Mitev V', Kaneva R, Beltcheva O

" Molecular Medicine Center, Dept. of Medical Chemistry and Biochemistry, Medical University of Sofia, Sofia, Bulgaria
2 SBAL Pediatric Diseases, Pediatric Nephrology and Hemodialysis Clinic, Dept. of Pediatrics, Medical University of Sofia, Sofia,
Bulgaria

Nephrotic syndrome is the most common pathology of the kidney glomeruli in children. The majority of the cases are successfully
treated with corticoids, but some patients fail to respond to this therapy and progress towards a steroid-resistant form (SRNS). SRNS is
a clinically and genetically heterogeneous group of diseases characterized by massive proteinuria, alouminuria and oedema. It is caused
by changes in the glomerular ultra-filter, the slit diaphragm, which result in an increased renal filter permeability.

Several genes have been implicated in the pathogenesis of SRNS. Most commonly affected are NPHS1, NPHS2 ACTN4 and CD2AP
- involved in constructing and maintaining the glomerular filter, as well as WT1 - a transcription factor with role in the formation of the
genitourinary tract in the foetus and the cell subtype differentiation maintenance in adults. Genetic testing in SRNS facilitates both the
choice of treatment and genetic counselling. In addition, identifying the causative variants allows us to better understand the molecular
causes of the disease.

The goal of the present study was to understand the genetic background of SRNS in Bulgaria. Initially, our attention was focused on
NPHS2 and WTH1, the two genes most commonly affected in non-Finnish patients. We recruited and screened for mutations 28 patients
from 24 families by Sanger sequencing. The genetic cause of the disease was determined in five families, where two novel heterozygous
WT1 mutations (p. S395Y and p. Cys428Ser) and two homozygous or compound heterozygous previously described NPHS2 variants
(p.Gly140Aspfs * 40; p.Leu169Pro) were identified. A unique case of maternal WT1 mutation mosaicism was documented. Based on
recent publications confirming the involvement of NPHS1 in cases of non-Finish background, we are currently performing a screening for
mutations in this gene in the remaining patients.

The study was funded under grants DUNKO1-2/2009, NSF, MU29/2007 and MU14/2008.

OP-22 MOLECULAR BASIS OF DEVELOPMENTAL DISORDERS: A VIEW THROUGH THE KIDNEY
FILTER

Beltcheva O, Penchev V', Boueva A2, Zlatanova G?, Roussinov D?, Miteva P2 Marinova S2 Mitev V', Kaneva R’

! Molecular Medicine Genter, Dept. of Medical Chemistry and Biochemistry, Medical University of Sofia, Sofia, Bulgaria
2 SBAL Pediatric Diseases, Pediatric Nephrology and Hemodialysis Clinic, Dept. of Pediatrics, Medical University of Sofia, Sofia,
Bulgaria

The fate of a cell is determined by complex interplay of transcription factors, epigenetic modifiers, signalling molecules, enzymes
and structural molecules. Any change in these interactions may affect the development of the organism, causing disease. Since both
common and tissue specific factors determine the differentiation of cells and architecture of tissues, some mutations affect single organs
or physiological processes, while others lead to more complex phenotypes.

Congenital anomalies of the kidney and urinary tract (CAKUT) are among the most common developmental disorders affecting 3-6 in
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1 000 births. They are a major cause of end-stage kidney failure and contributing factor for cardio-vascular diseases. A number of genes
have been implicated in both syndromic and non-syndromic CAKUT but they explain only a small proportion of all cases.

Our team studies the molecular background of developmental disorders from the viewpoint of the kidney, which is positioned in an
intersection of some key developmental pathways. We believe that by performing genetic screening of CAKUT patients, whose renal
abnormalities are accompanied with disorders of other organs and systems, we will identify key players in the embryonic development
and if possible, help to unravel the complex networks of developmental interactions.

Using both “classical” candidate gene sequencing and high-throughput analyses, aCGH and NGS, we determined the genetic cause
of the disease in a number of complex cases whit extra-renal phenotypes such as skeletal abnormalities, mental retardation, glaucoma,
facial dysmorphism, hearing loss, etc. Both known and novel changes were found. Among those were point mutations, small insertions,
whole and partial gene deletions, large chromosomal aberrations and aneuploidies. The genetic variants accounted for disorders with
diverse mode of inheritance — autosomal dominant with incomplete penetrance, autosomal recessive as well as X-linked.

The study was funded under grants DUNK01-2/2009, NSF, DMU03/73-2011, NSF; MU43/2009; MU27/2010 and MU51/2011.

OP-23 SPECTRUM OF MUTATIONS IN THE CFTR GENE OF ALBANIAN CYSTIC FIBROSIS
PATIENTS

Zoraqi G', Vevecka E?, Shundi L?, Falbo V*, DApice M®, Novelli G*°

' Center of Molecular Diagnosis and Genetic Research, University Hospital of Obstetrics and Gynecology, Bulevardi Zogu I, Tirana,
Albania

2 Cystic Fibrosis Center, Pediatric Hospital, University Hospital Center “Madre Tereza”, Tirana, Albania

% Institute of Public Health, Tirana, Albania

* National Centre for Rare Diseases — Istituto Superiore di Sanita, Rome, Italy

% Fondazione PTV Policlinico Tor Vergata, Rome, Italy

8 Department of Biomedicine and Prevention, University of Rome “Tor Vergata”, Rome, ltaly

Background: Mutation epidemiology in each ethnic group is a crucial step of cystic fibrosis (CF) diagnosis and prevention. The pattern
of GFTR mutations in a given population provides important information for the establishment of population-based molecular diagnostics.
The whole spectrum of CFTR gene mutations in Albania remains unknown to the scientific community.

Methods: Identification of the pattern of mutations causing CF in Albania was performed in 152 unrelated CF patients from Albania.
Albanian patients diagnosed by clinical indications and sweat test, were analyzed for CFTR mutations using PCR-OLA, Reverse Blot Strip
assay, sequencing and MLPA protocols.

Results: Analyzing 304 CF chromosomes in Albania we found 12 different CFTR mutations, which accounted for 84 % (255/304) of
CF Albanian alleles. Out of 12 CFTR mutations, five CF mutations: p.Phe508del (70.06%), ¢.489+1G>T (4.27%), p.Gly542X (3.61%),
p.Gly85Glu (1.97%), and ¢.579+1G>T (1.31%) accounted for about 81% and the other 7 mutations, p.Arg1158X (0.65%), p.Asn1303Lys
(0.33%), p-Serd66X (0.33%), p.Ser549Arg (0.33%), p.Glu822X (0.33), p.Arg1070GIn (0.33%) and ¢.54-5490 273+10250del21kb(CFT
Rdele2,3 (21 kb) (0.33%), accounted for about 3% of CF mutations in Albania. Based on the new pattern of CF mutations in Albanians
and the detection rate of up to 83% our laboratory performed prenatal diagnosis of CF in Albania since 2005.

Conclusions: This study presents the largest screening of Albanian CF patients useful to complete the puzzle of Balkan Peninsula
CF mutations. Considering that about 1/4 of the Albanian population have migrated in some European countries (Greece, Italy, Germany,
France and U.K.), in USA and Canada, our data will contribute in CF genetic testing of immigrants and their families.

OP-24 DIAGNOSTIC AND THERAPEUTIC APPROACH IN CHILDREN WITH BILIARY ATRESIA

Baycheva M, Yaneva P, Hadjiyski P, Shentova R, Kofinova D, Zhelev Ch
Department of Gastroenterology, University Children’s Hospital, Medical University, Sofia

Introduction: Biliary atresia is a rare disease, which is presenting in the first weeks of life. The pathogenesis is still unclear, despite the
efforts of many researchers. There are different hypotheses including genetic predisposition, infectious or toxic insults during pregnancy,
immune dysregulation, but the cause is probably multifactorial, leading to a common anatomical substrate — obliterative extrahepatic
cholangiopathy.

Early diagnosis of biliary atresia is very important because of the possibility of treating the disease with Kasai portoenterostomy.
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There is still not an unified diagnostic approach worldwide but it is quite clear that early diagnosis improves prognosis, and also the
outcome of liver transplantation, which is the treatment choice when portoenterostomy is not successful or not available.

Aim of this study is to summarise the results of the management of children with biliary atresia in Bulgaria and to establish a
diagnostic and therapeutic algorithm for early diagnosis, introduction of appropriate treatment and preparation for surgery.

Methods: We present a retrospective study of clinical data for a period of twenty years.

Results: We included 38 children with biliary atresia who underwent liver transplantation with or without Kasai portoenterostomy. All
patients presented with typical symptoms — jaundice, pale stool, dark urine, and specific laboratory results — conjugated hyperbilirubinaemia
and cholestasis. During the follow up we found coagulopathy and failure to thrive in some of the children, which are important prognostic
factors. Hepatosplenomegaly and ascites are late signs (after the age of three months) and are related to cirrhosis.

Conclusion: Establishing diagnostic and therapeutic algorithm in patients with biliary atresia is a challenge despite all achievements
in hepatology. Early diagnosis is essential and the efforts of paediatricians to refer those infants to a specialized unit must be part of
national strategy for all rare gastrointestinal and liver diseases.

OP-25 RARE DISEASES, NEW GENES, MOLECULAR MECHANISMS AND TREATMENTS

Gucev Z', Kostovski M, Tasic V', Polenakovic M?

"University Pediatric Clinic, Medical Faculty Skopije
2Macedonian Academy of Sciences and Arts

I Background: he autosomal recessive forms of spondylocostal dysostosis SCD) are caused by mutations in the DLL3 gene, the
MESP2 gene (SCD02) and the LFNG gene (SCDO3).

Patients, Methods, Results: The proband is a 12 years old boy with growth deficiency (>3 percentile). The trunk is shortened, the
legs and arms are normal. Pectus carinatus and scoliosis are prominent. Joints are not stiff. The intelligence is normal, corneas are
not cloudy and sight and hearing are normal. Urine for mucopolisaccharidosis are normal. Ultrasound of the kidneys, liver and hearth
are uneventful. X-rays showed multiple, generalised, ‘mild’ segmentation abnormalities throughout the spine. However, the ribs appear
almost normal, perhaps slightly thicker, and there is possibly a point of fusion high on the left and posteriorly, but not at the origin of
the ribs. Similar X-ray features are present in the father (38 years) and the uncle (36 years). The grandfather died at the age of 63 from
thyroid cancer, but otherwise had the same clinical characteristics. Gene sequencing excluded the DLL3 mutation in the proband. Whole
exome sequencing, filtering, SNP analysis implicated a causative effect of a member of the Notch signalling pathway the TBX3 gene/
protein. Functional analysis has further demonstrated lower enzymatic activity. It was thus demonstrated that the TBX3 gene alterations
are causative in autosomal dominant SCD. In a large cohort of patients with congenital scoliosis (CS) TBX3 gene alterations were also
demonstrated in ~7% of patients.

Conclusions: This is a family with four members in three generations with an apparent autosomal dominant inheritance where the
proband is DLL3 negative. A novel TBX3 gene alteration was discovered and proven causative. The same alteration was found in a
significant number of patients with CS. This prenatal diagnosis in CS is possible and gene targeting is feasible.

Il Background: Mutations in key genes of the phosphatidylinositol-3-kinase (PI3K)/AKT signaling pathway have been identified in
numerous tumor samples, while loss of PTEN function or activation of AKT1, AKT2 or AKT3 have been implicated in disorders that feature
overgrowth and/or hypoglycemia.

Patients, Methods, Results: An exome sequencing of DNA from affected and unaffected skin fibroblasts from a patient (C1) with
unclassified severe overgrowth of the right leg identified a cancer-associated variant in PIK3CA in DNA from the affected sample that was
not present in the unaffected sample (c.3140A>T which predicts p.His1047Leu). The alteration was also found in DNA isolated from
other affected tissues from muscle, bone, fibrous and adipose tissue.

These patients did not meet the clinical criteria for Proteus syndrome, matching those of CLOVES syndrome. However, these patients
lacked the complex truncal vascular malformations that are commonly found in patients with CLOVES.

Conclusions: Thus the spectrum of phenotypes associated with somatic activation of PI3K signaling is expanded and multiple
therapeutic targets are suggested.
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OP-26 STUDY OF ATXN2 REPEAT LENGTH IN C90RF72 EXPANSION CARRIERS

Marjanovi¢ A2, Dobricic¢ V', Marjanovic 1", Brankovic M2, Jankovi¢ M, Mandi¢ G "2, Stefanova E 2, Stevi¢ Z"?,
Novakovic 12, Kosti¢ V"2

" Neurology Clinic, Clinical Center of Serbia, Belgrade, Serbia
2 School of Medicine, University of Belgrade, Belgrade, Serbia

Introduction: Hexanucleotide repeat expansion (GGGGCC) in chromosome 9 open reading frame 72 (C90RF72) is the first gene
change found to be the link between amyotrophic lateral sclerosis (ALS) and frontotemporal dementia (FTD). C90RF72 expansion
has been also detected in other neurodegenerative disorders, such as Alzheimer’s disease (AD) and Huntington disease like (HD like)
syndrome, but reason of such phenotypic heterogeneity is still unclear. Recent studies suggest possible role of CAG repeats in ataxin2
(ATXN2) gene in phenotypic expression of C90RF72 expansion. Intermediate ATXN2 repeats (27-32 CAG repeats) seem to be associated
with the risk towards developing ALS, but results are not consistent.

Methodology: C90RF72 hexanucleotide expansion analysis has been performed in large cohort of Serbian patients diagnosed as:
ALS (N=280), FTD (N=264), AD (N=159), and HD like (N=135). The number of GGGGCC repeats in C90RF72 was determined using
2-step protocol. Normal alleles were determined by standard PCR amplification of region containing repeats and fragment analysis on
capillary electrophoresis. In the second step, repeat-primed PCR was performed for all apparently normal homozygous samples. Cut-off
size for repeat expansion was 30 repeats. Subsequently, number of CAG repeats in ATXN2 was determined for all C90RF72 expansion
carriers by fluorescent PCR and capillary electrophoresis.

Results: Normal C90RF72 alleles ranged from 2-27 repeats. C90RF72 expansions were detected in 9 (3,21%) ALS, 5 (1,89%) FTD,
and 1 (0,74%) HD like patient. One (0.63%) AD patient had borderline number of hexanucleotide repeats. Among C90RF72 expansion
carriers the ATXN2 repeat length ranged from 22-28 repeat units and the most frequent allele was with 22 repeats. Intermediate ATXN2
repeat length was detected in one (11.11%) ALS case carrying C90RF72 expansion and none in FTD, AD, nor HD like group. In
conclusion, further ATXN2 repeat assessment is needed to evaluate the significance of these repeats among ALS patients.

OP-27 GENETICALLY VERIFIED TUBEROUS SCLEROSIS COMPLEX (TSC) IN A COHORT OF
FIFTEEN BULGARIAN FAMILIES

Glushkova M2, Bojinova V¢, Koleva M?, Dimova P*, Bajidarova Me, Litvinenko I°, Todorov T*, Mitev V', Todorova A" *

' Department of Medical Chemistry and Biochemistry, Medical University Sofia, 2“Zdrave” str., 1431Sofia, Bulgaria

2 Clinic of Child Neurology, University Hospital ‘Sv. Naum’, Medical University Sofia, 1 “Louben Roussev” Str., 1113 Sofia, Bulgaria

% Genetic Medico-Diagnostic Laboratory Genica, 84 Ami Bue Str., 1612 Sofia, Bulgaria

* Epilepsy Center, Department of Neurosurgery, University Hospital “St. Ivan Rilski”, 15 \"Akad. lvan Geshov \" Blvd., Sofia 1431,
Bulgaria

% Department of Neurology, University Pediatric Hospital, Medical University, 11 Acad. Ivan Evstatiev Geshov Str., Sofia, Bulgaria

Tuberous Sclerosis Complex (TSC) is an autosomal dominant disorder caused by mutations in the TSC1 or TSC2 genes. The TSC
diagnostic criteria were divided into major and minor features. The classic manifestation includes epilepsy (80%), intellectual disability (60%),
and facial angiofibroma (75%). In addition to these initially described features many other clinical symptoms have been adopted and are
included in the diagnostic criteria. The genetic verification of the diagnosis is a major feature. The clinical manifestations vary considerably
between and within families. The phenotypic spectrum ranges from minor features as skin lesions, including hypomelanotic macules, facial
angiofibromas, ungual fibromas and shagreen patches to therapeutic resistant epilepsy, intellectual disability, and increased morbidity due to
cortical dysplasias which includes tubers and cerebral white matter radial migration lines, subependymal nodules and subependymal giant
cell astrocytomas, renal insufficiency and lung affections as in our patient.

Here we report on the results of the first molecular testing of 14 Bulgarian patients and one Romanian patient with clinically suspected
TSC. Sixty percent of them were positive for mutations in the TSC2 and TSC1 genes (33%). We found five novel mutations: three of them
in the TSC2 gene, which are nonsense and frameshift and two in the TSC1 gene also nonsense and frameshift. In addition we detected
10 previously reported mutations; some of them described only ones in the literature. All cases represent the typical clinical features of
TSC and met the clinical criteria.

TSC diagnosis was confirmed in all but one of the cases. In 38% of our cases the family history was positive, in one case de novo
mutation was detected and in 44% of the cases the parents were not available for genetic testing. Our results add novel findings in the genetic
heterogeneity and pathogenesis of TSC.
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The study was partially supported by Medical University Sofia, N2 1-131/2017

OP-28 MOLECULAR PROFILING OF PAPILLARY THYROID CANCER BY RNA EXPRESSION AND
NGS SEQUENCING PLATFORMS

Nikolova D ', Zembutsu H 2, Vidinov K °, Sechanov T 3 Ivanova R °, Balabanski L '* Vazharova R 4 Hammoudeh Z ', Weidner
S ¢ Nakamura Y 2, Toncheva D

' Department of Medical genetics, Medical Faculty, Medical University Sofia

2 Human Genome Genter, Laboratory of Molecular medicine, Tokyo Medical University

® Clinic of Endocrine surgery, University Hospital for Active Treatment of Endocrinology “Acad.l. Penchev”, Sofia
4+ SBALGAR “Malinov”, Sofia

° Department of Nuclear medicine, University Hospital Inselspital, Bern, Switzerland

Purpose: Thyroid cancer is a challenging disorder whose frequency is increasing significantly. By 2019 it’s expected to be the number
three cancer in women and in women aged 35 years and younger it is already the number one cancer.

Our research started by molecular profiling of papillary thyroid cancer in Bulgarian patients at RNA expression level. We continued
by NGS analysis of cases with familial form of PTC in families of Swiss origin. The purpose was to identify other variants rather than
commonly known ones which are probably predisposing to FPTC.

Methodology: We have applied RNA expression platform of Affymetrix on pure tumor samples obtained by laser-captured
microdissected slides and NGS sequencing using TruSight Cancer sequencing panel (lllumina). Analysis of the sequencing data was
performed using the Softgenetics NextGene Software.

Results: We have previously created the first “expression map” of PTC revealing about 150 up-regulated genes and suggesting a
targeted gene (RGS4) for cancer therapy. Subsequently we found a plethora of mutational changes in DNA in FPTC cases. We revealed 17
rare variants with a possible damaging effect on protein function, of which 12 were unique for each family, while 5 were common for two
of the four families. In all of the families we observed variants in genes belonging to Fanconi anemia (FA) pathway that cause cytogenetic
instability, hypersensitivity to DNA crosslinking agents, increased chromosomal breakage, and defective DNA repair.

Our results suggest a possible role of the revealed mutations in causing genetic predisposition to FPTC. The study has impact on the
molecular pathogenesis of FPTG and hopefully will lead to a better management of this type of human cancer.

OP-29 GENETIC PROFILING OF ADVANCED LARYNGEAL CARCINOMA BY NEW GENERATION
SEQUENCING

Giragosyan S', Popov T2, Petkova V', Stancheva G, Kachakova D', Mihova K, Mitev V', Popova D?, Kaneva R’

" Molecular Medicine Center, Department of Medical Chemistry and Biochemistry, Medical University - Sofia
2 Clinic of ENT, Department of ENT, UMHAT “Tsaritsa Yoanna-ISUL”, Medical University - Sofia

Introduction: Tumor heterogeneity in larynx cancer is a known feature of these tumors, but the \"driver\” somatic mutations and processes
in which they are involved are not extensively studied. The aim of this research is by using Next Generation Sequencing (NGS) to detect the
mutation spectrum in genes that play a major role in the pathogenesis of advanced laryngeal cancer.

Material and Methods: In the current study were included 15 patients with advanced LSCC. The isolated DNA from tumours was used
for sequencing on MiSeq (lllumina) using TruSeq Amplicon Cancer Panel, containing 48 tumour-associated genes. The data was analyzed
by VarSeq Software (v.1.4.6).

Results: We found altogether 29 pathogenic and one benign, drug-response variant. The most frequently mutated gene was TP53 with
15 pathogenic variants in 15 patients and 1 drug-response variant to cisplatin, fluorouracil, paclitaxel and others, present in 13 patients
(c.215C>G). Four new variants in TP35 gene with pathogenic prediction (c.536A>G; ¢.546C>A; ¢.193C>T, ¢.641A>G) were found.
The second commonly mutated gene was PIK3CA, with five pathogenic variants in five patients. Two of them were new (c.3118A>G;
€.3031delC), and one (c.1633G>C) was related to Vemurafenib resistance. Three pathogenic variants in FBXW7 gene were found, two of
which new (c.1136A>G; ¢.1428C>G). MET gene was presented with two pathogenic variants, one was found in three patients and one
was new (c.3359G>A). One mutation was found in each FGFR2 (new variant: ¢.880G>T), HRAS (c.37G>C) and SMAD4 (new variant:
€.394C>G).
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Conclusion: In conclusion, a pilot molecular profiling of LSCC with NGS revealed TP53 and PIK3CA as commonly mutated genes,
consistent with previous studies. The data adds to the spectrum of mutations in key driver genes. Somatic mutations found in LSCC tumours
could provide better opportunities for predicting response to existing and finding targets for new therapies.

Acknowledgements: This work was supported by Grants 550/21.01.2016/Contract N230/2016/MU-Sofia; DUNK01/2/2009/NSF.

OP-30 ASSOCIATION OF FC GAMMA RECEPTOR POLYMORPHISMS WITH AUTOIMMUNE
HEMOLYTIC ANAEMIA

Pavkovic M, Angelovic R, Sotirova T, Genadieva-Stavric S, Petlickovski AZ, Karanfilski O, Cevreska L', Stojanovic A’

' University Clinic for Hematology, Medical Faculty, Skopje, Macedonia
2 Institute for Inmunobiology and Human genetics, Medical Faculty, Skopje, Macedonia

Purpose: Autoimmune hemolytic anemia(AIHA) is a second most common autoimmune blood disorders. The etiology of AIHA
remains unclear, but both genetic and environmental factors may have a role in the development of the disease. The aim of our study
was to investigate a possible role of two polymorphisms in the Fc gamma receptor 2A and 3A(FCGR2A and FCGR3A) in the development
of AIHA. FCGR2A is polymorphic and has two alleles: FCGR2A-H131 allele having a higher affinity for human IgG2, comparing to
FCGR2A-R131. The gene for FCGR3A has also two polymorphic variant alleles: FCGR3A-158V variant with higher affinity for Fc gamma
receptor than 158F variant. These FCGR polymorphisms may influence antibody-dependent cytotoxicity(ADCC), complement-dependent
cytotoxicity(CDC) and direct proapoptotic effect.

Methodology: We have analyzed 70 adult patients with AIHA; 35 patients with idiopathic AIHA and 35 patients with secondary AIHA
and chronic lymphocytic leukemia. Controls were 120 healthy individuals. DNA was isolated from peripheral blood mononuclear cells and
genotyping was performed by using PCR/RFLP methods. The distribution of genotypes and allele frequencies were compared by using a
chi-squared test or Fisher’s exact test.

Results: Our results demonstrated significantly different genotype distribution for FCGR2A+494A/G in patients with AIHA (n=70; A/
A=45, A/G=19, G/G=6) and controls (n=120; A/A=55, A/G=50, G/G=15), p=0.048. There was also significantly higher frequency of
the high affinity FCGR2A-131H(+494A) allele in patients with AIHA comparing with controls (66.6% versus 77.8%; p=0.028). Statistical
analysis of the genotype distribution for FCGR3A+559T/G showed significant difference between patients with AIHA (n=70; T/T=22, T/
G=23, G/G=25) and controls (n=120; T/T=52, T/G=46, G/G=22), p=0.025. We also found significantly higher frequency of the high
affinity FCGR3A-158V(+559G) allele in patients with AIHA comparing with control individuals (47.9% versus 37.5%; p=0.007). Our
results suggest possible role of both polymorphisms in the etiology and development of autoimmune hemolytic anemia, but further larger
prospective studies are necessary to confirm these results.

OP-31 ASSOCIATION OF ADORA2A GENE RS2298383 POLYMORPHISM WITH EFFICACY/
TOXICITY OF MTX

Grk M, Jekic B', Milic V2, Dolzan V'*, Dusanovic Pjevic M, Pesic M’

" Institute of Human Genetics, University of Belgrade, Faculty of Medicine, Belgrade, Serbia
2 Institute of Rheumatology, University of Belgrade, Faculty of Medicine, Belgrade, Serbia
® University of Ljubljana, Faculty of Medicine, Institute of Biochemistry, Phaemacogenetics Laboratory, Ljubljana, Slovenia

Statement of purpose: Methotrexate (MTX) has been anchor drug in the treatment of RA for more than 30 years, but still there is no
efficient way to predict its therapy outcomes. At least part of antiinflamatory effect of MTX is achieved via influence on adenosine cycle.
MTX induces intracellular accumulation of adenosine and its increased release in blood. Adenosine exerts its antiinflammatory effects
by binding to A2A adenosine receptors (ADORA2A) on mononuclear leukocytes. Therefore efficacy of MTX treatment may be influenced
by ADORA2A gene polymorphisms. Our aim was to examine the influence of rs2298383 ADORA2A gene polymorphism on efficacy and
toxicity of methotrexate.

Methodology: We have genotyped 126 RA patients for rs2298383 polymorphism in ADORA2A gene using KASP genotyping system.
Diagnosis of disease was established for each patient accordingly to EULAR criteria. The efficacy of therapy was assessed after 6 months
of the therapy based on the EULAR response criteria, with a change in the Disease activity score (DAS28) as the main criterion. We
defined patients with good and moderate response as ,,responders” and patients with poor response as ,,nonresponders”. Additionally
rDAS values were used to establish patients response. Side effects of the drug were recorded and classified as mild, moderate and
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severe. We compared differences in the efficacy and toxicity of therapy among patients with different genotypes.

Summary of results: Among patients, 114 (90,5%) were responders and 12 (9,5%) nonresponders. Observed frequencies of TT, CT
and CC genotypes were 42,1%, 41,3%, 16,7%, respectively. Patients with CC genotype had significantly better response than T-allele
carriers (p=0,025), when we used rDAS as a measure for MTX efficacy. Nonresponders recived corticosteroides more often (75%) than
responders (49,1%), although this difference was not significant (0,079). There was no association between rs2298383 and adverse
drug effects.

OP-32 GENETIC TESTING AND INSURANCE

Popov B
Department of Molecular Biology, Immunology and Medical Genetics, Trakia University, Stara Zagora

Summary: This review presents some aspects of genetic testing-associated problems and health insurance, as well as the complex
questions resulting from thi procedure, concerning the relationship between medical practitioners, patients and insurance companies. The
issue of defining the terms genetic test, genetic diagnosis and genetic information is considered. Under discussion are the application
and significance of genetic testing, when applying for different types of health insurance (e.g. insurance against sickness, “life” insurance,
insurance against disability). The status of these issues is presented in an international aspect and in Bulgaria.

Keywords: genetic testing, genetic test, genetic information, health insurance

OP-33 A RARE DISEASE OF THE MITOCHONDRIAL RESPIRATORY CHAIN -
3-METHYLGLUTACONIC ACIDURIA. APPROACH TO DIAGNOSIS AND REHABILITATION

Grechanina O, Grechanina Y, Biletska S, Maksyutina |

Kharkiv Interregional Specialized Medical Genetic Centre — Centre of Rare (Orphan) Diseases, Kharkiv, Ukraine
Kharkiv Research Institute of Medical Genetic of Kharkiv National Medical University, Ukraine

Introduction: Hereditary diseases of the mitochondrial respiratory chain are detected late, do not have etiological treatment. The
existence of methods for correcting oxidative phosphorylation is a motivation for early diagnostics.

Purpose: To study the clinical phenotype of a rare disease, to evaluate the effect of synthropy on the clinical and biochemical features
of the pathology for developing a strategy for improving the quality of life of patients.

Description: Since 2014, 7997 patients with suspected hereditary metabolic diseases have undergone gas chromatography/mass
spectrometry of urine. An increase of the level of 3-methylglutaconic acid was found in 1,070 cases. In 2 patients, its level remained
elevated and coincided. Monitoring for the family lasts 5 years. Both patients are siblings 3 and 5 years old. Sick from birth - psycho-
motor retardation, muscle hypotonia, pyramidal insufficiency, microcephaly, epilepsy. Excluded are the Rett and Angelmann syndrome. At
the examination - nonspecific hyperaminoacidopathy, lactate-acidosis, hiperhomocysteinemia, MTHFR 677 C/T, MTRR 66 G/G (violation
of cobalamin E). The treatment strategy is aimed at long-term correction of the revealed disorders in the form of a combination of
energotropic and folate therapy, complex rehabilitation with the use of special nutrition (USA) and correction of natural nutrition in
accordance with biochemical indicators. The quality of life of patients is progressively improving.

Conclusions: Diseases of the respiratory chain of mitochondria are many-sided, rare, in total constitute a great medical and social
problem and are subject to individual etiopathogenetic and symptomatic therapy.

OP-34 SELECTIVE SCREENING OF MITOCHONDRIAL DYSFUNCTION IN A REGION WITH A HIGH
LEVEL OF NEUROLOGICAL DISEASES

Grechanina Y, Grechanina O

Kharkiv Interregional Specialized Medical Genetic Centre — Gentre of Rare (Orphan) Diseases, Kharkiv, Ukraine
Kharkiv Research Institute of Medical Genetic of Kharkiv National Medical University, Ukraine

Introduction: Mitochondrial dysfunction is the cause of many pathological disorders that are different their variety and complexity.
Intensive study of the mitochondrial (mtDNA) polymorphisms made define it as typical pathological process, for which there is no
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nosology and etiological specificity. The frequency of mitochondrial dysfunction in population is 1:3000.

Purpose: Determine the frequency of polymorphisms of mitochondrial DNA and biochemical markers of disturbance in the Krebs
cycle in patients with neurological pathology.

Results: Clinical and genetic characteristics of mtDNA polymorphisms (203 patients) involve disorders of nervous (82.16% of
patients), muscle (43.24%), ophthalmic (62.16%), cardiovascular (35.14%), skeletal (38.0%) and digestive system (40.54%). 75 patients
(36.5%) had characteristic clinical features of classic mitochondrial syndromes MERRF, MELAS, NARP Leigh, Kearns-Sayre, Leber
(confirmed by molecular diagnostics). In 91 patients (45.31%) we found elements of syntropy.

The more frequent of mtDNA polymorphisms in patient with neurological symptoms were tRNA polymorphisms-lysine: 8697G/A;
8860G; 8701G/A; 8856G/A; 8860 (CRS); 8251G/A; 8472S/T, 8448T/C; 8994G/A; 8337T/C; 8794S/T, 8584G/A; 8701A/G and amino
acid substitutions tRNA-lysine (syn, thr/ala, pro/leu, met/val, met/thr, his/tyr, ala/thr). The causes of encephalopathy were associated with
polymorphisms tRNA-lysine and new mutations (leucine tRNA) (3624 A/G; 3594S/T, 3705G/A, 3505/G, 3552T/A).

Conclusions: The findings suggest the need to assess the state of the mitochondrial genome and metabolites of the Krebs cycle in
patients with various neurological diseases, as pathways to pathogenetic therapy.

OP-35 PHARMACOGENETIC STUDIES IN PATIENTS WITH CANCER

Hammoudeh Z', Nikolova D, Balabanski L2, Antonova O, Vazharova R?*, Weidner S*, Malinov M?, Toncheva D "2

" Department of Medical Genetics, Medical University - Sofia, Bulgaria,
2 SBALGAR “Malinov”
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4 Department of Nuclear Medicine Inselspital, Berne University Hospital

Introduction: Pharmacogenetic studies focus on the prediction of the response of tumor tissue to standard therapy by genetic
profiling. The role of pharmacogenetic biomarkers is to choose the most appropriate drug at optimal dosage for each patient. Kinase
inhibitors may be used as target therapy for non-small cell lung cancer (NSCLC) and papillary thyroid cancer (PTC) with positive
mutations in the EGFR gene. Many other pharmacogenetics variants could be associated with adverse drug reactions to chemotherapy.
Our aim is to characterize genetic variants with pharmacogenetic effects in patients with cancer.

Methods: We performed DNA analysis on 29 patients (19 patients with NSCLC and 10 patients with PTC). NSCLC samples were
extracted from formalin—fixed paraffin-embedded tissue (FFPET) and PTC samples were extracted from blood. The samples were
sequenced by next generation sequencing (NGS), MiSeq instrument using cancer panel of 94 genes and 284 SNPs. The results were
analyzed using pharmgkb database (https://www.pharmgkb.org/) for SNP variants associated with sensitivity to certain drugs.

Results: Pharmacogenetic variants were found in different genes: ERCC2 (rs13181) (51.72%), TP53 (rs1042522) (75.86%), XPC
(rs2228001) (58.62%), EGFR (rs227983) (44.82%) and ERCC5 (rs17655) (20.68%) in cancer patients. The first 3 variants were
associated with sensitivity to chemotherapy with the platinum compounds (cisplatin). The EGFR (rs227983) variant is not included in the
real time PCR test for target therapy, but it defines sensitivity to panitumumab, cetuximab and EGFR inhibitors. ERCC5 (rs17655) was
found only in PTC patients and determine sensitivity to platinum compounds.

Conclusion: Our data shows that cancer panel could reveal significant variants for personalized treatment. It has the potential to
improve the therapy outcome and prognosis for distinct types of cancers.

OP-36 GENETIC RESEARCH, FAMILY AND FAMILY RELATIONS

Petrova-Tacheva V', Alekova S?, Popov B', Ivanov V*

" Department of Molecular Biology, Immunology and Medical Genetics

2Department of General medicine and Ophthalmology

® Department of Neurology, Psychiatry and MDS, Section ,Medicine of the disaster situations"
Faculty of Medicine, Trakia University, 11 Armejska str., Stara Zagora, Bulgaria

Introduction: Genetics, molecular biology and biotechnology are some of the fastest growing sciences, whose achievements are
entering faster and more massively into our day-to-day activities and lives. Various genetic tests are being developed, researched
and conducted in many countries. However, the application of genetic research in practice often raises a number of ethical and moral
dilemmas, discussions and problems affecting not only the individual but also his whole family.

Aim: We have set ourselves the goal of exploring and analyzing the personal position of young people of reproductive age about the
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influence importance of genetic research on family relationships.

Materials and methods: A sociological survey was conducted among 140 persons of reproductive age in the Stara Zagora region,
with strict observance of the principles of voluntariness and anonymity. The sample includes 44 men and 96 women, the largest age
group being within the 20-22 age — 92.

Results and discussion: A very large proportion of young people appreciate the importance of a happy family life (92%) and the
avoidance of family conflicts (89%). Most of them believe that conducting genetic research will reduce the number of unhappy families
(63%) and prevent divorces resulting from the birth of a genetically damaged child (90%). Concerning the role of genetic tests for the
arisal of conflicts and the feelings of guilt, the biggest percentage is that of the groups of neutral responses (39% and 43%) and almost
equal in size are the groups with a positive (31% and 29%) or a negative response (30% and 28%).

Conclusions: A key point for the beneficial use of genetic research, both for the individual and for the whole family, is the professional
and competently conducted medical-genetic counseling.

For maximum effectiveness and coverage of the genetic tests themselves and of their application, an active health policy is required.

OP-37 ANALYSIS OF THE ASSOCIATION BETWEEN PAI-1 GENE 4G/5G POLYMORPHISM AND
EFFICACY OF THROMBOLYTIC THERAPY IN PATIENTS WITH ISCHEMIC STROKE

Pjevic M, Vojvodic L%, Jekic B', Maric G*, Pesic M', Grk M, Beslac Bumbasirevic L *, Kacar K?, Maksimovic N,
Damnjanovic T’

' Institute of Human Genetics, Faculty of Medicine, University of Belgrade, Serbia
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* Neurology Clinic, Clinical Center of Serbia, Belgrade, Serbia; Faculty of Medicine, University of Belgrade, Serbia

Statement of purpose: Ischemic stroke (IS) is a leading cause of death and morbidity worldwide. Timely administered trombolytic
therapy with recombinant tissue-type plasminogen activator (rt-PA) to suitable patients with IS might be helpful. The plasminogen
activator inhibitor-1 (PAI-1) has important role in fibrinolytic system as the main inhibitor of endogenously synthesized tPA in plasma.
Therefore, we aimed to determine whether 4G/5G polymorphism of the PAI-1 gene modulates rt-PA therapy efficacy and occurrence of
the hemorrhagic transformation (HT), as the most often rt-PA complication.

Methodology: A total of 115 patients with IS who received rt-PA<3h were enrolled in the study. The neurological outcome was
measured with National Institutes of Health Stroke Scale (NIHSS) at hospital admission and a month after IS. Modified Rankin scale (mRS)
at hospital discharge and 3rd month was used to evaluate functional recoveries after IS. Favorable outcome was defined as 0-2 and poor
as 3-6 as well as death. Genotypisation was performed using PCR-RFLP method.

Summary of results: Among our patients, observed frequencies of 4G/4G, 4G/5G and 5G/5G genotypes were 34.8%, 41.7% and
23.5%, respectively. Average NIHSS reduction was 8.1+4.7, in 4G/4G group 8.8+4.4, in 4G/5G group 7.1+5.0 and in 5G/5G group
8.1+4.6. There was a significant reduction in NIHSS after thrombolytic therapy (p<0.001), but there was no significant difference in
NIHSS reduction between genotypes. Total of 62 patients (54.4%) had favorable outcome, according to mRS. There was no significant
difference between the groups with different genotypes. Frequency of HT was 11.4%, with no significant difference between genotypes.
The effect size (ES) analysis showed very large ES at one month after discharge for NIHSS and after three months for mRS, with the
highest values for 4G/4G genotype. Our study did not show significant differences in outcome after rt-PA therapy between patients with
different genotypes.

OP-38 SCREENING FOR SNPS IN A SET OF DRUG-METABOLIZING ENZYMES IN BULGARIAN
POPULATION

Antonova O "%, Mihaylova V2, Hammoudeh Z', Staneva R ', Bukova-Kuncheva B', Mihaylova M "2, Toncheva D', Gerasimova B?

' Department of Medical Genetics, Medical University - Sofia, Bulgaria
2 NutriGen LTD, Bulgaria

Introduction: Pharmacogenetics is the study of inherited genetic variants in drug metabolism which can affect individual responses
to medications, both in terms of therapeutic and adverse effects. Over the last decade, the development of molecular methods and the
introduction of GWAS and NGS, enabled the acquisition of a mass amount of data regarding the genotype of numerous pharmacogenetic
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variants implicated in inter-individual drug response variability. The aim of our study is to determine the genotypes in the set of genes
involved in the metabolism of drugs and other chemical compounds in Bulgarian population.

Materials and Methods: 103 Bulgarian probands were genotyped for the 25 single nucleotide polymorphisms (SNPs) in 23 genes
and null/non-null allele in 2 genes. The DNA samples were extracted from saliva samples and further genetic testing was done by DNA
Life, Nordic Laboratories using the QuantStudio 12K Flex Real-Time PCR System. The results were analyzed using PharmGkb database
(https://www.pharmgkb.org/ and https://opensnp.org/) for SNP variants associated with sensitivity to certain drugs as well as population
frequency.

Results: The preliminarily data suggest that 64% from the tested cohort for the COMT have AA/AG genotype; 7,5% are homozygous
for the minor allele T for MTHFR (677C>T) polymorphic variant; 45% from the tested are carriers of null allele for GSTM1 and 20,7% - for
GSTTT; 18,8% are homozygous for the 289bp ALU insertion in ACE and 40% - are DD. We found that only 15% are TT homozygous for
AGT (rs699), which is twice lower than the data for general population tested, reported in https://opensnp.org/; 34% are carriers of CC
genotype in VDR (rs1544410 ) and may be beneficial as compared to patients with the TT genotype when treated with bisphosphonates.
The result among the frequency in the other SNPs in the genes: CETP, APOE, CYP1A1, CYP1A2, NQO1, IL-6, TNFA, GSTP1, MTR, MTRR,
MnSOD/SOD2, eNOS, COL1A1, PPARG, TCF7L2 and FTO are in progress.

Conclusion: These data could be beneficial for the dose evaluation in different drugs in Bulgarians, both for the cancer chemotherapeutics
and drugs, used for many common diseases. Future efforts should be directed at expanding this research into specific patient groups and
creating evidence basis to support clinical application of pharmacogenetic tests in Bulgaria.

OP-39 PLEVEN REGISTRY OF CONGENITAL ANOMALIES IN THE EUROCAT NETWORK

Kovacheva K
Section of Medical Genetics, Medical University of Pleven

Established in 1979, the European network of population-based registries for the epidemiologic surveillance of congenital anomalies
(EUROCAT) covers over one third of European births (more than 1.7 million births/year, over 750.000 cases, 55 registries in 33
countries). We aim to present the Pleven Registry of congenital anomalies (CAs) in the EUROCAT network. The registry is established in
1988 and has started collecting data on CAs. Since November 2013, the Pleven registry is an affiliate member of the EUROCAT network.
The registration of CAs is based on the criteria according to EUROCAT recommendations. The registry records all cases of CAs in live
births, stillbirths (including fetal deaths of > 20 weeks gestation) and terminations of pregnancy, following prenatal diagnosis. In the
registry structure there are two sections: Registry of CAs - database of all registered CA cases; and Genetic family registry — database
of families with CA. The main activities of the registry include: 1) Registration of CAs — based on an active screening of all births in the
tree delivery hospitals in the city of Pleven; 2) Genetic counseling — provided to the families revealed through the registration process; 3)
Follow up of the families and application of prenatal diagnosis in future risk pregnancies. Based on the data reported of Pleven Registry
and published on EUROCAT web site, for period 2008-2012, the established overall total prevalence of CAs was 19.25 per 1000 births.
Conclusions: The Pleven registry of CAs provides reliable epidemiological information on CA in Pleven region; gives opportunity to
improve the diagnosis and to study the etiology of CA; provides compete genetic information on CA; ensures long-term support of the
affected families; enables prevention of CAs and assessment the impact of prenatal screening programs.

Keywords: congenital anomalies, Pleven registry, EUROCAT
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Neuromuscular disorders are genetically heterogeneous group; sometimes clinically ambiguous to differentially diagnose. Next
generation sequencing (NGS) is a useful tool in clarifying such cases. Here we report three different cases of congenital neuromuscular
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disorders, genetically verified by NGS approach and targeted evaluation of genes associated with the clinical symptoms of the patients.
The first case is a child with clinical diagnosis of congenital myasthenic syndrome. By whole exome sequencing (WES), a novel
homozygous variant in the VAMP1 gene was found: c.66delT, p.(Gly23Alafs*6). This variant was also detected in both parents in a
heterozygous state. The second case is a patient with clinical diagnosis of merosin-deficient congenital muscular dystrophy. By WES, two
variants in heterozygous state were found in the LAMAZ2 gene: ¢.2901C>A p.(Cys967*) and ¢.7732C>T p.(Arg2578%). The first variant
is inherited from the mother, while the second variant is inherited from the father. Homozygous or compound heterozygous pathogenic
variants in the LAMA2 gene are known to cause merosindeficient congenital muscular dystrophy type 1A, which was the differential
diagnosis in this case. The last case is a patent with clinical diagnosis of hereditary motor sensory neuropathy. The patient’s father has
the same clinical symptoms. By NGS (lllumina TruSight One) we identified the splice-site variant ¢.1056+1G>A in the COL6A1 gene,
related to the clinical picture in the family. The segregation analysis showed the same heterozygous variant in the father. Verifying the
genetic cause of the congenital neuromuscular disorders allows not only determining the accurate diagnosis, prevention and therapy but
also the accurate genetic counseling and family planning.
Acknowledgements: The study was supported by the Medical University Sofia, Grant number [1-58/2017.

OP-41 AUTOSOMAL RECESSIVE NEUROLOGIC DISORDERS AMONG BULGARIAN MUSLIMS
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Autosomal-recessive (AR) disorders are more common in closed ethnic or religious minorities. After the identification of more than
15 AR diseases among Bulgarian Roma, in the last five years three disorders, caused by recessive mutations with presumably founder
effect were found in the Bulgarian Muslim religious minority:

e Limb-girdle muscular dystrophy (LGMD) 2G in the region of Smolian

« Variant of ataxia teleangiectasia, Louis-Bar disease- in the region of Dospat and Surnica

* Hereditary sensory and motor polyneuropathy type Lom (CMT 4D) in the region of Yakoruda

Mutations in TCAP gene are known to cause autosomal recessive limb-girdle muscular dystrophy type 2G (LGMD2G), congenital
muscular dystrophy and dilated and hypertrophic cardiomyopathy. We studied 17 affected individuals from 11 pedigrees, belonging
to a Bulgarian Muslim minority from the South-West of Bulgaria, homozygous for the ¢.75G>A, p.Trp25Xmutation in TCAP gene. The
heterozygous carrier rate of p.Trp25X among 100 newborns in this region was found to be 2%. The clinical features in the Bulgarian TCAP
group can be described with disease onset in the second to third decade of life, proximal muscle weakness in the lower limbs, followed or
accompanied by difficulties in ankle dorsiflexion and involvement of the proximal muscles of the upper limbs 5-9 years after the disease
onset. Respiratory and cardiac functions were not affected.

Ataxia-telangiectasia (A-T) is a rare autosomal recessive disorder due to mutations in the ATM-gene. The classical phenotype is
characterized by progressive childhood-onset cerebellar ataxia, oculomotor apraxia, telangiectasias of the conjunctivae, hypersensitivity
to ionizing radiation, and immunodeficiency. We studies 14 patients, belonging to two big Bulgarian muslim pedigrees, with data of more
than 25 affected from four consequent generations. In all the affected a homozygous mutation p.V2716A in ATM gene was found. The
age at onset in our group varies between 14 days and 20 years. The main symptoms are dystonic and choreic hyperkinesias, more
prominent in the upper limbs and the neck, dystonic disarthria and dysphagia. The clinical course was very slowly progressive. Brain
imaging was normal.

CMT 4D, caused by a founder mutation in NDRG1- gene, was described for the first time in Bulgarian Roma patients. This is a
demyelinating form of polyneuropathy with an early onset in the first decade of life, hearing impairment and loss of ambulation before the
age of 50 years. [VS8-1 G>A and IVS6-2 T>G mutations in NDGR1- gene in homozygous or compound heterozygous state were found
in Bulgarian Muslim patient with variable clinical phenotype in terms of severity.

Keywords: AR disorders, founder mutations, Bulgarian Muslims
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OP-42 NPC1 AND NPC2 GENE ANALYSIS IN SERBIAN PATIENTS WITH NIEMANN-PICK DISEASE
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Introduction: Niemann-Pick disease type C (NP-C) is a lysosomal lipid storage disorder caused by mutations in either the
NPC1 gene (in 95% of cases) or the NPC2 gene. It is an autosomal recessively inherited disease most commonly characterized by
hepatosplenomegaly and a severe progressive neurological dysfunction with the age of onset ranging from early infancy to adulthood.
The large majority of mutations in NPC1 gene are missense mutations (70%), while nonsense mutation (E20X) appears relatively
frequent in NPC2 gene.

Methodology: This study evaluated 142 Serbian adult patients with symptoms that meet the NP-C criteria, and their relatives. Our
algorithm for genetic testing involved analysis of 4 selected (mutation prone) exons of NPC1 gene (exons 8, 19, 20 and 21). The other
21 exons of NPC1 gene were further analyzed for patients with one mutant allele and than in negative cases sequencing of all five exons
of NPC2 gene was performed. All analyses were performed on ABI 3500 genetic analyzer.

Results: Genetic testing revealed 14 patients to be either compound heterozygotes (n=13) or homozygote (n=1) for mutations in
NPC1 gene. Eight missense mutations, one nonsense mutation, one small deletion, one intronic mutation were found in NPC1 gene,
alongside with one large deletion of exons 6 to 9 that were detected by Centogene (Rostock, Germany). Only one heterozygous 5\ donor
splice-site mutation was detected in NPC2 gene. All mutations are previously described. Heterozygous mutations were identified in 22
relatives of patients. Missense mutations constituted the majority of detected mutations (~ 85%).These results signify the importance
of NPC1 sequencing as standard genetic test in NP-C. Our findings better characterize NP-C in Serbian population and facilitate future
studies into genotype-phenotype correlations.

OP-43 GENETIC FORMS OF AMYOTROPHIC LATERAL SCLEROSIS IN BULGARIA
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Introduction: Amyotrophic Lateral Sclerosis (ALS) is a neurodegenerative disease of the nervous system, whereby most of the cases
are dominantly sporadic while about 7% are familial genetic forms with mutations. Until now, more than thirty different genes have
become known around the world. In Bulgarian literature the first three ALS families (not DNA verified) were described in 1963.

Objectives: Since 1990 we have established a hospital register for ALS patients, more than 1000 sporadic and 10 familial cases. This
study aimed at performing extensive mutation analysis of 300 patients from a cohort collected since 2004 and subsequent genotype-
phenotype correlations. We have amassed DNA sequencing of all newly diagnosed patients since 2011.

Methods: All patients were clinically and electrophysiological diagnosed according to the El Escorial revisited criteria. Genomic DNA after
signed consent form of the probands and their family members was isolated from a blood sample or a saliva swab. Genetic testing of seven
ALS-associated genes (SOD1, FUS, ANG, TAR-43, UBQLN1, C9orf72, TBK1), was performed by Sanger sequencing or repeat analysis.

Results: Three familial cases do not have DNA test. Three families have proven mutations In the SOD1 gene: Leu106Val, Leu144Phe
and Leu38Val. Three families have a G4C2-repeat expansion in the C9orf72 gene. Among the sporadic patients, one patient carried the
Cys146X mutation in the SOD1 gene, one sporadic case carried the repeat expansion C9orf72 - G4C2 and one was with a polymorphism
(Pro440Leu) in the UBQLN2 gene. One family has mutation in TBK1 gene. Genetic clinical correlations are discussed.

Conclusion: Our data presents the mutations found in the Bulgarian ALS population. Maintaining a register allows some sporadic
cases to be verified as familial when further relatives from the same family exhibit the disease symptoms or when a follow up of the next
of kin and children take place.

35




12" BALKAN CONGRESS OF HUMAN GENETIC; 8" NATIONAL CONFERENCE FOR RARE DISEASES
8-10 September 2017 — Plovdiv, Bulgaria

OP-44 NGS SEQUENCING IN SERVICE OF NEUROGENETICS IN BULGARIA
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Neurological conditions, disorders and syndromes are a huge group of more than 600 diseases. Many neurological phenotypes are
characterized by extreme genetic heterogeneity and clinical variability and the testing of all contributing genes was challenging, if at all
possible. The implementation of the technology for targeted next generation sequencing (tNGS) provided new possibilities for diagnostic
genetic testing in neurogenetics.

Twelve patients with neurological diagnosis were referred in 2016/2017 to the Laboratory of Genome Diagnostics for performing
tNGS. The analysis was implemented on MiSeq lllumina with TruSight One kit. Seven patients were with differential diagnosis epilepsy,
encephalopathy, mental retardation. The rest were referred to the Laboratory with the following diagnosis: myotonia, cataract-ataxia
syndrome, Noonan — Costello syndrome, polyneuropathy and a patient with complex phenotype and no differential diagnosis. In some
of the patients aCGH and/or mitochondrial genome analysis have been previously performed and results were negative. In half of all
analyzed patients with tINGS genetic diagnosis could be made, so the overall detection rate was 50%. Thanks to the genetic testing a
clarified diagnosis was made in two of the patients and changed in four of them. In two patients referred with epilepsy, the diagnosis were
changed to hyperprolinemia type | and Allan-Herndon-Dudley syndrome. The diagnosis of the patient with Noonan — Costello syndrome
was changed to cardiofacio cutaneous syndrome. We discovered a rare case of association of polyneuropathy with Klinefelter syndrome,
confirmed with cytogenetic analysis.

With the implementation of tNGS in the diagnostic process, we have been able to shorten the “diagnostic odyssey” for many of the
patients. Our results prove that tNGS is cost effective and efficient method, which allows a more precise diagnosis to be made for many
complex neurological disorders, and could be considered earlier in the diagnostic practice.

The work was supported by project DUNK01-2/2009, funded by NSF.
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Background and aim: Bulgarian population consists of three major ethnicities: Bulgarians, Turks and Roma. The purpose of the study
is to determine the genetic and clinical spectrum of CMT in the different ethnic groups in our country.

Methods: Our cohort consists of 831 patients with genetically confirmed diagnosis of CMT. All the patients have undergone
neurological, neurophysiological, and genetic testing.

Results: The distribution of patients with genetically confirmed diagnosis among the different ethnicities is: 542 Bulgarians, 258 Roma
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and 31 Turks. We diagnosed 16 different types of CMT, caused by mutations in the following genes: PMP22, MPZ, GJB1, YARS, MFN2,
NDRG1, CTDP1, HK1, GDAP1, SH3TC2, HINT1, BSCL2, GARS, HSP22 and IGHMBP2. Variety of inheritance patterns was detected: AD
CMT account for 55% of all genetically confirmed cases, AR CMT was verified in 33%, and X-linked mode of inheritance was found in
6% of the cases. The clinical spectrum consists of sensory-motor neuropathies, predominantly motor neuropathies and neuropathies with
neuromyotonia. The most frequent form in Bulgarians is CMT1A (52.2%), followed by dominant intermediate CMT (DI-CMT), caused by
mutations in YARS gene (11.8%). CMT4D was found in a religious minority of Bulgarian Muslims that until recently was described only
in Roma patients. Among Roma the most common hereditary peripheral neuropathies are CMT4D (49.6%), CCFDN (31.4%) and CMT4G
(12.2%). Mutations in GJB1 gene account for half of the Turks diagnosed with CMT.

Conclusion: Significant genetic variety of CMT was established. Several rare forms of CMT were determined in the country. In
Bulgarians autosomal dominant forms (86.3 %) are more frequent, while in Roma predominate autosomal recessive forms (95.3 %).
These results contribute to the knowledge of genetic spectrum of CMT in Bulgarian population and could give clues to clinicians which
genes to test depending on the ethnicity of the affected.
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Introduction: The hereditary spastic paraplegias are a group of clinically and genetically heterogeneous neurodegenerative disorders,
that present with progressive lower limb spasticity and weakness, causing gait impairment.

HSPs can be classified into autosomal dominant, autosomal recessive and X-linked forms, depending on their mode of inheritance.
Also, based on whether spastic paraplegia appears on its own or in combination with additional neurological signs, they are further
classified into ‘pure’ and ‘complicated’ forms.

HSP affects males and females of all ethnic groups from around the world, with more than 80 genetic types. The most common AD-
HSP worldwide is SPG4, followed by SPG3A, while SPG11 is the most frequent AR-HSP, followed by SPG15.

Aim: To describe the genetic epidemiology of HSP among the various ethnic populations in Bulgaria.

Materials and methods: We performed genetic testing in 269 patients from 198 affected families belonging to Bulgarian, Turkish and
Roma ethnic groups with spastic paraplegia syndrome. The patients also underwent neurological evaluation, magnetic resonance imaging
of the brain, nerve conduction studies, neuropsychological and neuroophthalmological evaluations.

Results: Genetic studies confirmed the diagnosis in 99 patients from 51 families. AD-HSP was found in 31 families, with mutations
in the spastin gene (SPG4) in 27 families and atlastin gene mutations (SPG3) in 4 families. AR-HSP was found in 20 families, with
paraplegin gene (SPG7) mutations in 11 families, 2 families with ZFFYVE26 gene mutations (SPG15) and 7 families with mutations in
the spataxin gene (SPG11), TUBB4A gene, alsin gene, NT5C2 gene (SPG45), GBA2 gene (SPG46), AP4S1 gene (SPG52) and ATP13A2
gene (SPG78) respectively.

Conclusion: The most common form of HSP in Bulgaria is SPG4 and is distributed among the various ethnicities, whereas SPG7
being the second most common form, has been found only in the Roma population. The second most common form of AD-HSP in
Bulgaria is SPG3A. A variety of complicated AR-HSP forms have been found, of which SPG7 is the most prevalent, followed by SPG15.
The observed SPG7, SPG15, SPG45, SPG46, SPG52, SPG78 and TUBB4A gene cases belong to the Roma (Gypsy) population while the
family with SPG11 belongs to the Bulgarian Muslim minority.

Keywords: Hereditary spastic paraplegia in Bulgaria, SPG4, SPG7
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OP-47 THE ERA OF PRECISION MEDICINE — A BASIC GUIDE OF HOW TO NAVIGATE THE FIELD

Staneva R, Hadzhidekova S, Antonova O, Hammoudeh Z, Toncheva D
Department of Medical genetics, Faculty of Medicine, Medical University of Sofia

Precision medicine defined as “the right treatment to the right patient, at the right dose, at the right time” is the newest therapeutic
approach, aiming to tailor medical treatment according to each person’s unique clinical, genetic, and environmental information and to
replace the extremely outdated “one-size-fits all” treatment model.

Its rapid evolution in the last decade has made it a difficult field to navigate for the regular medical practitioner. Here we present the
current trends in personalized medicine - from its goals, through the path of biomarker development and validation, to overview of the
most widely applied, EMA approved, personalized treatments for various diseases available in Europe.

Since the advent of precision medicine is largely due to the great innovations in the field of genomics, we focus on the place of
genomic technologies and genetic tests in precision medicine. We will review the basic science and principles of the various kinds of
commercially available genetic tests, so medical practitioners have the ability to make informed decisions what kind of tests will be most
beneficial for improving the chances of successful treatment for any of their patients.

As a result we expect to improve the understanding in the medical community of the basic principles of precision medicine; of its
core technologies and approaches — their capabilities and limits; of the regulation bodies governing the field, as well as to provide reliable
information sources, allowing medical practitioners to keep up-to-date with the novelties in the field.

OP-48 CLINICAL AND GENETIC STUDY OF HUNTINGTON’S DISEASE: THE 9 YEARS OF
EXPERIENCE OF OUR TEAM

Zhelyazkova S', Chamova T', Sarafov S, Cherninkova S', Bichev S?, Savov A?, Todorova A 3, 4, Tournev I"°

' Clinic of Nervous Diseases, UMBAL Alexandrovska, Department of Neurology, Medical University — Sofia, Bulgaria
2 National Genetic Laboratory, USBAL “Maichin dom”, Medical University-Sofia, Bulgaria

% Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

* Department of Medical Chemistry and Biochemistry, Medical University Sofia, Bulgaria

% Department of Cognitive Science and Psychology, New Bulgarian University, Sofia, Bulgaria

Objectives: Huntington\'s disease (HD) is a rare, neurodegenerative disorder characterized by chorea, psychiatric disturbances, and
dementia. Our aim is to determine the demographic, clinical, and molecular genetics features of HD in Bulgaria and to create a local
database of the patients with the disease.

Methods: Clinical, neurophysiological, magnetic resonance/ computed tomography imaging of brain and molecular genetic studies
were performed.

Results: A total of 80 symptomatic individuals from 60 families were evaluated. They originate from different region of Bulgaria and
belongs to the two largest ethnic groups —Bulgarian and Turkic. We have no patients from the third group — the Roma. According to
the family history, 60 other members of these families also have signs of HD. Genetic testing was performed in 55 symptomatic and 9
asymptomatic individuals, and the diagnosis was confirmed in all of them. In 28 patients the gene was inherited from the mother and in
18 from the father. In 4 participants there was no known family history, and in 14 the information was missing. Motor onset was most
common followed by mixed onset (motor and cognitive signs) and non-motor onset (psychiatric problems). The age at onset varied from
22 to 66 years. Most participants were taking Haloperidol for treatment of the hyperkinesis.

Conclusions: The phenotype, and the HD genotype, of our patients was similar to those reported in the literature. We also observed
both anticipation and genome imprinting. Creating a local database for patients with the disease will enable systematic patient monitoring,
as well as help in implementation of new therapeutic strategies to improve the quality of life in our patients.

OP-49 GENETIC STUDY OF ACHONDROPLASIA IN SERBIAN POPULATION

Radunovic S, Dobricic V', Marjanovic A ™2, Brankovic M"?, Joksic I°, Kontic O%*, Cuturilo G*°, Novakovic |2, Kostic V"2

' Neurology Clinic, Clinical Center of Serbia, Belgrade, Serbia;
2 School of Medicine, University of Belgrade, Belgrade, Serbia
® Gynecology and Obstetrics Clinic “Narodni Front”, Belgrade, Serbia
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* Gynecology and Obstetrics Clinic, Clinical Center of Serbia, Belgrade, Serbia;
% University Children’s Hospital, Belgrade, Serbia

Introduction: Achondroplasia is the most common form of short — limb short stature. The disorder is autosomaly dominant inherited
with 80% of de novo mutations. Genetic signature of achondroplasia is recurrent mutation (c.1138G>A, p.G380R) in gene encoding
for fibroblast growth factor receptor 3 (FGFR3), found in more than 98% of cases. According to literature, in another 1% cases mutation
FGFR3 (c.1138G>C, p.G380R) is detected, while few other neighboring changes in the same gene are observed extremely rare. The
aim of our study was to investigate incidence of these mutations in Serbian cases suspected of achondroplasia, and to establish genetic
testing of this disorder in our country.

Methodology: Our study comprised nine children postnataly diagnosed with achondroplasia — like short stature, and six cases of
prenatal diagnosis. One prenatal diagnosis was in affected pregnant woman previously confirmed for (c.1138G>A, G380R) mutation; in
another cases fetal growth retardation (FGR) suspect to achondroplasia was observed. After DNA extraction from appropriate material, the
target region of FGFR3 gene was PCR amplified and direct Sanger sequencing on ABI 3500 genetic analyzer was performed.

Results: FGFR3 mutations were found in five out of 15 cases suspected to achondroplasia. FGFR3 (c.1138G>A, p.G380R) mutation
was detected in three postnatally diagnosed children and in one fetus with FGR. In one case of postnatal diagnosis, a rare FGFR3
(c.1123G>T, p.G375C) mutation was found. All detected mutations were in heterozygous state. No mutation found in prenatal diagnosis
of affected woman, and healthy child was born.

Conclusion: In our study we state that 80% of patients affected with achondroplasia in Serbian population have FGFR3 (c.1138G>A,
p.G380R) mutation. A very rare FGFR3 G375C mutation we have detected in one of patients confirming the heterogeneity of the genetic
basis of this disease in our population.

OP-50 MOLECULAR DIAGNOSTICS AND GENETIC SCREENING OF PRIMARY IMMUNE
DEFICIENCIES

Mihailova S, Naumova E

University Hospital “Alexandrovska”, Department of Clinical Immunology with cord blood bank, National Expert Center for Primary
immune deficiencies PID - Medical University, Sofia, Bulgaria

Molecular genetics techniques are an essential diagnostic tool for primary immunodeficiency diseases (PID). The latest represent
a heterogeneous group of inborn defects of the immune system that result in recurrent and severe infections. Although the condition is
rare, early data from pilot screening programs suggest that one in 30,000-50,000 infants may be born with severe combined immune
deficiency (SCID). The clinical complications and the associated economic burden of a delayed diagnosis, as well as the potentially
fatal outcome if not treated promptly, emphasize the importance of early identification of the affected new-borns. Population-based
screening is the only means to detect SCID before the onset of life-threatening infections in most patients. The benefit of a neonatal
screening for SCID is best exemplified by the extremely effective treatment for this condition, with approximately 90% survival following
hematopoietic stem cell transplantation before 3-6 months of age. Here we present a proposal for National pilot SCID screening project
based on detection of T-cell receptor excision circles (TRECS) on dried blood spot (time-resolved fluorescence resonance energy transfer
based detection technology). This project is a logical continuation of PID molecular diagnostics progress in our department. Presenting
a review on our studies that have investigated mutations among patients with different types of PID we demonstrate variety of strategies
for molecular diagnostic: from Sanger sequencing of candidate genes to Next-generation sequencing technology.

OP-51 CARDIAC INVOLVMENT IN PATIENTS WITH HEREDITARY TRANSTHYRETIN AMYLOIDOSIS
ASSOCIATED WITH GLUS89GLN MUTATION AND ITS IMPACT ON PROGNOSIS

Gospodinova M, Sarafov S?, Chamova T?, Kirov A**, Todorov T*“, Todorova A**, Tournev I%°, Denchev S'

' Clinic of Cardiology, Medical Institute, Ministry of Interior

2 Clinic of Neurology, UMBAL Aleksandrovska, Medical University — Sofia

® Department of Chemistry and Biochemistry, Medical University — Sofia

* Medicodiagnostic Lab. Genika

% Department of Cognitive Science and Psychology, New Bulgarian University, Sofia
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Hereditary transthyretin-related amyloidosis (ATTR) is a rare genetic disease with autosomal dominant inheritance, caused by a
mutation in the transthyretin gene. Two main phenotypes are described - neurologic and cardiac.

Aim: The aim of the study was to evaluate cardiac involvement in patients with ATTR with the most common mutation in our country
(Glu89GIn) and its impact on prognosis.

Patients and methods: 63 patients, (29 males) at mean age 58+7 years with genetically verified Glu89GIn mutation were included
in the study. A clinical examination, 12-lead ECG, and Echocardiography were performed. The patients were followed for 31 months on
average, in a range from 1 to 72 months.

Results: Cardiomyopathy and peripheral polyneuropathy were present at diagnosis in all evaluated patients. A significant increase
in wall thickness of both left and right ventricles (septum — 17,9+3,4 mm; posterior wall — 17,2+2,8 mm; RV free wall — 8,2+2,0
mm) was found with restrictive left ventricular (LV) filling pattern in 25 (39,7%) patients and a reduced LV ejection fraction in 12 (19%)
patients. Pathological ECG was present in 51 (81%) patients, most common being low voltage in 22 (34,9%), pathological Q wave in
34 (53,1%), first degree A-V block in 15 (23,8%), left anterior fascicular block in 24 (38,1,3%), atrial fibrillation in 6 (9,5%). 15 deaths
(24%) occurred during follow up (10 patients with advanced heart failure and severe LV dysfunction, 2 patients from ischemic stroke, 3
patients died suddenly). 1 (1,6%) patient suffered from non-fatal ischemic stroke, 19 (30,2%) had symptoms of worsening heart failure,
3 (4,8%) patients were with new onset atrial fibrillation (AF) and one patient with A-V block Ill degree.

Conclusion: A significant cardiac involvement was found in the evaluated patients with ATTR associated with Glu89GIn mutation.
Heart failure and rhythm and conduction disturbances were the main causes of death.

OP-52 TRANSTHYRETIN FAMILIAL AMYOLOID POLYNEUROPATHY IN BULGARIA (TTR-FAP)

Sarafov S', Gospodinova M2, Kirov A*, Todorov T*, Chamova T, Todorova A**, Tournev | "¢

"Expert TTR FAP Center, UMBAL Aleksandrovska; Department of Neurology, Medical University — Sofia, Sofia, Bulgaria
2Medical Institute of Ministry of Inferior, Sofia, Bulgaria

3IMDL Genome Centre Bulgaria, Sofia, Bulgaria

* Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

S Department of Medical Chemistry and Biochemistry, Medical University Sofia, Bulgaria

8 Department of Cognitive Science and Psychology, New Bulgarian University, Sofia, Bulgaria

Background: TTR-FAP is a rare autosomal-dominant disease found all over the world due to a mutation in the TTR gene, sequenced in
1985, with more than 100 point mutations with variable penetrance. Val30Met is the most often all over the world accepted as endemic.

Aim: To present current data about the epidemiology of the disease in Bulgaria: different mutations have been found, formed endemic
focuses for every one of the mutations.

Methods: Patients suspected for TTR - FAP were clinically and instrumentally tested for symptoms of the systems essential for the
diagnosis and subsequent DNA sequencing in enough clinical reason.

Results: Some of the mutations have expressed endemic focuses. The mutation and family numbers are: 64 with Glu89GIn. The
patients originate from a 200 kms lenght focus in the south-westernt part, long along the current political border between BG & MK
from Dupnitza to Petrich and Melnik cyties. 7 with Ser77Phe originated extremely only from v. Vakarel and its surrounding. 9 with with
Val30Met. It is ,rare” till now. The spread of this mutation is a little bit scattered, with small focus in the region of Smolyan & Blagoevgrad
city, might be region of Plovdiv city and south Bulgaria (Rodopa mounthin region). Three families with Val30 originated from regions now
in northen Greece. 2 with Gly47Glu and 1 with Ser52Pro, originated from regions of north BG. All patients have bulgarian enthnicity except
those with Gly47Glu, who are gypsies. Different mutations expres clinically-genetic correlations.

Conclusion: Our results present that TTR-FAP is not so rare and we expect new cases in the next years. Founder effect is possible for
all mutations except for the Val30Met. Our work could be a good base for developing better TTR-FAP epidemiology in neighbor countries.

OP-53 XOMO3WIOTEH MYD88 LEQULIAT — CbOBLEHNE HA CAYYAIN 11 0630P HA
ATEPATYPATA

CnacoB H'%, CnacoBa M2, MypgkeBa M?, CmosHoBa A "2, MymgkueB 1" ?
! KAuHuka no neguampus u 2eHemuyHu 6oaecmu, YMBAA ,CBemu leopau”

2 Kamegpa neguampus U MeguuuHcka 2eHemuka, MY — MaoBguB

% Kamegpa mukpo6uonoaus u kauHuyHa umyHoao2us, MY-MaoBguB
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ABmo3omHo peuecuBHuam geduuum Ha MueaougHus JudepeHuupaw, dpakmop 88 (MyD88) e pagka dopma Ha nbpBuyeH UMyHEH
geduuum, 3acazaw Toll-like peuenmop u iHmepaeBkuH 1- peuenmop - MeguupaHu komnoHeHmu Ha BpogeHua umyHumem. OnucaH e
npe3 20082. u npomuya ¢ peuuguBupaluu NUO2eHHU UHdEKUUU, NpUYUHEHU OM 02paHuYeH cnekmbp bakmepuu u CbC cAab Bo3naau-
meAeH om20B8op Ha MakpoopaaHu3ma.

LLea: MpegcmaBsa ce nopBua y HAC 2eHemMUYHO nomBbpgeH CcAyyal Ha xomo3uzomeH MyD88 geduuum.

OnucaHue Ha cayyail: Kacae ce 3a geme om Mwkku noA, pogeHo gOHOCEHO oM Wecma HeycAoXHeHa bpemeHHocm upe3 cekuuo.
MHdekuuosHume npoABu cmapmupam om egHoMeceyHa Bvb3pacm ¢ BupyceH eHmepokoAaum, nocAegBaH om cencuc ¢ YepHogpob-
Ha HegocmamvyHocm u AWK cuHgpom Ha gBymeceyHa Bv3pacm, mexkok Muonepukapgum Ha 9-meceyHa Bb3pacm, nHeBMOHUSA C
peuuguB Ha nepukapguma Ha egHo20guWHA Bb3pacm, u3ABa Ha Xxenamome2aAus ¢ 0QOPMEHU O2HULLHU Ae3uu B YepHus gpob — Ha
18-meceyHa Bo3pacm, peuuguBupawu cynypamuBHU AuM@ageHumu, g8ycmpaHeH macmougum, 2paHyAOMamOo3eH MeHUH20eHuepa-
AUm. /130AupaHu npuduHumenau ca E. faecium u S. aureus. AabopamopHume uscaegBaHua ycmaroBaBam aeBkouumosa ¢ ymepeHa go
mexka eo3uHoGuAuA, MpoOMBOUUMO3a, U3pa3eHa Bb3narumeAHa koHCMeAauua u xunepeamazaobyauHemus ¢ Bucoku IgE go 1089 g/,
HamaAaABawu npu oBragaBaHe Ha uHdekuuume. YepHogpobHama Guoncus gemMoHCmpupa 2paHyAOMamo3eH mun Bb3naAeHue ¢ UeH-
mpaaHa Hekposa u Haauyue Ha xugu. Caeg uskalouBaHe Ha napasumHu 3aboAaBaHus, mybepkyro3a, 2paHyAOMamo3eH xenamum, gpyau
no-yecmu GopMu Ha UMyHeH geduuum, YepHogpobeH mymop e npoBegeH NGS ¢ naHeA 3a nopBuyeH umyHeH gepuuum BbB BueHa,
ABcmpus, koimo nomBvpxkgaBa MyD88 xomo3uzomeH geduuum. OnucBa ce mepaneBmuyHuUA NOGXOg U Ce guckymupam pasauyuama
8 KAUHUYHOMO NpOoMUYaHe U eMUOAO2UYHUA cnekmobp Ha uHekuuume B8 cpaBHeHUEe CbC CbobLLEHUME B Aumepamypama Cepuu.

3aknloueHue: CvobwaBame pAgka npuyuHa 3a nopBuueH gedekm BoB BpogeHuAa umyHUmMem, npomuyaul ¢ HeobuyadHo mexkku
bakmepuaaHu uHdekuuu u 8 eguH eman om xoga Ha borecmma gopu Mumukupaw, YepHoOgpobeH mymop. [uagHocmuuupaHemo My e
Bv3M0OXHO eguHCMBEHO 2EHEMUYHO NOpagu gopu KoMNeHCamopHO CMUMYAUPAHUS KAeMbYeH U XyMOpaAeH UMyHUMEM, OnpegeeH
ype3 cmaHgapmHume UMyHOAO2UYHU MecmoBe.

OP-54 HOBI Bb3MOXHOCTI 3A NEPCOHAAU3WPAHA MPOQUAAKTKA NMPU NALUEHTI C
XEMO@WAINA A C ADVATE®

KaneBa B

KauHuka no gemcka xemamonaoaus u oHkoaozus, YMBAA “CB8. MapuHa” — BapHa
Kamegpa no neguampus, MY — Bapra

lMpodurakmukama ¢ koazyaauuoneH ¢akmop VIII e ¢ gokasaHa epekmuBHocm 3a cHwkaBaHe Ha yecmomama Ha KopBeHe npu
nauueHmu ¢ xemoguaua A, Ho Bonpeku moBa, no-2oAama yacm om msx npogbakaBam ga noayyaBam kpvBousauBu. lMpuaazaHume
NOHacMoAWEM CmaHgapmHu npoduaakmuyHu peXkumu ca 6a3upaHu Ha kuaozpam m.M. U He 0m20BapAm Ha peaaHUme HyXgu u
o4akBaHusa Ha nauueHma.

Mpe3eHmauuama e 0630p Ha NepcoHaAU3UpaHUA nogxog kbm cbBpemenHamama npoduaakmuka, BkalouBaw oueHka Ha komnaeke
om napamempu (Bv3pacm, deHomun Ha kbpBeHe, uHguBugyaaHa papmakokuHemuka ((DK), cmaBHo 3gpaBe, ConomcmBawiu 3a60AA8a-
HUA U npugbpxkaHe koM mepanusma). MpegcmaBenu ca Bb3moXkHocmume 3a noBuwaBaHe Ha epekmuBHoCmMMa upes eAekmpoHHOMO
meguuuHcko yempotcmBo Ha Shire — myPKFIT. AHaAu3upaHu ca pe3yamamu om eguHcmBeHOMO 3ace2a paHgoMu3upaHo npoyyBaHe
3a ougHka Ha edekmuBHocmma u 6esonacHocmma Ha QK-unguBugyaausupara npoduaakmuka npu nauueHmu ¢ mexkka xemoQuaus A
¢ pekombuHaHmeH koazyaauuoHeH dakmop VIII (rFVIII) Advate®. [Juckymupa ce npeBb3xogcmBomo Ha nepcoHaAu3UpaHua nogxog U
codmyepHama My Bepcus kamo kauHuyHa aamepHamuBa Ha cmaHgapmHua npoduAakmuyeH peXum.

OP-55 (DENBA-40 TOQWHI NMPNAOXKEHWE
MPETAEL HA TPOMBO-EMBOANYHITE YCAOKHEHIA NP NALMNEHT C BPOAEHA
XEMOQUANA

CmosHoBa [

Kaunuka no gemcka kauHuuxa xemamonozus u oHkonozua (KIKXO),
YMBAA “Lapuua Aoaxna-NCYA»

Feiba® e peaucmpupan npe3 1978 2. npogykm. Om mozaBa gocez2a ca npoBegeHu gecemku KAUHUYHU u3numBaHus, koumo
gokasBam mepaneBmuuHama epekmuBHocm, epukacHocm u 6e3onacHocm Ha npogykma. Peguua nocmmapkemuHzoBu npoyyBa-
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HUA U Mema-aHaAusu gokasBam noasume u npegumcmBama Ha FEIBA npu uHgukauuume, 3a koumo npogykmom € paspeuweH. Tasu
npeseHmauus 0606wada Beuuku CNOHMAHHU U onucadu B MeguuuHckama Aumepamypa CAyyau Ha mpoMO0EMOOAUYHU YCAOXKHEHUS,
Bov3HukHaAu npu npuAazaHemo Ha Feiba npu nauueHmu ¢ BpogeHa xemoduausa, gokymeHmupaHu B 2a06aAHama 6a3a gaHHu Ha Shire
3a besonacHocm/ Shire’s global safety base/.lMoBeye om 7 mMuAuapga mexgyHapogHu eguHuuu Feiba (noBeye 2 MuAUOHA UHGY3UU) ca
OuAU gucmpubymupaHu npe3 pa3aaeXkgaHusa nepuog.

06wo 108 mpomboemBoAUYHU YCAOXKHEHUA ca buAu gokaagBaHu npu nauueHmu ¢ pasAudHU uHgukauuu (BpogeHa xemoduaus,
npugobuma xemoduaus, anticoagulation reversal, etc.). [loknagBaHama yecmoma Ha mpom60eMb0AUYHU YCAOKHEHUA € CpaBHUMa C
ny6AukyBaHume go MoMeHmMa gaHHu U nomBbpkgaBa npoguaa Ha 6esonacHocm Ha (Dediba B gbA2ocpoueH acnekm.

MoBeuemo om MpoMBOEMBOAUYHUME Cbbumusa ca Bo3HUKHAAU Npu HaAUYUEmMO Ha gonbAHUMEAHU npugpyaBawu puckoBu ¢ak-
mopu kamo conomecmBawo 3a60AABaHe U KOMOUHUPAHO AEYEHUE.

Tosu npeaaeg Ha Bcuuku MPOMBOEMBOAUYHU YCAOXKHEHUA € UgHEH U3MOYHUK 3a AeueHuemo u npeBeHuuama Ha kpoBousauBu npu
nauueHmume ¢ XeMo®UAUA C UHXUbUMOpU.

OP-56 FEIBA — HAREXOHWAT MAPTHbOP B XEMATOAOTNYHATA MPAKTNKA NP BPOAEHN I
NPNAOBNTI NHNXUBUTOPHIN XEMO@UANIN — 0630P HA KAMHWYHWUTE NPOYYBAHNA

[opaHoB C
MY — TaoBguB; YMBAA ,C8 leopau“ — MaoBguB

FEIBA e yoBewku naaameH npomeuH, 3aegHo ¢ akmuBHocm 3aobukardwa unxubumopa Ha @ VIII. MpunagaeXu kom m.Hap By pass
— nekapcmBeHu npogykmu u e peaucmpupaHa 8 Hag 60 cmpaHu. Vingukauuume Ha FEIBA BkalouBam, kakmo oBaagaBaHe Ha kpobBo-
U3AUBHU enu3ogu npu BpogeHa u npugobuma uHxubumopHa xemoduAua A u B, maka u maxHama npopurakmuka 3a npogbakumeneH
nepuog om Bpeme, BKA Npu UMYHOMOAEPAHCHA mepanus.

PasanegaHume ca pesyamamume om 6o2ama kAuHUYHa npozpama npoy4BaHus , obxBawiauia 3HayumeAeH 6pol nayueHmu u u
kpbBou3auBHuU enusogu B Hag 20 mexkgyHapogHu ueHmpoBe . MoAayyeHume pesyamamu 8 npoyyBaHusma u gaHHume om KAUHUYHama
npakmuka ca aHaAO2UYHU U egHONOCOYHU: Bucoka cmamucmuyecku gocmoBepHOCM N0 OMHOWeEHUE Ha edukacmHocmma u edek-
muBHocmma npu 0BragaBaHemo Ha kpbBousABuHume enu3ogu, kakmo 8 npodurakmuyeH pexum uau on— demant npuaoXkeHue. Pe-
3yamamume om 2 npocnekmuBHu, paHgomusupanu, kauHudHu npoy4yBaHua gaBam Heocnopumu gokasameacmBa, ye npoguaakmuka
¢ FEIBA 3 - 4 nomu cegmuy4HO 3Ha4umo noHukaBa obwama yecmoma Ha kpbBousauBume u cmaBHomo kbpBeHe, kamo ozpaHuyvaba
pa3Bumuemo Ha HoBu map2emHu cmaBu B cpaBHeHue ¢ AeueHuemo npu HyXga. o OmHoweHue Ha 6ezonacmHocmma - koM gHewHa
gama HAMA CbobWeHUA 3a mpaHecmucuA Ha Bupycume Ha hepatitis A, B, u C uau HIV undekuuusa, gedpuHumuBHo cBop3aHu ¢ FEIBA.
AHaAu3bm om npuAokeHUemo Ha Hag 7 GuAuoHa eguHuuu FEIBA npu Hag 2 000 000 uHdy3uu noka3Ba kpacHopeyuBo - mpomooem-
©oAuYHUME ycAoXKHEHUA ca pagkocm, a no Bpeme Ha Pro-FEIBA and PROOF npoyuyBaHusma, Bbobule He ca HabAlogaBaHu.

FEIBA e ymBopgeH u cuaypeH aekapcmBex npogykm om gecemuaemusn 3a 0BragaBaHe u npoduaakmupaHe Ha kpobBousauBHUME
£nu30gu Npu NauueHmume ¢ uHXubumopHa xemoguaus. Ype3s FEIBA He camo ce nogobpsABa kauecmBomo Ha »uBom , HO U ce ocuay-
pABa onmumaAHa ceMeliHa, NPOGECUOHAAHA U COUUAAHA peaganmauua Ha masu uskalouumeAHo Maaka 2pyna nauueHmu.

OP-57 FIRAZYR® (ICATIBANT) FOR ON-DEMAND TREATMENT ACUTE ATTACKS OF HAE

Beleva-Popova T
Shire

Firazyr is indicated for symptomatic treatment of acute attacks of HAE in adults with C1-INH deficiency. Firazyr is a selective
competitive bradykinin B2 receptor antagonist. Firazyr binds to the bradykinin B2 receptor on endothelial cells, preventing the binding of
bradykinin and the bradykinin-induced increase in vascular permeability which leads to angioedema. The efficacy and safety of Firazyr
for the treatment of acute HAE attacks were evaluated in three multicentre, double-blind, randomised, controlled Phase Il trials: FAST-1,
FAST-2 and FAST-3. Firazyr started working within an hour to relieve painful HAE attacks. Firazyr one-dose efficacy brings symptom relief
in 9 out of 10 patients. Firazyr is indicated for subcutaneous treatment for acute HAE attacks in adults, licensed for  self-administration.
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OP-58 IDENTIFICATION OF CYP2C19*2 ALLELIC VARIANT IN HEALTHY ALBANIAN POPULATION

Mugaj S, Ruka E?, Zoraqi G*

' Tirana University, Faculty of Natural Sciences, Department of Molecular Biology, Tirana, Albania
2 Tirana University, Faculty of Natural Sciences, Department of Molecular Biology, Tirana, Albania
® GJENOMA, DNA Analysis Laboratory, Tirana, Albania

Background: The polymorphic P450 isoenzyme, CYP2C19 metabolize many important drugs, such as omeprazole, colpidogrel,
mephenytoin, diazepam, citaloparam, imipramine, amitriptyline and clomipramine. Some allelic variants, which modify the enzymatic
activity are found in human populations, as CYP2G19 *2 and CYP2C19 *3. This polymorphisms gives rise to important inter-individual
and interethnic variability and plays a clinical role in therapeutic agents effectiveness. CYP2C19*2 allele, is a poor metabolizer (PM) allele
and was found in Balkan at various frequencies from 8 to 16%. The aim of this study is to determine the frequency of CYP2C19 genotype
and CYP2C19*2 allele frequency and to compare the data provided with previous findings in other Caucasian populations. Identifi
cation of CYP2C19*2 allele frequency in Albanianpopulation represent new genetic data, that complete the puzzle of Balkan region
for CYP2C19 gene variants.

Methods: We analyzed 100 unrelated, healthy Albanian individuals randomly selected from blood donors. In our study we have male
and female in equal proportion aged 37+14.48 years old. The polymorphism of CYP2C19 was carried out by the molecular technique
PCR-RFLP based in DNA amplification (PCR) and digestion by restriction enzyme Smal.

Results: By analyzing CYP2G19 gene, 59 subjects (59%) were homozygous for CYP2C19*1 allele, one (1%) was homozygous
for CYP2C19*2allele 40 subjects (40%) were heterozygous carriers of the two alleles. The frequency of wild type allele CYP2C19 *1 was
found to be 79.0% while the frequency of CYP2C19*2 allele was found to be 21.0%.

Conclusions: These results suggested a particular pattern of CYP2C19*2 allele in Albanian population. In our knowledge the frequency
of CYP2G19 *2 allele in Albania is the higher found in European populations. About 1/3 of Albanian population are intermediate and poor
metabolizers which should be taken in consideration by clinicians in determining the drug dosage of their patients based in genotyping
of CYP2C19gene.

Keywords: drug metabolism, CYP2C19, genetic polymorphism, Albanian population
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PP-01 MULTIDISCIPLINARY APPROACH AND SPEECH, OCCUPATIONAL, AND PHYSICAL
THERAPY IN A CASE OF SYNDROMA JOUBERT

Kavecan I, Redzek Mudrinic T, Privrodski B2, Savic R, Obrenovic M?

' Faculty of Medicine, University of Novi Sad, Institute for Children and Youth Heath Care of Vojvodina, Novi Sad/Serbia
2 Institute for Children and Youth Heath Care of Vojvodina, Novi Sad/Serbia

Background and aims: Purpose: Joubert syndrome is autosomal recessive rare disease, characterized by finding of complex
congenital malformation of the brainstem and agenesis or hypoplasia of the cerebellar vermis with key finding that comprises the molar
tooth sign on magnetic resonance images. Speech, occupational, and physical therapy lead to improved prognosis.

Methodology: Case report.

Results: We present the 20-months-old-child with facial dysmorphic features: prominent forehead, high rounded eyebrows, epicanthal
folds, hypertelorism, depressed nasal bridge, anteverted nostrils, convergent strabismus, otapostatic ears, tongue protrusion , with
nystagmus, developmental delay and hypotonia. MRI finding of central nerous system is characteristic with abnormal morphology
of cerebellum and vermis agenesis. The management of individuals with Joubert syndrome is supportive and related to the different
manifestations of the syndrome.

Conclusion: Joubert syndrome is rare disease with estimated prevalence of 1:100.000. This heterogeneous syndrome is in association
with genes on chromosomes: 6¢23, 2913, 12921, 8q22, 16q12, 3p12.3-q12.3, 4p15, 9934 and 11p12-q13. Developmental outcome in
Joubert syndrome is variable. Multidisciplinary approach and speech, occupational, and physical therapy should be ordered to improve
different manifestations of the syndrome.

PP-02 THE CASE OF THE TERMINAL DELETION OF LONG ARM OF THE CHROMOSOME 3

Kulbalaeva Sh, Kurakova V, Tsygankova M, Shcherbak Y, Galagan V

National children special hospital “OKHMATDET” Ministry of health protection of Ukraine,
The Center of Medical Genetics, Kyiv

Last years we have seen an increase of the number of patients with complaints complaining of mental, physical retardation and
speech delay who get an primary medical and genetic consultation in specialized Center of Medical Geneticsof the National Children\'s
Specialized Hospital "OKHMATDYT\". Among different syndromes which we detect in process of working, there are approximately 50%
- aneuploidy, 30% - microdeletion syndromes confirmed by fluorescence hybridization in situ, and 20% - unbalanced chromosomal
rearrangements.

Purpose: to improve the diagnostic of different microdeletion syndromes during genetic examination.

Methods: clinical, genealogical, standart chromosome analysis.

Results: The proband (child, 19 month) with complaints on chronic pneumonia, which was resist to the treatment, retardation of
psychomotor development and difficulty feeding was direct to the center of medical genetic. Anamnesis: first pregnancy, premature birth
(on the 36 week), born with weighing 1600 g, length of 43 cm, Apgar scores 6 points. At the time of the observation: weight - 5370 g
(-4 SDC), body length - 73 cm (-2 SDC), head circumference - 38 cm (-3 SDC). Phenotype: microcephaly, hook-shaped nose, bilateral
exophthalmos, microstomia, auricle deformation, blond hair with many curls, single creases on both hands, defective finger's line on
both footsteps, bilateral cryptorchidism. Abnormalities of the internal organs were not found. Standart chromosome analysis: 46, XY, del
(3)(g28),dn. Parents " s karyotype is normal. Thus, the results of a laboratory examination is allowed to confirm in the patient unbalanced
chromosomal abnormality - partial monosomy of the long arm of chromosome 3. it is known more than 36 cases of 3g28 monosomy,
and since 2001 it is called the syndrome.

For children with coarse delay physical and mental development recommended cytogenetic screening involving molecular diagnostic
methods.
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PP-03 MOLECULAR ANALYSIS OF AZF (AZOOSPERMIA FACTOR) GENE MICRODELETIONS WITH
QUADRUPLEX REAL TIME POLYMERASE CHAIN REACTION METHOD IN INFERTILE TURKISH
MALES

Koprululu G, Guney A
Marmara Medical School

Purpose: Our study was planned to realize molecular diagnosis of Y chromosome microdeletions by Quadrupleks Real-Time
Polymerase Chain Reaction method with using specific primers to the Sequence Tagged Site (STS) and by testing sensitivity of this
method, to determine clinical significance of microdeletion detection in infertile Turkish male

Our method is simple, cheap and quick and it has high confidence intervals than the other Y chromosome detection methods. In this
study, we intend to adapt this method to our own routine.

Methodology: In this study, 6 infertile male were selected and examined in terms of Y chromosome AZF gene microdeletions.
Peripheral blood samples were examined for Y chromosomes microdeletions by a Quadrupleks Real-Time Polymerase Chain Reaction
amplification of sequence-tagged-sites (STS) of Y chromosome.

Results: This 6 infertile male patients have Y chromosome microdeletion on different regions of AZF gene. A1 and A2 patients have
AZFa microdeletion. AZFa microdeletions can cause the maturation arrest.In this situation, couples can have a children with TESE method.

A3 patient has AZFa+b+c microdeletion. This type is associated with azoospermia.

A4, A5 and A6 patients have AZFa+c microdeletion. AZFc microdeletion can cause oligospermia, Sertoli Cell-Only Syndrome (SCOS).
In this phenotype, girls can reproduce normally, while the boys are born vicious.

In this study, we used Quadruplex Real-Time PCR method to show Y chromosome microdeletion detection in a high confidence
interval. In light of my reflections as a result of the study, the method is fast, simple analysis with high precision and without the risk of
contamination have reached the conclusion that | did.

PP-04 FCGR2A AND FCGR3A VARIANTS ARE NOT ASSOCIATED WITH RESPONSE TO RITUXIMAB
IN PATIENTS WITH B-CELL CHRONIC LYMPHOCYTIC LEUKEMIA

Pavkovic M, Angelovic R, Karanfilski O, Arangelovic E, Sotirova T, Trajkova S, Cadievski L, Cevreska L, Stojanovic A
University Clinic for Hematology, Medical Faculty, Skopje, Republic of Macedonia.

Purpose: Chronic lymphocytic leukemia(CLL) is the most common form of adult leukemia in Western world. Chemoimmunotherapy
with rituximab, fludarabine and cyclophosphamide (R-FC) has prolonged progression free survival(PFS) and overall survival in CLL
patients. com. FCGR2A is polymorphic and has two alleles: FCGR2A-H131 allele having a higher affinity for human 1gG2, comparing
to FCGR2A-R131. The gene for FCGR3A has also two polymorphic variant alleles: FCGR3A-158V variant with higher affinity for Fc
gamma receptor than 158F variant. These FCGR polymorphisms may influence antibody-dependent cytotoxicity(ADCC), complement-
dependent cytotoxicity(CDC) and direct proapoptotic effect. The aim of our study was to investigate a possible association of these two
polymorphisms with response to R-FC therapy in CLL patients.

Methodology: We have analyzed these polymorphisms in 90 CLL patients treated with R-FC. Median age of our patients was 62.7(36-
78) and 63% were male. Number of patients with stage Ill/IV disease was 65(72%). Median WBC count at the start of treatment was
68.5(34-173x109/L). Percentage of previously treated patients was 51/90(56.6%). Average numbers of R-FC cycles were 4.3 and median
PFS was 35.1 months. Median time of observation after treatment was 3.6 years (range:6 months-8 years). Response was evaluated
2 months after therapy according to National Cancer Institute(NCI) criteria. Complete response(CR) was achieved in 24/90(26.7%),
partial response(PR) in 56/90(62.2%) and no response in 10/90 (11.1%). DNA was isolated from peripheral blood mononuclear cells
and genotyping was performed by using PCR/RFLP methods. The distribution of genotypes was compared by using a chi-squared test
or Fisher’s exact test.

Results: Distribution of genotypes in our patients was: 33% H/H, 49% H/R and 18% R/R for FCGR2A and 43% V/V, 40% V/F and
17% F/F for FCGR3A. Rate of CR and PR were similar irrespective of the FCGR variants and our results did not demonstrate significantly
different genotype distribution for FCGR2A (p=0.8001) or FCGR3A (p=0.1019) in CLL patients with complete, partial or no response
to R-FC treatment.
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PP-05 CYTOTOXIC T-LYMPHOCYTE ANTIGEN-4 GENE POLYMORPHISM AND THE RISK FOR
CHRONIC LYMPHOCYTIC LEUKEMIA IN MACEDONIA POPULATION

Pavkovic M, Angelovic, R Terziev-Trpkovska S, Arangelovic E, Genadieva-Stavric S, Cevreska L, Stojanovic A
University Clinic for Hematology, Medical Faculty, Skopje, Republic of Macedonia.

Purpose: Cytotoxic T-lymphocyte antigen-4 (CTLA-4) is a glycoprotein molecule that is highly homologous to CD28 and reacts with
higher affinity to B7.1 and B7.2 on antigen-presenting cells. It is transiently expressed on the surface of activated T-cells and delivers an
inhibitory signal to the T cell. An A to G polymorphism at position 49 of the CTLA-4 first exon, which results in substitution of threonine
with alanine, has been associated with several autoimmune disorders like Graves' disease, Hashimoto thyroiditis and Type 1 Diabetes
mellitus. Some studies have reported association of this CTLA-4 polymorphism with the higher risk and susceptibility for Non Hodgkin
Lymphoma (NHL) and Chronic Lymphocytic Leukemia (CLL). The aim of our study was to investigate a possible association of this
CTLA-4 polymorphism with the risk for CLL in our population.

Methodology: We have examined this CTLA-4 polymorphism in 130 CLL patients. In our series, 30 of these 130 CLL patients had
a prior history of autoimmune hemolytic anemia (AIHA). Control subjects were 100 healthy individuals. Genotyping was performed by
using PCR-RFLP methods.

Results: Our results did not demonstrate significantly different GTLA-4 genotypes distribution in patients with CLL (G/G=16, A/G=53,
A/A=61) comparing with controls (G/G=10, A/G=39, A/A=51), p=0.777 and p=0.464 for allele frequencies. A strong correlation was
observed between the presence of the CTLA-4 G allele and the development of AIHA (CLL with AIHA, A/A=8, G/A=20, G/G=2, versus
CLL without AIHA, A/A=53, G/A=33, G/G=14; p=0.004). Interestingly, this correlation was less significant when we compared DAT
positive and DAT negative CLL patients, regardless of the presence of AIHA (p=0.021).

In conclusion, our results did not demonstrate significant difference in the distribution of genotypes or allele frequencies for CTLA-4
polymorphisms between the CLL patients and controls and it is not associated with susceptibility to CLL, contrary to the results from
other studies. But our data indicate that the G allele of CTLA-4 gene is more frequent in CLL patients with AIHA and/or anti-erythrocytes
antibodies.

PP-06 TUMOR NECROSIS FACTOR GENE POLYMORPHISMS AND THE RISK FOR CHRONIC
LYMPHOCYTIC LEUKEMIA IN MACEDONIA POPULATION

Pavkovic M, Angelovic R, Sotirova T, Karanfilski O, Arangelovic E, Genadieva-Stavric S, Cevreska L, Stojanovic A
University Clinic for Hematology, Medical Faculty, Skopje, Republic of Macedonia.

Purpose: Single nucleotide polymorphisms (SNP) in the genes for tumor necrosis factor beta (TNFB+252G/A) and tumor
necrosis factor alpha (TNFA-308G/A) have been associated with increased TNF production and interleukin-6 secretion. TNF has potent
proinflammatory effects, and is implicated in many inflammatory and autoimmune diseases, like inflammatory bowel disease, rheumatoid
arthritis, systemic lupus erythematosus, autoimmune thrombocytopenia and haemolytic anemia, but also they are associate with higher
risk for lymphoproliferative disorders like Non Hodgkin Lymphoma (NHL) and Chronic Lymphocytic Leukemia (CLL).

The aim of our study was to investigate a possible association of these gene polymorphisms (TNFB+252G/A and TNFA-308G/A)
with the risk for CLL.

Methodology: We have analyzed 130 patients with chronic lymphocytic leukemia and 120 healthy controls. Thirty of these 130 CLL
patients have also autoimmune hemolytic anemia (AIHA). Genotyping was performed by using PCR-RFLP methods.

Results: Our results did not demonstrate significantly different distribution of the TNFB+252 G/A genotypes and allele frequencies in
patients with CLL (G/G=18, A/G=43, A/A=69) comparing with controls (G/G=16, A/G=35, A/A=69), p=0.764 and p=0.544. We also
didn’t found significant differences in the genotype distribution or allele frequencies for TNFa-308G/A between CLL patients (G/G=97, G/
A=29, A/A=4) and controls (G/G=95, G/A=23, A/A=2), p=0.612 and p=0.318.

Our results demonstrated that the G allele of the TNFB+252G/A and A allele of the TNFA-308G/A were significantly more frequent
among the CLL patients with AIHA compared to CLL patients without AIHA, p=0.003 and p=0.0002. In conclusion, our results did not
demonstrate significant difference in the distribution of genotypes or allele frequencies for both polymorphisms between the patients
with CLL and controls contrary to the results from other studies in patients with NHL and CLL. But these data indicate that the G allele of
TNFB+252G/A and A allele of TNFA-308G/A are more frequent in CLL patients with AIHA suggesting that these two polymorphisms may
predispose to the development of AIHA in CLL patients.
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PP-07 BETA-1 ADRENERGIC RECEPTOR GENE POLYMORPHISMS WITH OBSTRUCTIVE SLEEP
APNEA SYNDROME IN EAST OF TURKEY

Gok 1", Huseyinoglu N*
1 Department of Bioengineering, Faculty of Engineering and Architecture, Kafkas University Kars,Turkey
2 Departments of Surgery, Actbadem Training and Research Hospital, Istanbul, Turkey

Aim:The sympathetic nervous system and the adrenergic receptors play an important role in regulation of daily sleep and circularity
system. This study explored the associations between functional polymorphisms of the ,beta-1(31)-adrenergic receptor genes and
obstructive sleep apnea (OSA) in patients and healty controls.

Methods: We determined the distribution of the Ser49Gly and Arg389Glu polymorphisms of the beta-1 adrenergic receptor gene
(ADRB1) in patients with obstructive sleep apnea syndrome as well as a control group in eastern Turkey. A total of 62 patients diagnosed
with obstructive sleep apnea in a sleep laboratory and 78 control subjects were examined. Peripheral blood samples were taken from
patients diagnosed with obstructive sleep apnea by polysomnography. DNA was extracted from blood samples and amplified using
polymerase chain reaction. Amplification products were digested with restriction enzymes (Eco0109I and Bcgl) to investigate gene
polymorphisms. Restriction products were extracted from agarose gel electrophoresis and polymorphisms were analyzed using gel
images.

Results: The Ser49Gly polymorphism was observed in 11 of 62 (17.5%) patients and in 10 of 78 (13%) controls. The Arg389Gly
polymorphism was observed in 18 of 62 (29 %) patients and in 11 of 78 (13.5%) controls.

In conclusion, there was no correlation among polymorphic frequencies between patient and control groups. Based on the results,
these polymorphisms do not contribute to Ser49Gly the clinical diagnosis of this syndrome. However, the distribution of Arg389Gly
polymorphisms may contribute to patients with a body mass index greater than 30 (P < 0.05).

Keywords: ADRB1 gene polymorphisms; Obstructive sleep apnea syndrome Body mass index; Restriction fragment length
polymorphism; Turkish population;

PP-08 SHORT-BOWEL SYNDROME IN THE NEONATAL PERIOD

Gatseva P, Atanasova V, Gencheva A, Yonov M, Yoncheva D, Valerieva E
Clinic of Neonatology, UMHAT Dr. G. Stranski, Pleven

Short-bowel syndrome is a disease, clinically characterized by malabsorption, diarrhea, steatorrhea, fluid and electrolyte imbalance
and malnutrition. The outcome in all cases of the syndrome is functional or anatomical loss of large segments of the small intestine,
resulting in serious compromise of the absorptive capacity. We present a brief review with physiology of the small and large intestines,
etiology of the syndrome, adaptation, treatment, complications and prognosis. We report six clinical cases from our practice. Five of the
children are prematurely born in the 33rd to 35th gestational week, one is delivered on term. In five of the children there is an anatomical
defect: in two - gastroschisis, the other three - small intestinal atresia at different levels with a subsequent microcolon. The sixth child is
premature, developing a complication in the early neonatal period - necrotizing enterocolitis with small intestine perforation. After the first
surgical intervention in all infants, adaptation is problematic, enteral nutrition - incomplete, parenteral nutrition - life-saving. Complications
are recorded. A clinical picture of malnutrition and severe energy deficiency is developed. Four of the patients died in early infancy without
reaching a second stage of surgical intervention. Two children survive and receive a surgical correction, one of which is diagnosed
afterwards in childhood with cerebral palsy and cystic fibrosis, and the other child develops to date without any problems.

PP-09 DIAGNOSIS OF MYELOPROLIFERATIVE NEOPLASMS USING MOLECULAR METHODS
FROM SINGLE CENTRE EXPERIENCE

Angelovic R, Pavkovic M, Georgievski B, Stojanovic A", Cevreska L', Arangelovik E', Gorgoski I?, Mladenov M?

1 Uiversity Clinic for Hematology, Medical Faculty,Skopje,Republic of Macedonia
2 Faculty of Natural Sciences and Mathematics, Skopje, Republic of Macedonia

Myeloproliferative neoplasms (MPNs) are clonal disorders of the multipotent hematopoetic stem cells which result in uncontrolled
produce of the myeloid line of cells. This group of diseases consist of the following entities: Chronic myelogenous leukemia (CML),
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Polycytemia vera (PVR), Essential trombocytemia (ET), and Primary myelofibrosis (PMF). Although they derive from one cell, management
of the MPNs is not uniform. The precise differentiation is an imperative in the management of these diseases.

The aim of this study was evaluation of the hematological, biochemical and molecular diagnostic parameters in patients with MPNSs.

We have analyzed hemoglobin level, erythrocytes, leukocytes and thrombocytes count in 143 patients (63 men and 80 women) with
median age of 61 (range 16-88) diagnosed with MPNs in our Clinic in the last 5 years. We have evaluated LDH values and LAP score
in all patients. The presence of BCR-ABL oncogene was investigated by RT-PCR methods. JAK2V617F mutation was analyzed by allele-
specific PCR and confirmed with RFLP method.

The highest haemoglobin values and erythrocyte count were detected in PV patients. The leukocyte count was highest in CML
patients. The highest values of trombocytes were determined in ET patients. High LDH values were more common in patients with CML
and PMF. Low LAP score was specific for CML patients. Molecular analysis confirmed the presence of BCR-ABL oncogene in all CML
patients. B3/a2 transcript was present in 64,3%, while b2/a2 was present in 35,7% of CML patients. . JAK2V617F mutation was positive
in 62,4% of patients with BCR-ABL negative myeloproliferative neoplasm JAK2V617F mutation was detected in 86,4% of patients with
PV and 59,2% of patients with ET.There was a significant correlation between the diagnosis and the presence of JAK2617F mutation. In
conclusion, the molecular testing of bcr/abl oncogene and the JAK2V617F mutation are mandatory for the diagnosis and the therapy of
patients with MPNs.

PP-10 CYTOTOXIC T-LYMPHOCYTE ANTIGEN-4 GENE POLYMORPHISMAND THE RISK FOR TYPE
2 DIABETES IN MACEDONIA POPULATION

Arangelovic E ', Pavkovic M ', Angelovic R ', Percan V 2, Laban-Guceva N 2, Petlichkovski A °, Spiroski M ®, Stojanovic A .

' University Clinic for Hematology, Medical Faculty, Skopje, Republic of Macedonia
2 University Clinic for Endocrinology, Medical Faculty, Skopje, Republic of Macedonia
® Institute for Immunobiology and Human Genetics, Medical Faculty, Skopje, Republic of Macedonia

Purpose: Cytotoxic T-lymphocyte antigen-4 (CTLA-4) is a CD28 homologue which plays an important role in negative regulation
of T cell response. It is transitly expressedon the surface of activated T-cells and delivers an inhibitory signal to the T cell. An A to G
polymorphism at position 49 of the CTLA-4 first exon, which results in substitution of threonine with alanine, has been associated with
several autoimmune disorders like Graves’ disease, Hashimoto thyroiditis andType 1 Diabetes mellitus. Some studies have reported a role
of this CTLA-4 polymorphism in the susceptibility and clinical form of type 2 diabetes also. The aim of our study was to investigate a
possible association of thisCTLA-4 polymorphism with the risk and susceptibility for type 2 diabetes in Macedonia.

Methodology: We have examined this CTLA-4 polymorphism in 95consecutive patients with type 2 diabetes and 120 healthy controls.
Genotyping was performed by using PCR-RFLP methods.

Results: Median age of our patients with type 2 diabetes was 64.8+7.6 years and 43 (41%) were males. Median duration of
diabetes was 12.5+5.8 years. Number of patients on insulin at the moment of analysis was 43(45%). Median duration of insulin
treatment was 5.6+5.1 years. Average HbA1c was 8.5+2.0%. Number of patients with diabetic retinopathy was 54(57%).0ur results
did not demonstrate significantly different distribution for CTLA-4 genotypes in patients with type 2 diabetes (G/G=9, A/G=42, A/A=44)
comparing with healthy controls (G/G=12, A/G=46, A/A=62), p=0.68. There was no significant difference in the allele frequencies
between patients with type 2 diabetes (G=60, A=130) and healthy controls (G= 70, A=170), p=0.588.

In conclusion, our results did not demonstrate significant difference in the distribution of genotypes or allele frequencies for CTLA-4
polymorphisms between the patientswith type 2 diabetes and controlsin Republic of Macedonia.

PP-11 METABOLISM OF VITAMIN D SYSTEM IN CHILDREN WITH AUTISM SPECTRUM
DISORDERS

Biletska S

Kharkiv Interregional Specialized Medical Genetic Gentre — Gentre of Rare (Orphan) Diseases, Kharkiv, Ukraine
Kharkiv Research Institute of Medical Genetic of Kharkiv National Medical University, Ukraine

Introduction: The frequency of autistic spectrum disorders (ASD) over the past 5 years has increased from 1:110 to 1:68 and
continues to grow. An important role in etiopathogenesis of ASD is given to metabolic disorders, in particular, to the disorder of
metabolism of vitamin D system, which plays one of the leading roles in maintaining the epigenetic health of the organism.
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Purpose: To study the state of vitamin D metabolism in children with ASD for the development of examination algorithms and
pathogenetic treatment.

Results: We examined 130 children: 86 with ASD and 44 neurotypical. The polymorphism Bsml of the VDR gene was studied: bb
(pathological homozygote) — 13 (15.20%) and 0 (0%), respectively, Bb - 43 (50.00%) and 26 (59.09%), BB - 29 (33.72%) and 18 (40.90%).
95% of children with ASD showed a decrease of 25-0H-D level in the blood, whereas in the control group in only 9% cases. polymorphic
variants of the genes mutilation cycle were studied: an increase in the frequency of MTHFR 677 C/T polymorphisms (47.67% and 36.36%,
respectively), MTHFR 677 T/T (9.30% and 6.82%), MTRR 66 G/G (31.40% and 25.00%), MTR 2756 A/G (44.19% and 34.09%).

Conclusions: The specific weight of vitamin D3 deficiency in children with ASD occupies one of the leading places; diagnosis and
correction of vitamin D deficiency in children with ASD should be part of the examination and treatment algorithms.

PP-12 THE CASE OF A COMBINATION OF FOLATE TRANSPORTER,
METHYLENETETRAHYDROFOLATE REDUCTASE AND PYRIDOXINE DEFICIENCY IN CHILD WITH
EPILEPSY AND PSYCHOMOTOR AND SPEECH RETARDATION

Grechanina O, Zabyelina O, Kanyuka M

Kharkiv Interregional Specialized Medical Genetic Centre — Gentre of Rare (Orphan) Diseases, Kharkiv, Ukraine
Kharkiv Research Institute of Medical Genetic of Kharkiv National Medical University, Ukraine

Introduction: The study of the folate-methionine cycle KhISMGC-CR(0)D (together with the University of Houston, USA, R. Matalon)
has been engaged since 2007 (0. Grechanina, Y. Grechanina). Over 11,000 patients with suspicion of metabolic disorder were examined.
The accumulated experience makes it possible to demonstrate extremely rare combinations of metabolic disorders.

Purpose: To study the clinical manifestations of a combination of folate deficiency, the deficiency of methylenetetrahydrofolate
reductase and pyridoxine in the case of a clinical case.

Description: Boy D., 2 years, complaints: delay in psychomotor and speech development, epilepsy, episodes of apnea after an attack.
In the phenotype: the marbling of the skin, pronounced subcutaneous venous network, submicrocephaly, deformity of the thorax. At the
examination: increased methionine, homocysteine; reduced pyridoxine, serine in the blood. When carrying out the DNA analysis of the
gene RFC-1 (folate transporter) — genotype 27Arg/Arg (pathological homozygote); of the polymorphisms MTHFR 677 T\\T (pathological
homozygote), MTRR 66 A\\G, MTR 2756 G\\G (pathological homozygote). Treatment: hypomethionine diet, vitamin B6, 5-MTHF, betaine.
On the background of therapy, the child has a significant positive dynamics - improved motor skills, seizures are stopped.

Conclusions: The case demonstrates a complex and rare combination of metabolic disorders in a child with a delay in psychomotor
and speech development. Early diagnosis and individually selected therapy made it possible to achieve relief of epicas and improve
development.

PP-13 ESTIMATION OF RELATIVE TELOMERE LENGTH IN DIFFERENT MSCS

Popovic B
Institute of Human Genetics, School of Dental Medicine, University of Belgrade, Serbia

Purpose: The aim of this study was to estimate and compare prolifretive capacity of various human mesenchimal stem cells (MSTs)
by evaluating relative telomere length (RTL).

Methodology: For estimation of telomere length was used DNA isolated from periphral blood (PB-MSCs), umbilical cord (UC-
MSCs), adipose tissue (AT-MSCs), dental pulp (SHEDs), periodontal ligament (PDL-MSCs), and bone marrow stromal cell line (HS-5) as
reference sample. Using quantitative real-time PCR was determined RTL by ordering dd Ct value.

Summary of results: A statisticaly significant difference in RTL values was observed between various MSCs, as well as at lower
(p=0.04) and higher (p=0.009) passages among analyzed MSCs. The median RTL values showed decresing trend from the lower to
higher passages in the following order: from 13.03 to 10.46 in PB-MSCs, from 6.06 to 3.60 in UC-MSCs, from 3.35 to 2.08 in PDL-
MSCs, from 2.3 to 1.4 in SHEDs, and from 2.14 to 1.52 in AT-MSCs. According to our data, a statisticaly higher RTL value in PB-MSCs
compared to others analyzed MSCs might suggest to their greater prolifertive capacity. Contrary, a lower telomere length at MSCs from
UC, PDL, SHEDs, and AT might indicate to their reduced proliferative capacity. However, shortening of telomere length probably lead to
loss of self reneval potency, with specific rate in different MSCs and their passages, and that characteristic could be usefull marker in
estimation of MSCs in clinical protocols.
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PP-14 COMPARATIVE STUDY OF THE EFFECT OF TOTAL EXTRACT FROM HABERLEA
RHODOPENSIS LEAVES AND VITAMIN C ON THE CELL VIABILITY OF LYMPHOCYTES ISOLATED
FROM PERIPHERAL HUMAN BLOOD

Petrova-Tacheva V', Alekova S, Popov B, Ivanov V?

' Department of Molecular Biology, Immunology and Medical Genetics

2 Department of General medicine and Ophthalmology

® Department of Neurology, Psychiatry and MDS, Section ,Medicine of the disaster situations"
Faculty of Medicine, Trakia University, 11 Armejska str., Stara Zagora, Bulgaria

Introduction: Haberlea Rhodopensis Frisv. (HR) is an evergreen plant of the family Gesneriaceae, the subfamily Didymocarpeae.
What is characteristic of it is that it is a biohidric biological type, as well as a Balkan endemic species and a relic of the pre-glacial era. In
Bulgaria it is mainly found in the Rhodopes and in some parts of Sredna Gora and Central Stara Planina. In the recent years, it has been
found that the total extract of HR has an antibacterial, anticlastogenic and antioxidant activity.

Aim: The aim of the research was to perform a comparative study of the effect of the extract of leaves from HR and L-Ascorbic acid
on the cell viability of mononuclear cells isolated from peripheral human blood by an MTT assay and by a test with trypan blue staining.

Materials and methods: Venous blood was taken from 5 healthy volunteers with subsequent isolation of the mononuclear cell
fraction. Cell cultures were made containing RPMI-1640 medium supplemented with L-glutamine, 10% fetal bovine serum, 1% by volume
of a mixture of antibiotics and antimycotics, a part of the cell mixture, the plant extract at different concentrations (from 0.1 to 20 pl/ml)
or L-Ascorbic acid. The cell cultures were cultured for 12 hours at 37° G, after which the cell viability was assessed by MTT assay and
the trypan blue staining test.

Results and Discussion: The results of the trypan blue staining test show that the administration of a 0.1 mM solution of L-ascorbic
acid does not result in a statistically significant decrease in cell viability, whereas administration of the HR extract at concentrations of 2
pI/ml to 20 pi/ml significantly reduces the cell viability of the cell cultures studied.

In the MTT test, the values obtained vary considerably, requiring more extensive research for their accurate interpretation.

PP-15 THE MLL REARRANGEMENTS WITH ADDITIONAL CHROMOSOMAL ABBERATIONS IN
PATIENTS UNDER ONE YEAR OLD WITH AML (TWO CASES)

Mazurenko L, Kreminska O, Muratova Y, Smolenska T, Ponomarenko T, Sharamok O
National children’s Specialized Hospital “OKHMATDYT” Ministry of health protection of Ukraine

Purpose: Pediatric acute myeloid leukemia (AML) is a rare clinically and genetically heterogeneous disease with incidence of 7 cases
per 1000000 children.

Patient’s initial response to treatment and prognosis is largely determined by the presence of cytogenetic abnormalities and genetic
lesions. Recurrent cytogenetic abnormalities, such as 11g23/MLL-rearrangements, predict outcome. Depending on the method of detection,
the overall incidence of 11923 abnormalities among children with AML ranges from 15% to 25%. In children younger than 2 years, the
peak incidence of 11923/MLL gene rearrangements is 50%-60%. By contrast, the incidence of 11923 abnormalities in adults with AML
is approximately 5%, and these abnormalities are rarely seen in patients older than 60 years. > 60 different translocation partners have
been identified, and new partners are still being reported to add to the diversity of MLL-rearranged leukemia. Additional cytogenetic
aberrations (ACA) occurred in about one-half the MLL-rearranged AML cases and have independent prognostic significance in pediatri
11g23/MLL-rearranged AML, and the mechanism underlying these prognostic differences should be studied. Considering the rarity of the
disease, 2 new cases of the 11g23/MLL-rearranged AML, associated with ACA and complex karyotype (3 abberrations) in children < 2
years can supplement knowledge about this form of leukemia.

PP-16 RING CHROMOSOME 15 SYNDROME IN A NEWBORN BABY FROM BULGARIA — A
CLINICAL CASE

Kovacheva K, Kamburova Z', Atanasova V2, Hristov A%, Georgieva D *

' Section of Medical Genetics, Medical University of Pleven, Bulgaria
2 Department of neonatology, University Hospital of Pleven, Bulgaria
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Ring chromosome 15 /r(15)/ syndrome is a rare structural chromosomal abnormality, described for the first time by Jacobsen in
1966. Up to now less than 50 patients have been reported in the world, and to our knowledge there is no reported case in Bulgarian
literature.

Ring chromosome 15 syndrome is associated with a wide spectrum of anomalies, with the common main characteristics: growth
retardation (100%), variable mental retardation (95%), microcephaly (88%), hypertelorism (46%) and triangular face (42%). Excluding a
few reported cases of ring (15) diagnosed prenatally, based on some ultrasound markers, most of the described in literature cases are
of old patients or children at average age of 8.1 years.

We report a case of r(15) syndrome, diagnosed in a newborn female Bulgarian baby. The patient, product of the first pregnancy to 24
year old mother and 30 year old father, is born per vias naturalis at 38 weeks’ gestation with low neonatal parameters: birth weight 2500g,
height 43 cm. She presented dysmorphic features: microcephaly, triangular face, hypertelorism. Chomosomal analysis found karyotype
46, XX, ring (15)(p11.2-926.3). The karyotypes of her parents were normal. The follow up of the girl till now reveals at 9 months age she
has feeding difficulties and growth delay.

Most of the reported cases of r(15) are diagnosed at late age of the patients (mean age 8.1 years). We succeed to diagnose r(15)
syndrome in newborn baby based on the presence of growth delay and dysmorphic features at birth. The following reexamination of
patient would reveal the dynamic of phenotypic features of the syndrome over the time.

Keywords: ring chromosome 15, newborn baby, growth delay

PP-17 CHROMOSOMAL ABNORMALITIES AND Y CHROMOSOME MICRODELETIONS IN
BULGARIAN MALE WITH AZOOSPERMIA OR SEVERE OLIGOSPERMIA

Kovacheva K, Kotsev R?, Konova E?, Rilcheva V2, Kamburova Z', Simeonova M

' Section of Medical Genetics, MU — Pleven
2 Clinic of Urology, MU — Pleven
3 MC CIRM, Pleven

Male infertility is a complex disease with participation of many different causal factors. Genetic abnormalities are thought to play
important role in multifactorial etiology of male infertility. Aim: In order to investigate the proportion of genetic causes in etiology of male
infertility, genetic examination for chromosomal abnormalities (CA) and microdeletions of Yq chromosome (delYq) was carried out in Bul-
garian males with severe infertility. Materials and methods: For the study period (2007-2016), cytogenetic analysis by GTG-banding was
carried out in 137 infertile men (58 patients with azoospermia and 79 patients with severe oligozoospermia) and molecular testing for AZF
region microdeletions of Y chromosome by multiplex PCR, was carried out in 109 infertile men (including 63 patients with azoospermia
and 46 patients with severe oligozoospermia). Results: Chromosomal abnormalities were found in 16.8% (23/137) of all investigated
infertile men. The frequency of CA was 20.7% (12/58) in subgroup of patients with azoospermia and 13.9% (11/79) in patients with
oligozoospermia. The established frequency of delYq was 5.5% (6/109) in overall group of infertile male and higher - 9.5% (6/63) in
subgroup of patients with azoospermia. No delYq was detected in subgroup patients with oligozoospermia. The overall proportion of the
two genetic factors was higher 30.2% in patient with azoospermia and 14% in men with oligozoospermia. In conclusion, chromosomal
abnormalities and Yq microdeletions are important genetic factors in etiology of male infertility, accounting for about 22% of cases with
severe infertility in Bulgarian men. Genetic testing should be a routine part of examinations in infertile males, giving helpful information
about the cause of the problem. Along with genetic counseling, by assessing the possible genetic risk they provide opportunity for the
best choice of an appropriate technique for assisted reproduction of the couple.

Keywords: male infertility, genetic causes, chromosomal abnormalities, Y chromosome microdeletions
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PP-18 KNNHNYEH CAYYAIl HA HOBOPOZ,EHO MOMIYE C ICHTHYOSIS CONGENITA, PE3YATAT
0T MYTALNA B ALOX12B NEHA

KoBaueBa K', KambypoBa 3", TogopoB T2 TogopoBa AZ, MempoBa B', CmankoB M, AmaxacoBa B®, eukoBa H*

' Cekmop ,Meguuutcka 2eHemuka”, MY — MaeBeH
2 TMOA ,leHuka”, Codus
® OmgeneHue no HeoHamonoaus, MY — MaeBeH

MoHAamuemo ABmo30oMHO peuecuBHa BpogeHa uxmuo3a (APB) ce omHaca 3a 2pyna om pegku 3a60AABaHuUA Ha kepamuHu3auusama,
knacuduuupanu kamo HecuHgpomHa dopma Ha Mxmuo3a. Tasu 2pyna e uskAlouumeaHo xemepozeHHa, kakmo kauHuyHo /BkalouBa La-
mellar Ichthyosis, Gongenital Ichthyosiform Erythroderma, Harlequin Ichthyosis u gp./, maka u 2eHemuyHo (omkpumu ca geBem 2eHa,
acouuupawu ¢ APBI). Had-yecmo APBI ce u3aBaBa kauHuuHo npu pakgaHe nog ¢opmama Ha Collodium baby /CB/, ¢ yecmoma
1:50000 go 1:100000 paxkgaua 3a EBponelickume nonyAauuu. 3a BbAzapckama nonyaauusa auncBam ny6aukyBaHu gaHHU OMHOCHO
yecmomama U MymauuoHHua cnekmop Ha APBIA. MocmHamaaHu ycAoXkHeHUA u cvopm ce onucBam cbomBemuo 68 40% u 11% om
cAyyaume Ha GB.

MpegcmaBame cayyal Ha HoBopogeHo momuve ¢ Collodium baby. bebemo e pogeHo npexgeBpemeHHo 8 36-37 2.c. ¢ onbHama,
NockaBa koka u MaagopmamuBHU cmuaMu: eKmponuoH, MaAku AOWO MOgeAupaHu ywu, kbca wus, bpaxugakmuaua ¢ HegopasBumu
Hokmu. KoxkHusm cmamyc noka3Ba munuyHa 3a BpogeHama uxmuo3sa (BU) eBoalouus: geckBamauus Ha noBbpxHOCMHUA CAOl Ha egpu
AaMEeAU ¢ nogaeXkawa paHuma koxka, 06pa3syBaHe Ha gbAGOKU, CoA3ALLU paz2agu, ¢ AuMpHA meyHocm. B caegBauume gHU CoCmoAHUemo
Ha bebemo ce BaowaBa nopagu pasBuaua ce cmaduaokokoB cencuc u gememo eksumupa Ha 5-uA geH cAeg pakgaHemo.

Mopagu 6bp3usA xog Ha yCAOKHEHUAMA, 3aBbpLWIUAU C AEMaAEH U3X0g, NPU gememo He e B3em BUAO2UYEH MamepuaA 3a 2eHemuyHa
guazHocmuka. MoAekyaspHO-2eHeMUYHUAM aHaAu3 npu Madkama, 3anoyHaa ¢ gupekmuo cekBeHupaHe Ha TGM1 2eHa, kodmo e ¢ Had-
20AM gAA B emuoAozuama Ha APBI1 (no AumepamypHU gaHHU), He ycmaHoBu 2eHemuyHu gedekmu. 3caegBaHemo Ha caegBawiua no
yecmoma 2eH - ALOX12B, nokasa Haauyue Ha mymauusa ¢.1562A>G (B8 xemepo3u2omHo cbecmosHue). Cowusam moAekyreH gedekm
ce nomBopgu u npu bawama.

MocmaBaHemo Ha MoYHa KAUHUYHA U 2eHeMUYHA guazHo3a npu cAyyau Ha BU, gaBa BvamoxkHocm 3a HaBpemeHHa u agekBamHa
2eHemuyHa koHcyamauusa u edpekmuBHa npoduaakmuka (npeHamaaHa guazHocmuka) Ha 3a6oaaBaHemo B 3acezHamume cemedcmBa.

MpegcmaBeHusm om Hac cAyyall We gonpuHece 3a 0602amaABaHe Ha 3HaHUAMA, OMHOCHO Yecmoma U 2eHeMUYHUA cnekmbp Ha
BlA, 3a bva2apckama nonyaauus.

KnloyoBu gymu: BpogeHa uxmuosa, Ichthyosis congenita, Collodium baby, ALOX12B

PP-19 THE PRESENCE OF PREMUTATION IN THE FMR1 GENE IN PATIENTS WITH CLINICAL
PICTURE OF DEGENERATIVE ATAXIA, TREMOR AND PARKINSONISM

Pesic M, Marjanovic A2, Radivojevic D°®, Cirkovic S* Grk M, Dusanovic Pjevic M, Novakovic |', Dobricic V2, Dragasevic
Miskovic N*

' Institute of Human Genetics; Faculty of Medicine, University of Belgrade, Serbia
2 Neurology Clinic, Clinical Centre of Serbia; Faculty of Medicine, University of Belgrade, Serbia
% Institute for Mother and Child Healthcare; Faculty of Medicine, University of Belgrade, Serbia

Statement of purpose: Fragile X-associated tremor/ataxia syndrome (FXTAS) is a neurodegenerative disorder found among some
male and female carriers of the permutation expansion (55-200 CGG repeats) of the fragile X mental retardation 1 (FMR1) gene. It is
considered to be related to mRNA toxicity which results in sequestration of proteins and mitochondrial disfunction. Principal features
include intention tremor, cerebellar ataxia, Parkinsonism, brain atrophy, brain white matter disease, and cognitive decline. The aim of our
study was to determine the frequency of premutation in the FMR1 gene in patients who meet the criteria for diagnosis of possible FXTAS.

Methodology: The study included 100 patients, 67 men and 33 women, with clinical picture of degenerative ataxia, tremor and Par-
kinsonism with negative molecular-genetic testing for autosomal-dominant spinocerebellar ataxias (SCA1, 2, 3, 6, 7 and 17) in whom the
disease began after the age of 49. Molecular-genetic testing was performed by specific amplification of CGG repeats in the FMR1 gene.

Summary of results: We detected the presence of premutation in the FMR1 gene in 2% of patients with 83 and 58 CGG repeats,
respectively. The presence of FMR1 allels with 41 CGG repeats was found in 2% of patients. The average number of CGG repeats in the
allele was 29.2 + 7.2 (27.9 - 30.5). The number of repeats in the allele had a bimodal distribution with the highest frequency of alleles
with 29-30 and 23-24 CGG repeats.

52




12" BALKAN CONGRESS OF HUMAN GENETIC; 8" NATIONAL CONFERENCE FOR RARE DISEASES
8-10 September 2017 — Plovdiv, Bulgaria

Fragile X-associated tremor/ataxia syndrome should be considered in the differential diagnosis of patients with movement disorders
and dementia, especially when there is a strong family history of movement disorders/diseases from the spectrum of autism. Parkinson-
ism and gait ataxia may also be seen in individuals with 41 CGG expansions.

PP-20 THE ANALYSIS OF ENOS 4A/B POLYMORPHISM IN SURGICAL PATIENTS WITH
SECONDARY PERITONITIS

Maksimovic N, Doklestic K#?, Grk M', Damnjanovic T', Jekic B, Novakovic '

' Institute of Human Genetics, Faculty of Medicine, University of Belgrade, Serbia
2 Clinic for Emergency Surgery, Clinical Center of Serbia, Belgrade, Serbia
® Faculty of Medicine, University of Belgrade, Serbia

Purpose: Secondary peritonitis is a peritoneal inflammation caused by perforation, necrosis or penetrant injuries of gastrointestinal
tract. Although significant progress in surgical treatment and intensive care has been made secondary peritonitis still remains a life threat-
ening condition. For identification of patients who have high risk of developing severe sepsis and multiple organ disfunction syndrome
(MODS) genetic information might be of great importance. Under conditions of sepsis and endotoxemia nitric oxide (NO) is syntetized
by endothelial nitric oxide synthase eNOS. NO acts as a central vasoactive supstance important for maintaining an appropriate blood
flow to vital organs such are lungs, kidneys and liver. Also, NO production has been associated with the upregulation of proinflammatory
cytokines. The aim of our study was to analyze the association of eNOS 4a/b VNTR polymorphism with the outcome of surgical patients
with secondary peritonitis.

Methodology: Our study included 70 surgical patients treated at the Clinic for Emergency Surgery due to the gastrointestinal perfora-
tion and secondary peritonitis. We analyzed biochemical parameters: leukocite count, neutrophil count, serum C reactive protein level and
procalcitonin level and surgical outcome: development of sepsis, severe complications and mortality. eNOS 4a/b VNTR polymorphism
genotypes were detected by simple PCR method.

Results: The analysis of eNOS 4a/b VNTR polymorphism showed no significant association between analyzed biochemical param-
eters, morbidity and mortality in surgical patients with secondary peritonitis. However, when we analyzed only patients with Gram positive
infections 4b/b genotype was significantly associated with ICU stay (p=0.036). We also observed that only patients with 4b/b genotype
have developed MODS and acute respiratory distress syndrome (ARDS) but the results were not statisticaly significant. Our results sug-
gest that eNOS 4a/b polymorphism could influence the risk of severe complications in patients with secondary peritonitis however these
preliminary results should be confirmed on a larger group of patients.

PP-21 THE ROLE OF MOLECULAR GENETIC ANALYSIS IN THE DIAGNOSTICS OF CONGENITAL
HEART DISEASES

Tsaneva S "2, Todorov T', Genova J', Yordanova |2 Maver A*®, Peterlin B* Mitev V? Todorova A™?

' Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria
2 Department of Medical Chemistry and Biochemistry, Medical University Sofia, Bulgaria
® Clinical Institute of Medical Genetics, Division of Obstetrics and Gynecology, University Medical Center, Ljubljana, Slovenia

Heart disorders are the most common type of birth defects, accounting for more than 30% of all infant deaths. Such examples are:
DiGeorge syndrome, Hypoplastic left heart syndrome, etc.

By MLPA analysis we established the genetic cause of congenital heart defect in five fetuses out of 36 tested (14%). In three of them
a deletion in the gene locus 22q11.21 responsible for DiGeorge syndrome was found. In the remaining two fetuses microduplication in
22q11.21 region (SNAP29 gene) and the presence of additional genetic material in the 22q11-q13 region were identified respectively, which
are associated with variable phenotype including congenital heart defects and other malformations. Based on the published data and our
preliminary research we propose a diagnostic algorithm which detects the genetic reasons for congenital heart diseases (CHD) established
prenatally during ultrasound examination. The first step is DNA analysis which aims to detect the most common chromosomal abnormalities:
trisomy 21, 18, 13, and aneuploidies concerning the sex chromosomes. The second step is MLPA analysis for DiGeorge critical regions
followed by screening for large deletions/duplications along the genes associated with congenital heart defects. In case of hypoplastic left
heart syndrome we proceed with sequencing of the genes GJA1 and NKX2-5.

Moreover, by NGS we clarified two CHD cases. The first case is a patient with dilated cardiomyopathy, heterozygous for p.GIn1916X in
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the MYH7 gene. The segregation analysis in the family showed the same heterozygous variant in the patient’s father who died before the
age of 40 with diagnosis of Emery-Dreifuss muscular dystrophy. The second case is a patient with clinical diagnosis Long QT syndrome,
heterozygous for p.Ala561Val in the KCNH2 gene.

Verifying the genetic cause of the heart defect allows not only determining the accurate diagnosis, prevention and therapy after birth, but
also the accurate genetic counseling and family planning.

The study was partially supported by Medical University Sofia, Grant number [1-61/2017.

PP-22 PRESENCE OF HIGH RISK HUMAN PAPILLOMA VIRUSES IN NONINVASIVE URINE
SAMPLES WITH MOLECULAR PROFILE FLUCTUATIONS FOR PROSTATE CANCER, CYTOLOGICALLY
CONFIRMED

Kavrakova A "2, Todorova A "2, Anachkov K2, Yanev K®, Mitev V'

' Department of Medical Chemistry and Biochemistry, Medical University Sofia, Bulgaria
2 Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria
% Department of Urology, UMBAL Aleksandrovska, Sofia, Bulgaria

The aim of the study is to investigate noninvasive urine specimens in suspected prostate cancer (PCa) patients by a combinative panel
of PCA3, TMPRSS2-ERG fusions and GSTP1 promoter hypermethylation. Furthermore, we tested urine specimens for a presence of high-
risk Human Papilloma Viruses (HPV) as an inflammatory cofactor in the complicated origin of PCa. A total of 44 patients with elevated PSA
and/or PCa physiological symptoms were analyzed. Real-time RT-PCR, DNA sequencing, bisulfite conversion of DNA followed by PCR,
cytological preparations and staining were applied. Molecular fluctuations as neoplastic GSTP1 allele, PCA3 strongly elevated expression
or hyperexpression were registered in most of the patients. Only in 4 cases a positive T2-ERG status was detected. High-risk HPV types
were detected in 34,1% of our urine specimens, obtained from patients at high risk of PCa based on their molecular profiles. Approximately
96% of detected high-risk HPVs are: 16, 33, 35, 31, distributed in the subgroup with highest oncogenic potential and experimentally proven
association with malignant transformation of the prostatic epithelium. The estimated frequency of high-risk HPV types in control male samples
with urothelial infection is significantly lower (11%).

The pathological examination on cytological slides from high-risk HPV positive urine specimens showed inflammation; variable adaptations
of cellular growth and differentiation and partially viral cytopathic effect. In a proportion of patients with molecular PCa disturbed profile
precancerous conditions (increased primitive cells with disturbed maturation; enlarged hyperchromatic nucleus and condensed chromatin)
were found. Our molecular PCa findings, were confirmed on the cellular level with cytological findings of high grade alterations: coarse
distributed chromatin texture with nuclear membrane irregularity and thickening; high N:C Ratio; prominence of nucleoli and irregularity in
shape thereof; identical monotonous nucleoli present in all cells in a group (i.e. “Clonal” pattern); Tumor diathesis.

The present study concerns novel data for Bulgarian PCa patients.

Acknowledgements: Grant 6-G/2016 to Medical University, Sofia, Bulgaria.

PP-23 GENETIC TESTING IN COELIAC DISEASE — OUR EXPERIENCE IN BULGARIA

Tincheva S %, Mladenova M2, Angelova L °, Konstantinova D®, Panteleeva E*, Todorov T', Mitev V4, Todorova A™?

' Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

2 Department of Medical Chemistry and Biochemistry, Medical University, Sofia, Bulgaria
® Laboratory of Medical Genetics, “St. Marina” Hospital, Varna, Bulgaria

#13 Zdrave str,, Sofia

Celiac disease (CD) represents a chronic inflammatory disease affecting the small intestine mucosa. CD develops because of intolerance
to ingested gluten in wheat, barley and rye. The prevalence of celiac disease is estimated to 1% in Europe, there are no available data
according precisely to the Bulgarian population.

It is widely accepted that CD has a strong genetic component. About 90-95% of CD patients carry the DQA1*05-DQB1*02:01 haplotype
serologically denoted as DQ2.5. In almost all of the remaining cases DQA1*03 along with DQB1*03:02 allele are found, known as DQ8, or
DQA1*05 or DAQB1*02 alone. The risk HLA alleles are carried by about 25-40% of the general population. However, less than 0.5% of CD
patients lack them justifying the high negative predictive value of genetic testing.

A simplified SSP-PCR (Sequence specific PCR) version has been applied by our team. HLA genotyping allows clinical risk assessment
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for celiac disease in case of ambiguous histological and serologic results or of an already initiated gluten-free diet. The current method stands
out also for its low cost allowing its wide use even in the sense of screening programs for high-risk groups.

We preformed SSP-PCR HLA genotyping of 139 individuals in total presenting with celiac related complaints. Eighty nine of them (64%)
were determined as high risk carriers: 11 (8%) carriers of all the risk HLA variants meaning that they are concomitant carriers of DQ2.5 and
DQ8; 78 (56%) carrying the DQ2.5 haplotype (positive for DQA1*05 and DQB1*02). Seventeen individuals were assigned as moderate risk
patients because of presence of the DQB1*03:02 allele (DQ8) either alone or in combination with DOA1*05 or DQB1*02 alleles. From all the
tested individuals 33 (24%) were assigned to the low risk group being without any of the tested CD predisposing alleles or carrying only the
DQAB1*02 or the DQA1*05.

PP-24 MOLECULAR DIAGNOSTIC APPROACH IN NEURO-ONCOLOGY

Nikolova E 2, Ferdinandov D®*, Mitev V2, Todorova A "2

' Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

2 Department of Medical Chemistry and Biochemistry, Medical University, Sofia, Bulgaria
® Clinical of Neurosurgery, St. Ivan Rilski University Hospital,Sofia, Bulgaria

* Department of Neurosurgery, Medical University, Sofia, Bulgaria

Brain tumors are among the most lethal and aggressive ones. Because of the invasive nature of central nervous system (CNS) gliomas
and difficulties to resect surgically all tumor cells, relapses are frequently occurred. The current option for diagnostic based on biopsies may
not reflect the heterogeneity of brain malignancies.

More than a decade, significant part of scientific efforts have been focused on the post-transcriptional gene regulation and functional role
of non-coding RNASs, in particular microRNAs as a potential non-invasive biomarker.

MicroRNAs have been found in variety of body fluids like blood, urine, saliva and cerebrospinal fluid (CSF). Furthermore circulating
microRNAs have also been shown to correlate with the tumor stage, subtype, recurrence and patient response to chemotherapy. Thus,
circulating microRNAs represent a potential source of biomarkers for early detection and monitoring of tumor response to treatment.

In the present study, we aimed to collect Bulgarian DNA and RNA bio bank of patients’ samples with different CNS cancers. Highly
specific molecular method as qRT-PCR was optimized for different tissues, plasma and/or CSF. The ongoing genetic approach is focused on
selection of unique microRNA expression profile panel, its optimization and normalization. Based on this approach we are planning to propose
a diagnostic methodology which will be constructed for correlation between chosen miRNAs signature and differentiation of primary and
metastatic tumors; their grades; probability of recurrence; drug resistance or efficacy prediction and future personalized therapy as well as
virus encoded miRNAs contributing to neuro-inflammatory and malignancy process.

PP-25 ARSA GENE TESTING: METACHROMATIC LEUKODYSTROPHY OR ARSA
PSEUDODEFICIENCY?

Yordanova 1", Todorov', Tarta-Arsene 0%, Sinigerska I, Todorova A" *

' Genetical Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

2 Pediatric Neurology Clinic, Bucharest, Romania

% National Genetic Laboratory, Sofia, Bulgaria

* Department of Medical Chemistry and Biochemistry, Sofia Medical University, Bulgaria

Metachromatic leukodystrophy disorder (MLD) is a rare autosomal recessive lysosomal storage disorder leading to severe neurological
symptoms and an early death. MLD occurs due to the deficiency of enzyme arylsulfatase A (ARSA) in leukocytes that is less than 10%
of normal controls. Assay of ARSA enzymatic activity cannot distinguish between MLD and ARSA pseudodeficiency (ARSA-PD), in which
ARSA enzyme activity varies between 5% and 20% of the normal control values and does not cause MLD. Thus, the diagnosis of MLD
must be confirmed by one or more of the following additional tests: molecular genetic testing of ARSA, urinary excretion of sulfatides, and/
or finding of metachromatic lipid deposits in nervous system tissue. Direct sequencing of the ARSA gene was performed in order to screen
for germline mutations in three index patients with suspected diagnosis MLD. The molecular genetic testing showed already reported ARSA
deficiency mutations (c.684+1G>A; ¢.763G>A; p.Glu255Lys; ¢.1150G>A, p.Glu384Lys) and three known ARSA-PD variants (c.*96A>G;
¢.1055A>G, p.Asn352Ser; ¢.1178C>G, p.Thr393Ser). In the first patient were found the genetic ARSA-MLD variant p.Glu384Lys and two
ARSA-PD variants (p.Asn352Ser, and ¢.*96A>G) situated on one allele inherited from the father and another ARSA-PD variant (p.Thr393Ser)
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inherited from the mother. Due to the absence of second pathogenic mutation, the MLD diagnosis of the patient must be revised. The second

MLD patient was compound heterozygous for the following pathogenic variants p.Glu255Lys and ¢.684+1G>A, each being inherited from

one of the healthy carrier parents. All family members were homozygous for p.Thr393Ser ARSA-PD variant. The third patient was heterozygous

only for the p.Asn352Ser ARSA-PD variant and MLD was not genetically confirmed. Because of the high prevalence of the ARSA-PD alleles,

low ARSA enzyme activity caused by arylsulfatase pseudodeficiency can be found in association with many disorders. Therefore for accurate

diagnosis of MLD the results from ARSA enzyme activity, genetic testing and urinary excretion of sulfatides should be combined.
Keywords: ARSA, arylsulfatase A, MLD
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Diabetes mellitus (DM) is a widespread disease that has developed over the last decade as an epidemic worldwide. The number of newly
diagnosed patients with type 2 DM is increasing annually. The analysis of the literature suggests a link between obesity and the development
of the disorder. In 2007, FTO (fat mass and obesity-associated gene) was first discovered in a genome-wide association study (GWAS) for
type 2 DM and, almost simultaneously, two other teams independently reported that the FTO gene was associated with obesity.

The aim of our study is to test if risk genotypes AA and AT of rs9939609 are more common in obese adults (BMI>25) with increased
homeostasis model assessment insulin resistance index (HOMA-IR) compared to obese controls with normal HOMA-IR. Analysis was done
on a total of 217 patients, 120 of them with impaired HOMA-IR. DNA samples were analyzed by PCR - direct sequencing.

Genotype and allelic distributions in patients presenting increased HOMA-IR (AA: 18.33%, AT 54.16%, TT. 27.5%) and in patients with
normal HOMA-IR (AA: 19.59%, AT: 49.48%, TT. 30.92%) provided small, but no significant difference (p > 0.5) between the two groups.

Our conclusion is that FTO could be one of multiple susceptibility genes for the development of impaired glucose tolerance and prediabetes
in obese adults.

Acknowledgments The study has been financed by a research grant B02/10/12.12.2014 from the Ministry of Education and Science,
Bulgaria.

PP-27 SCREENING OF BRCA1 AND BRCA2 GENES IN BULGARIAN OVARIAN CANCER PATIENTS
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Background: According to the National Cancer Register in Bulgaria 838 women have developed ovarian cancer (OC) for 2012. Between
10 and 15 percent of these cases are caused by mutations in the BRCA1 and BRCA2 genes.

Materials and methods: We have screened 125 Bulgarian patients with OC for germline mutations in the BRCA1/2 genes. The mutation
analysis was performed by Next Generation Sequencing (NGS) with lon Torrent PGM System, Sanger Sequencing and MLPA (Multiplex
Ligation Dependent Probe Amplification).

Results: Ninety six OC patients, unselected for histological subtype were screened by direct sequencing for the recurrent BRCA1/2
mutation in the Bulgarian population. Two of the mutations were found in the OC patients: ¢.5263 5264insC and ¢.9098_9099insA with
frequencies of 10.42% and 1.04%, respectively.

We further analysed the coding sequences of BRCA1 and BRCA2 genes in 29 patients selected by the following criteria: high grade serous
carcinoma, disease progression and platinum sensitivity. In total, 11 (37.48%) pathogenic mutations were found of which 9 in BRCA1 and

56




12" BALKAN CONGRESS OF HUMAN GENETIC; 8" NATIONAL CONFERENCE FOR RARE DISEASES
8-10 September 2017 — Plovdiv, Bulgaria

2 in BRCA2. The most prevalent mutation observed with frequency of 17.24% was ¢.5263 5264insC, followed by ¢.2019delA (3.44%), c.
5212G>A (3.44%), ¢.139T>C (3.44%), ¢.5333-1G>T (3.44%) and ¢.5496G>A (3.44%) in BRCA1. The other two mutations in BRCA2 c.
8059 _8063delGTTCT and ¢.3545_3546delTT were detected with frequency of 3.90% each.

Conclusion: The most prevalent mutation in Eastern Europe ¢.5263_5264insC was prevalent among the studied Bulgarian OC patients
with 11.2% (14/125) overall frequency and appeared to have a founder effect in the Bulgarian population. Altogether the seven frequent
mutations in our study were responsible for the inherited predisposition of 24.13% (7/29) of the OC patients selected for family history and
histological subtype. The results are relevant to clinical practice and personalized treatment of patients with OC.

Acknowledgements: DUNKO1-2/2009/NSF, Ministry of Education and Science, Bulgaria, AstraZeneca LTD, Bulgaria

PP-28 THE CASE OF A COMBINATION OF WILSON-KONOVALOV DISEASE AND
HEMOCHROMATOSIS, CAUSED BY HETEROZYGOUS CARRIAGE OF THE MUTATIONS C282Y AND
H63D OF THE GENE OF HEMOCHROMATOSIS
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Introduction: Today, we are increasingly observing the phenomenon of synthropy, when one patient has a conglomerate of diseases, each
of which contributes to the realization of the clinical picture of the pathology, which often complicates its diagnosis.

Aim: To study the features of the course of Wilson-Konovalov disease (WKD) in combination with hemochromatosis for the development
of individual tactics of management.

Materials and methods: Among 11000 first-time patients in 2016, one case of WKD was diagnosed. Both classical and modern methods
were used.

Results: Patient A., 25 years old. Complaints: muscle tension, stiffness in the body, speech impairment, salivation, choking, difficulty
of movement. In 2015, after the stress, there was a feeling of chronic fatigue. After 6 months, the syndrome of portal hypertension and
dyscirculatory encephalopathy were diagnosed. The disease is progressing. MRI of the brain — the accumulation of metal in the basal nuclei.
In uriny — high copper excretion. In the blood — increase level of iron, AST, ALT, lactate, methionine. In the neurological status expressed
manifestations of subcortical, akinetic-rigid syndromes. Ultrasound examination — signs of portal hypertension, pancreatopathy. Molecular
diagnostics — carrier of mutations C282Y and H63D of the gene of hereditary hemochromatosis; polymorphisms of folate-methionine cycle
MTHFR 677 C/T, MTRR 66 A/G, MTR 2756 A/G.

Conclusion: The presence of synthropy-associated metabolic disturbance, in our opinion, underlies the rapid progression of the process,
the trigger of which has been a long-term stress. Correction of the metabolic disorders stopped the progression of the pathology, reduced
neurologic manifestations, improved the quality of life of the patient.

PP-29 THE CASE OF RARE DISEASE — BENIGN RECURRENT INTRAHEPATIC CHOLESTASIS
(BRIC)

Grechanina O, Vernihor O

Kharkiv Interregional Specialized Medical Genetic Centre — Centre of Rare (Orphan) Diseases, Kharkiv, Ukraine
Kharkiv Research Institute of Medical Genetic of Kharkiv National Medical University, Ukraine

Introduction: Benign Recurrent Intrahepatic Cholestasis (BRIC) — is a rare genetic disorder. Characterized by causeless cholestasis,
by increase of transaminases level, but liver structure and function damages are absent. Type of inheritance is autosomal recessive.

Purpose: To study an increase of transaminases activity, this can be of relatively benign nature.

Methods: Among 3000 patients with an increase of transaminases, examined in the center, BRIC syndrome is registered for the first
time.

Results: In metabolic disorders, the liver is involved in the process at 95% of patients, so often we face with high level of transaminases.
After correction of the underlying disease, liver values approach to the reference values. We give an example where treatment did not
lead to the expected results.

Patient S., 15 years complained of general weakness, fatigue, and periodical skin itch.

From the anamnesis it is known that at 12 years the biochemical indices were monitored for the first time, a 10-fold increase of
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transaminases level, GGT values, alkaline phosphatase were noted, bilirubin was not significantly increased and mild hepatomegaly.

A search for markers of viral hepatitis was carried out, the result was negative. Bacterial, TORCH-infection, toxic damage were also
excluded. The diagnosis is: acute hepatitis of undefined etiology.

In the wake of rising, causeless periods of jaundice, itching began to arise. During the incursion period there was a high level of
transaminases, alkaline phosphatase, total bilirubin, but GGT values increased slightly. Dynamics excludes autoimmune hepatitis, liver
biopsy did not reveal pathological changes.

Conclusions: Analyzing this clinical case (wave-like course, absence of complaints during the inter-attack period, absence of liver
changes with a significant increase in transaminase activity, absence of markers of viral hepatitis), we came to the conclusion that the
patient had the BRIC syndrome. To search for molecular target, a mutation in ATP8B1 gene is searched.

PP-30 PRE- AND POSTNATAL DIAGNOSTICS OF GENOMIC DISORDERS IN CHROMOSOMES 17
AND 22

Peycheva V', Stancheva G, Dimova I"2, Kaneva R’
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High resolution chromosomal microarray (CMA) is now worldwide first tier diagnostic tool for detection of genomic rearrangements,
as genetic cause of developmental disorders and multiple congenital anomalies. Non- recurrent genomic rearrangements often result from
reparative mechanisms such as non-allelic homologous recombination (NAHR) during meiosis.

In the present study we performed array Comparative Genomic Hybridi~zation (aCGH) using Agilent Microarray Kits, 4x180K and
4x44K in four samples- two patients with unclear syndromic conditions and two prenatal samples of fetuses with indications for genomic
disorders.

aCGH analysis revealed deletion and duplication spanning different regions of chromosome 17- 17p13.3p13.2 and 17p12. The
deletion in 17p13.3p13.2 is 4.4 Mbp in size and was found in fetal material with ultrasound indication for lissencephaly. Deletions in
this region are associated with Miller-Dieker lissencephaly. The duplication in 17p12 (1.37 Mbp) was detected in 29 years old boy with
developmental delay, skeletal anomalies and facial dysmorphisms.

In 5 years old girl with microcephaly, developmental delay and dysmorphism 2.45 Mbp microdeletion in 22q11.21 region was
detected. The aberration affects 38 genes, 11 of which are associated with disease. Additionally, 1.23Mb deletion in the same region
was found in chorionic villus sample with ultrasound image of abnormal heart development. Deletions in this region are genetic cause
of 22q11.2 microdeletion syndrome, while duplication are associated with 22q11.2 duplication syndrome (OMIM: 608363) and Cat Eye
Syndrome (OMIM: 115470).

This study demonstrates the feasibility of aCGH for pre- and postnatal diagnosis, which will improve the subsequent genetic counseling
and will clarify the risk for future pregnancies in the affected families. It is important to use more extensive genomic approaches, such
as CMA in order to clarify the actual genetic causes of the growing number of syndromic conditions.

The study was supported by and DUNK 01-2/2009 of NSF, Ministry of Education and Science.

PP-31 MUTATIONAL BURDEN IN BULGARIAN SCHIZOPHRENIA AND BIPOLAR DISORDER
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Purpose: Bipolar affective disorder (BAD) is characterized by a high genetic heterogeneity that leads to difficulties in the confirmation
of discovered associations between the disease and specific genetic loci. In order to alleviate these difficulties there is a turn towards
the selection of rarer variants with functional or regulatory consequence that have a much lower frequency, but a potentially larger effect.

Materials: We studied the genetic burden of 187 genes from previous studies of schizophrenia, autism and psychotic spectrum
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disorders, that have been found to harbour de novo loss-of-function or non-synonymous mutations. The group also includes calcium and
sodium voltage-gated channels and genes found to have recurrent genetic variation in schizophrenia. The cohort consisted of Bulgarian
BAD and schizophrenia patient samples collected in the Molecular Medicine Center as part of current and previous projects looking
into the basis of psychiatric disorders. After NGS sequencing of the complete coding region of interest the frequency of mutation was
corrected for the gene size and the expected intolerance of each gene to variation. The RVIS public database was used for this task.

Results: The result was an objective measure of mutational burden that was used to determine the most affected genes in the
cohort. Using graphical exploratory analysis we defined a group of seven genes that showed more variation than expected under a linear
distribution model. A GO enrichment test showed a significant enrichment of aldehyde-lyase activity related genes in the result. Three of
the seven genes form or take part in voltage-gated ion channels and have been related to epilepsy or other seizure disorders. Another one
of the genes has been linked to Alzheimer’s Disease. These results suggest that part of the mutational burden of the studied disorders
may be concentrated in ion channel proteins, similar to epilepsy.

Funding: DUNKO01-2/2009, B02/6/2014, NSF.
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Primary Budd-Chiari syndrome (BCS) is associated with thrombosis of hepatic veins or the terminal portion of the inferior vena cava.
The etiology of the disease is complex as genetic, acquired, and local factors interact within the pathogenesis. Most patients with primary
Budd-Chiari syndrome are also affected by myeloproliferative neoplasm (MPN). The current classification of the World Health Organization
for MPN is based on the presence of a somatic V617F mutation in the JAK-2 gene, which is present in 40-60% of patients with BCS.
Mutation in Factor V Leiden is detected in about 53% of patients with BCS, and is the most common prothrombotic disease associated
with the disorder. Mutations in the MTHFR gene also show slight association with venous thrombosis. We present a 37 years old woman
with thrombosis of hepatic veins and the inferior vena cava, ascites and erythrocytosis. The diagnosis of Budd-Chiari’'s syndrome was
based on MRI of the abdominal organs. The patient was found to be a heterozygous carrier of a Factor V mutation, a JAK-2 V617F mutant
heterozygote, a double heterozygote of mutations 677C> T and 1298A> C in the MTHFR gene, and a wild-type homozygote of factor
II. The combination of these mutations is rare, with only a few patients reported in the literature. The present case illustrates the need to
identify mutations in the prothrombotic factors in patients with Budd-Chiari syndrome in order to improve diagnosis and therapy.

PP-33 DE NOVO C.721A>C, P.(THR241PRO) MUTATION IN BRAF GENE IN PATIENT WITH
RASOPATHY
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Dysregulation of the RAS-MAPK signaling pathway has been recognized as the molecular cause underlying a group of clinically related
disorders — Noonan, Neurofibromatosis type 1, Costello LEOPARD, and cardio-facio-cutaneous syndromes. Due to mutations in genes
encoding RAS proteins (KRAS and HRAS), downstream transducers (RAF1, BRAF, MEK1 and MEK2) or pathway regulators (PTPN11,
S0S1, NF1 and SPRED1), these disorders are defined as RASopathies. We present a case of a child with supravalvular pulmonary
stenosis, mild hypertrophic cardiomyopathy, short stature, facial dysmorphism and motor development delays. Target sequencing
revealed that the patient has a de novo missense heterozygous, mutation ¢.721A> C p.(Thr241Pro) in the BRAF gene. According to
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Rauen, pathogenic mutations in BRAF molecularly define cardio-facio-cutaneous syndrome. The introduction into clinical practice of
target sequencing allows accurate genetic diagnosis and elucidating in more detail genotype phenotypic correlation. The presented case
confirms that in all cases of dysmorphism and cardiovascular abnormalities, competent genetic counseling and the use of appropriate
genetic tests allow early diagnosis. The early diagnosis allows for prognosis of the disease progression, adequate management and
prophylaxis in affected families.

PP-34 BRUCK TYPE 1 SYNDROME DUE TO A MUTATION C.831DUPC IN FKBP10 GENE IN
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Bruck type 1 syndrome (OMIM 607063) is an autosomal recessive disease, characterized by congenital contractures with pterygia,
postnatal short stature, severe limb deformities, onset of fractures in infancy or early childhood and progressive scoliosis (McPherson E.
u Clemens M., 1997). It is caused by homozygous mutations in FKBP10 gene on 1721 chromosome.

The disease was found for the first time in Bulgaria among inbred Roma families belonging to Wallachian group of basketmakers
in Kostenetz, Dolna Banya and Maritza, Sofia region. We identified 10 affected individuals, 6 female and 4 male. All patients were born
from normal pregnancies and births but with congenital contractures in the lower limbs. All of the affected had growth delay. Only three
patients had achieved ambulation with assistive devices around the age of three years. The disease evolution encompasses contractures
in the hip, shoulder joints and thoracic deformities, related with frequent pulmonary infections. In three affected spontaneous rib fractures
have been documented.

All of the patients underwent physical, neurologic and orthopaedic examinations. In four affected metabolic screening from serum
and urine, nerve conduction studies (NCS) and electromyography (EMG), myasthenic reaction, ECG and echocardiography, ventillatory
assessments, X-rays of thoracic spine, lung and heart, and neuro-ophthalmology assessment were performed. Blood or saliva were taken
from all patients to isolate DNA and perform a molecular genetic analysis

The clinical examination in all the patients revealed short stature and neck with limited mobility, short body, pectus excavatus,
pronounced right-convex thoracolumbar scoliosis with a formed gybus in the proximal thoracic spine, severe flexion contractures in the
hip, knee and elbow joints and milder contractures in the shoulder joints and wrists, where the movements were painful and heavily
limited, complete ankylosis in the hip joints, equinovarus deformations of the feet with pronounced plantar hygromy.

NCS, EMG, neuro-ophthalmological evaluation and metabolic screening were normal in the evaluated patients.

Ventillatory assessment revealed respiratory failure with severely reduced vital capacity up to 25% of normal range. Echocardiography
was consistent with right ventricular cardiac insufficiency with mitral and tricuspid regurgitation.

In all patients a homozygous mutation ¢.831dupC was found in the FKBP10 gene.
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Introduction: Hereditary spastic paraplegias (HSP) are heterogeneous neurodegenerative disorders characterized by progressive
spasticity and weakness of the lower limbs due to degeneration of the corticospinal tracts. Molecular defects in ATP13A2-gene have been
associated with Kufor-Rakeb syndrome and neuronal ceroid lipofuscinosis.

Aim: To describe the clinical features of a Bulgarian family with complex HSP with three affected siblings, carrying a novel mutation
in ATP13A2/PARK9 gene and to present the underlying pathogenic mechanisms.

Material and methods: All three affected received a systematic neurological, neuropsychological, electrophysiological assessments
and brain Magnetic resonance imaging (MRI) to evaluate affection of multiple neurological systems. In the Bulgarian family we performed
whole exome sequencing and homozygosity mapping. For further clarification of the underlying pathogenic mechanisms biochemical and
immunocytochemical experiments in COS-1 and HeLa cells and patient-derived fibroblasts were completed.

Results: The disease presentation in our patients was dominated by an adult-onset lower-limb predominant spastic paraparesis,
ataxia, cognitive impairment with more pronounced executive dysfunction. Nerve conduction studies revealed involvement of the peripheral
motor and sensory nerves. Neuroimaging investigations revealed pronounced vermian and hemispheric cerebellar atrophy. The affected
were carrying homozygous p.Thr512lle (c.1535C4T) mutation in ATP13A2. QOur biochemical and immunocytochemical experiments
demonstrated that the HSP-associated mutations cause loss of ATP13A2 function due to transcript or protein instability and abnormal
intracellular localization of the mutant proteins, ultimately impairing the lysosomal and mitochondrial function with additional evidence that
disease-causing mutations can affect the catalytic autophosphorylation activity of ATP13A2.

Conclusion: HSP phenotype should be added to the spectrum of ATP13A2- related neurological disorders.

Keywords: ATP13A2 mutations, hereditary spastic parapegia
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With advances in the genetics of muscle disease, the term, myopathy, has expanded to include mutations in an increasing large list
of genes. The current study aims to present the different myopathies, diagnosed up to now in Bulgaria with their clinical peculiarities and
underlying gene defects.

Duchenne/Becker Muscular Dystrophy (DMD/BMD) is an X-linked recessive disorder caused by a deficient or defective synthesis
of dystrophin protein. DMD is the most common form of muscular dystrophy with an incidence of about 1 in 5000 live boys. Though
primarily resulting in progressive muscle weakness, it affects various other organs as well. In 131 patients the diagnosis DMD/BMD was
genetically confirmed: 117 with deletions in the dystrophin DMD gene, 3 with duplications and 11 with point mutations.

Limb girdle muscular dystrophy (LGMD) is an umbrella term given to a group of rare, highly heterogeneous, autosomal neuromuscular
disorders. To date over 50 genetic loci have been identified. In Bulgaria the most common forms of LGMD are inherited in autosomal
recessive manner, encompassing LDMD 2A, 2C, 2G. LGMD 2C is caused by a founder C283Y mutation in the SGCG gene and is typical
for Roma/Gypsy, while LGMD 2G was described in the religious minority of Bulgarian Muslims. Rare forms, such as LGMD 2B, 2J, 2L
and 2Z have been found in single cases.

Facioscapulohumeral muscular dystrophy comprises two genetically distinct types that converge on a common downstream pathway
of the expression of the toxic protein DUX4. In Bulgaria we have 70 identified patients.

Distal myopathies. GNE myopathy is the most common distal myopathy, caused by p.1618T, an ancient founder mutation in the kinase
domain of the GNE gene, identified in 58 Roma patients. The clinical features in the Bulgarian GNE group can be described with disease
onset mostly in the third decade, but in individual cases, onset was as early as 10 years of age. The majority of patients had foot drop
as the first symptom with early and severe involvement of the tibialis anterior muscle, and minimal or late impairment of m. quadriceps
femoris.

Mitochondrial myopathies. Chronic progressive external ophthalmoplegia (CPEOQ) is a mitochondrial myopathy with slowly progressive,
often symmetric blepharoptosis and limitation of ocular motility in all directions of gaze. We have 14 identified subjects with CPEO and
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CPEO+ syndromes.

Metabolic myopathies. Pompe disease is a rare autosomal recessive neuromuscular disorder caused by acid d-glucosidase enzyme
(GAA) deficiency and divided into two distinct variants, infantile- and late-onset. The late-onset variant is characterized by a spectrum of
phenotypic variation that may range from asymptomatic, to reduced muscle strength and/or diaphragmatic paralysis. We have 6 patients,
diagnosed with Pompe disease, all of them compound heterozygous.

Congenital muscular dystrophies (CMD) are a group of hereditary myopathies with predominantly autosomal recessive inheritance that
are characterized by genetic and clinical heterogeneity. Their clinical course is broadly variable and encompasses congenital hypotonia,
delayed motor development, progressive muscle weakness, joint contractures and dystrophic pattern on muscle biopsy. Mutations in the
gene encoding the a2 chain of laminin-211 lead to congenital muscular dystrophy type 1A (MDC1A), identified in 5 patients.

Keywords: myopathies, clinical heterogeneity, epidemiology
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Autosomal-recessive congenital cerebellar ataxia was identified in Roma patients originating from a small subisolate with a known
strong founder effect. Patients presented with global developmental delay, moderate to severe stance and gait ataxia, dysarthria, mild
dysdiadochokinesia, dysmetria and tremors, intellectual deficit, and mild pyramidal signs. Brain imaging revealed progressive generalized
cerebellar atrophy, and inferior vermian hypoplasia and/or a constitutionally small brain were observed in some patients. Exome
sequencing, used for linkage analysis on extracted SNP genotypes and for mutation detection, identified two novel (i.e., not found in any
database) variants located 7 bp apart within a unique 6g24 linkage region. Both mutations cosegregated with the disease in five affected
families, in which all ten patients were homozygous. The mutated gene, GRM1, encodes metabotropic glutamate receptor mGIuR1, which
is highly expressed in cerebellar Purkinje cells and plays an important role in cerebellar development and synaptic plasticity. The two
mutations affect a gene region critical for alternative splicing and the generation of receptor isoforms; they are a 3 bp exon 8 deletion and
an intron 8 splicing mutation (c.2652_2654del and ¢.2660p2T>G, respectively. The functional impact of the deletion is unclear and is
overshadowed by the splicing defect. Although ataxia lymphoblastoid cell lines expressed GRM1 at levels comparable to those of control
cells, the aberrant transcripts skipped exon 8 or ended in intron 8 and encoded various species of nonfunctional receptors either lacking
the transmembrane domain and containing abnormal intracellular tails or completely missing the tail. The study implicates mGIuR1 in
human hereditary ataxia. It also illustrates the potential of the Roma founder populations for mutation identification by exome sequencing.

Keywords: congenital ataxia, Roma, GRM1, exome sequencing
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PP-38 3AXAPEH ANABET 1 AOLL ANETNT — KAKBA E AATHO3ATA?

KoneBa P
KL | 2p.Cmapa 3azopa

3axapHuam guabem e 2-mo no Yecmoma XpPOHUYHO 3aboAABaHe B gemcka Bbapacm. Yecmo mod e “Macka”, nog koamo ce kpusm
2EHEMUYHU CUHgPOMU

MpegcmaBame nauueHm ¢ kauHuuHu cumnmomu Ha Wolfram (DIDMOAD) cukgpom u nopBoHayaaHu onaakBaHua om Aow anemum
U HeHaggaBaHe Ha meano. [Mpu npocaegaBaHemo ca ycmaHoBeHU aHOMaAus Ha OmgeAumeAHama cucmema, OnmuyHa ampogus U UHCU-
nugeH guabem. Wolfram cungpom e ¢ yecmoma 1:770 000 aBmo3omMHO peuecuBHO HeBPoeHgOKPUHHHO ge2eHepamuBHO 3aboAABaHe.
MpuyuHABa ce om mymauus Ha 2eHa WFS1,kogupapaw, mpaHcMemopaHeH npomeuH BaadapuH 0m eHgonAasMamuyHusA pemukyaym.
Tonycka ce, ye okoro 1% om obwama nonyaauua ca HOCUMEeAU Ha Mymauuama u Xxemepo3u2omume ca cu2HudpukanmHo puckoBu 3a
NcUXuampuyHu 3aboAABaHus.

PP-39 PROGRAMMABLE AND AUTOMATED BEAD-BASED MICROFLUIDICS FOR VERSATILE DNA
MICROARRAYS FOR GENOMIC ANALYSES UNDER ISOTHERMAL CONDITIONS

Penchovsky R
Sofia University “Saint Kliment Ohridski”

Advances in modern genomic research depend heavily on applications of various devices for automated

high- or ultra-throughput arrays. Micro- and nanofluidics offer possibilities for miniaturization and

integration of many different arrays onto a single device. Therefore, such devices are becoming a platform of choice for developing
analytical instruments for modern biotechnology. This paper presents an

implementation of a bead-based microfluidic platform for fully automated and programmable DNA

microarrays. The devices are designed to work under isothermal conditions as DNA immobilization and

hybridization transfer are performed under steady temperature using reversible pH alterations of reaction

solutions. This offers the possibility for integration of more selection modules onto a single chip compared

to maintaining a temperature gradient. This novel technology allows integration of many modules on a

single reusable chip reducing the application cost. The method takes advantage of demonstrated highspeed DNA hybridization
kinetics and denaturation on beads under flow conditions, high-fidelity of DNA hybridization, and small sample volumes are needed.
The microfluidic devices are applied for a single nucleotide polymorphism analysis and DNA sequencing by synthesis without the need
for fluorescent removal step. Apart from that, the microfluidic platform presented is applicable to many areas of modern biotechnology,
including biosensor devices, DNA hybridization microarrays, molecular computation, onchip nucleic acid selection, high-throughput
screening of chemical libraries for drug discovery.

PP-40 RARE GENETIC VARIANTS IDENTIFIED BY NGS CONTRIBUTE TO BOTH SCHIZOPHRENIA
AND BIPOLAR DISORDER

Bozhilova R, Popov I, Penchev M, Dzebir G, Beltcheva O, Elliot Rees, Stoyanova V, Mitev V, Kirov G, Owen M, O'Donovan M,
Milanova V, Kaneva R

" Molecular Medicine Center, Department of Medical Chemistry and Biochemistry, Medical Faculty, Medical University — Sofia,
Bulgaria

2 Clinic of Psychiatry, Alexandrovska University Hospital, Medical University — Sofia, Bulgaria

® MRC Centre for Neuropsychiatric Genetics and Genomics, Cardiff University, UK

Schizophrenia (SCZ) and bipolar affective disorder (BAD) are complex psychiatric disorders with significant social impact, with
overlapping clinical symptoms and shared genetic risk factors. Genes involved in neurotransmission, connectivity, and plasticity have
been shown to contribute to BAD and SCZ, but the molecular basis of these disorders is not yet well understood. Targeted NGS of a panel
of genes was performed to investigate the genetic architecture of Bulgarian patients with BAD and SCZ.

A total of 204 individuals with BAD, 131 with SCZ diagnosed based on DSMIV and ICD-10 as well as 184 healthy controls were
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recruited. The samples were sequenced on the lon Torrent PGM platform. The sequencing panel comprised of 187 genes previously
identified in GWAS or linkage studies. Only samples with coverage of at least 95% of the target regions at 20x were included in the
analyses. Bioinformatics tools (SIFT & PolyPhen2) were used to identify variants that were likely to be pathogenic.

In total 5373 rare variants have been detected, of which 1230 new. A total of 2826 nucleotide changes were found in patients, 1831
singletons and 995 recurrent. While the majority of the variants were detected in 43 genes, common for both in SCZ and BAD patients,
there were also some singletons specific for BP (in 35 genes) and SCZ (18 genes). In total 14 rare LOF variants, 889 MS variants, 243
of which potentially damaging; 109 splice site variants and 32 in regulatory regions were discovered.

In summary, we could identify both recurrent and unique rare variants with potential functional relevance in genes associated with
neurotransmission, neurogenesis, synaptogenesis and plasticity, signaling cascade pathways. The data add to the accumulating evidence
of considerable overlap between the genes contributing to both schizophrenia and bipolar disorder.

The work was supported by projects DUNK01-2/2009 and B02/6/2014 funded by NSF.

PP-41 KAMWHWWYEH CAYYAI HA OCTEONETPO3A C HETATWBEH PE3YATAT 3A JAK-2 MYTALLNA

[amsHoBa B, HukonoBa []', HukonoBa "2, PaguHo8 A%, XagxkugekoBa C', ToHueBa 4

! Kamegpa no MeguuuHcka 2eHemuka, MeguuuHcku yHuBepcumem — Cogus
2 KauHuka no xemamoaoaus, MBAA “C8. 8aH Puacku”

BvBegeHue: Ocmeonempo3ama (MpamopHa kocmHa 6oaecm) npegcmaBanaBa epyna pegku HacaegcmBeHu 3aboaaBaHuA Ha ckene-
ma, xapakmepu3supauwiu ce ¢ noBuweHa peHmaeHozpadcka kocmHa nhiomHocm. Yecmomama Ha aBmo30MHO-peuecuBHama ocmeo-
nempo3a (APQ) e okoro 1 Ha 250 000 pakgaHus, a Ha aBmo3oMHO-goMuHaHmHama ocmeonepesa (AJ0) e 1 Ha 20 000 pakgaHus.
OcmeonempomuyHUME CbCMOAHUA 3HAYUMEAHO Ce pa3auvaBam no u3ABa u mexkecm Ha npomuyaHe, Bapupawu Om HEOHAMAAHO
Hayano ¢ kuBomosacmpawaBauwiu ycaokHeHuA, kamo Hanpumep kaacuyeckama uau \»3aokauecmBena\» APO, go cayyaiHomo O om-
kpuBaHe npu peHmeeHoz2padusa. Kanacuueckume APO Gopmu ce xapakmepusupam ¢ ¢ppakmypu, Hucok pbcm, koMnpecuoHHU HeBpona-
muu, xunokaauuemus ¢ npugpykaBauwu memaHu4HU npunagobuu u kuBomosacmpawaBawa naHuumoneHus.

1138ecmHo e, ye JAK2 V617F mymauuama ce ycmaHoBaBa npu 58% om nauueHmume ¢ nbpBuyHa Mueroduobpo3a U e Aow Npoe-
HOCcmuyeH mapkep.

Memogonozus: Kacae 3a momuye Ha 21 20g. Bb3pacm ¢ ARO ¢ HeoHamaAHO Hauyano. PogeHo om Bmopa namoAo2u4HO npomekaa
BpeMeHHOCM U HopMaAHO paXgaHe. Kom 40-gHeBHa Bv3pacm e ycmaHoBeHa xenamocnAeHOMe2aAus, goAuxouedanHa koHpuaypauus
Ha arnaBama, meXkbk aHemuyeH CuUHgPOM U npoMeHu 8 kocmume, no-kocHo u gBycmpaHHa amaBpo3a. locmaBeHa e guazHo3a 0Cmeo-
nempo3a Ha 1-20guwHa Bv3pacm peHmaeHoA02U4HO. [lememo e uzocmaBaulo Bv8 dusuueckomo MOMOpHO pa3Bumue u yecmo bone-
gyBawlo. MocewzaBa cneyuausupaHo y4uAuLLE 32 CAeNU geua ¢ MHO20 gobpa ycneBaemocm. Ha 16-2oguwHa Bb3pacm e nocmaBeHa
ocmeocuHme3sa caeg dpakmypa Ha AAaBa GegpeHa kocm. TpocaegAaBaHO € NepUOguUYHO OM HEBPOXUPYP2 U XeMamoAo2.

JHK e usoaupana om kpvBHa npoba Ha nauueHmkama ¢ ocmeonempo3a U HeliHama 3gpaBa cecmpa (25 20g.). leHom JAK2 e
amnAuQuUupaH cbe cneuuduyHu npadmepu 3a V617F mymauus. M3caegBaHemo e usBopweHo ¢ PCR 8 peaaHo Bpeme.

Pesynmamu: Pe3yamamume nokasBam, ye gBeme cecmpu He Hocam JAK2 mymauus. ToBa e eguH om cAyvaume, kotimo caegBa
ga Ce gou3ACHU 4pe3 gonbAHUMEAHO u3cAegBaHe 3a 2eHeMUYHU NPOMEHU Ype3 map2emHo ek30MHO cekBeHupaHe.

PP-42 CLINICAL SYMPTOMATOLOGY AND GENETIC INVESTIGATION IN PATIENTS WITH LEBER’S
HEREDITARY OPTIC NEUROPATHY

Cherninkova S, Zaharova B?, Saraeva R**, Todorova A%*, Kaneva R**, Bojinova V*, Tournev I" ¢

' Clinic of Nervous diseases, University Alexandrovska Hospital, Medical University, Sofia
2 Genetic medical and diagnostic laboratory Genica, Sofia

% Molecular medicine centre, Medical University, Sofia

* Department of medical chemistry and biochemistry, Medical University, Sofia

8 Clinic of Child neurology, University Sveti Naum Hospital, Medical University, Sofia

8 Department of cognitive science and psychology, New Bulgarian University, Sofia

Abstract: Leber’s hereditary optic neuropathy (LHON) is a rare maternally inherited disease caused by mitochondrial DNA point
mutations in genes encoding the MT-ND1, MT-ND4, MT-ND4L and MT-ND6 subunits of complex | in the mitochondrial respiratory chain.
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The most common mutations G11778A in MT-ND4 gene, G3460A in MT-ND1 gene and T14484C in MT-ND6 gene cause the disease
in 90% of patients but there are also a number of less common mutations. LHON is characterized by bilateral acute or subacute visual
failure and usually occurs in young males.

Purpose: An assessment of the clinical symptomatology and results of genetic investigation in Bulgarian patients with LHON.

Materials and methods: On the basis of the clinical evaluation and genetic investigation 12 patients - 9 males and 3 females,
age ranged between 7 — 41 years were diagnosed as having LHON. A full neuroophthalmologic examination including visual acuity
testing, Goldmann kinetic or automated static threshold perimetry, slit lamp biomicroscopy, direct ophthalmoscopy, optic - coherence
tomography, evaluation of ocular motility and genetic investigation was performed in the patients.

Results and discussion: Seven patients from 2 unrelated families had family history of LHON and the remaining 5 patients were
isolated cases in their families. The age at onset of visual failure ranged from 3 to 34 years (average = 16,1 years). Visual acuity
ranged between 0,01 and 0,6 in the patients. Visual field examination revealed the most common finding of bilateral central scotoma. In
3 patients, examined during the acute stage of optic neuropathy, ophthalmoscopy revealed an optic disc hyperemia and retinal vessels
tortuosity and in the remaining 9 patients examined after the acute stage bilateral optic atrophy was found. The genetic testing revealed
the following gene mutations responsible for the disease: G11778A, MT-ND4 gene in 3 patients, G3460A, MT-ND1 gene in 2 patients,
G3635A, MT-ND1 gene in a family with 4 patients; G11778A, MT-ND4 gene and T14484C, MT-ND6 gene in a family with 3 patients.

Conclusion: Except the most common mutations G11778A in MT-ND4, G3460A in MT-ND1, T14484C in MT-ND6 in our patients,
a rare mutation G3635A in MT-ND1 gene was found in a family with 4 affected. Interestingly a digenic inheritance of G11778A and
T14484C was detected in another family with 3 affected. A genetic investigation of the whole mitochondrial genome is necessary in all
patients suspected for having LHON.

PP-43 RESULTS FROM CYTOGENETIC STUDIES IN PATIENTS WITH REPRODUCTIVE FAILURE (A
20-YEAR EXPERIENCE)

*Emilova R"*, *Mladenova M"2° Todorova A%* Boneva |’

' Cytogenetic Laboratory, University Pediatric Hospital “Prof. Ivan Mitev”, Sofia, Bulgaria

2 Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

® Department of Medical Chemistry and Biochemistry, Medical University, Sofia, Bulgaria

* Department of Immunology, National center of infectious and parasitic diseases
*These authors contributed equally to this work

Background: Among many other physiological, immunological and environmental factors, chromosomal abnormalities contribute to
infertility and repeated spontaneous abortion.

Aim: To determine the incidence, prevalence and types of chromosomal abnormalities in patients with reproductive failure.

Materials and method: Cytogenetic analyses were performed in 5088 patients aged 17-62 (mean 31) years - 2580 men (aged 17-62,
mean 32) and 2508 women (aged 17- 49 mean 29) with unexplained reproductive failure (recurrent spontaneous miscarriage, missed
abortion or infertility). Karyotype was established on GTG-banded metaphases on stimulated with PHA cultures of peripheral blood T-
lymphocytes according to standard protocol and for each patient at least 11 metaphases were analyzed.

Results: A total of 113 pathologic karyotypes were identified (2.22%), 59 in men (2.29%) and 54 in women (2.15%) respectively.
Most frequent (66/58.4%) from whole pathology were translocations — 58(88%) balanced reciprocal chromosomal rearrangement and
8(12%) Robertsonian, both in men (31/53%) and in women (35/65%), followed by gonosomal abnormalities (23/20.3%) — mainly
numerical pathology (16/14.2%) — 47, XXX — 3, 47, XXY - 11; 47 XYY - 2. In addition - 5 cases with XX male syndrome (8.5% from
pathology in male) and 2 cases with del(Y) was found. The inversions were present in 12.4% and mosaic karyotype in 0.09% of patients

Conclusion: The incidence of chromosome abnormalities in our study (2.22%) was similar to most of the studies carried out in the
last 20 years, varying from 1.28 to 4.5%.

Cytogenetic analyses are an important and necessary part of the etiological research in individuals with unexplained reproductive
failure and should be an integral part of diagnostic tool, especially those undergoing assisted reproductive procedures.

Keywords: chromosomal abnormality, reproductive failure, infertility, cytogenetics
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PP-44 APPLICATION OF MOLECULAR KARYOTYPING IN THE DIAGNOSIS OF 10Q
MICRODELETION SYNDROME

Mihaylova M, Toncheva D, Avdjieva D% Hadjidekova S'*

' Department of Medical Genetics, Medical Faculty, Medical University of Sofia, Bulgaria, 2 “Zdrave” str., 1431 Sofia
2 University Pediatric Hospital, Department of Clinical Genetics, Sofia Medical University, Sofia, Bulgaria
® Woman Health Hospital “Nadezhda”, 3 “Blaga vest” str., Sofia,

Introduction: Terminal microdeletons are rare chromosomal aberrations leading to congenital anomalies and intellectual disabilities.
Birth defects are responsible for a high percentage (33%) of neonatal mortality and are therefore a serious clinical and diagnostic
problem. We present a clinical case of congenital anomalies syndrome (10g-deletion), including low stature, facial dysmorphism,
clinodactyly, limited elbow extension, cryptorchidism, hyperkinesia, behavioral problems, intellectual disability, failure to thrive, heart and
genitourinary system defects.

Materials and Methods: Microarray comparative genomic hybridization was applied in the present study. We used CytoChip Oligo
(BlueGnome, Cambridge, UK) version 1.1, 4x44k., with a resolution of 70kb. The software analysis was made by BluefuseMulti v.4.2.

Results: We identified pathogenic terminal deletion in chromosome 10 — del(10)(q26.12q26.3), covering 12,629,370 bp.

Discussion: The detected pathogenic deletion - del(10)(q26.12926.3), covers 85 HGNC and 49 OMIM genes, including FGFR2
(fibroblast growth factor receptor 2) and CTBP2 (C-terminal-binding protein 2). It is assumed that haploinsufficiency of one or more
genes located in the 10926.12-q26.13 region, may contribute to the pathogenesis of the syndrome, therefore they are considered as a
serious candidate genes. The FGFR2 gene encodes a protein, with important role in cell division, regulation of cell growth and maturation,
neovascularization, wound healing and embryonic development. The CTBP2 gene encodes two different proteins. The first regulates the
expression of other genes, and the second is a component of synapses in the nervous system. Other associated genes are: ADRB1
(adrenergic receptor), DPYSL4 (Dihydropyrimidinase-related protein 4) encoding protein and DRD1IP (dopamine receptor-specific protein
vesicular protein), respectively, in mediating the physiological effects of adrenaline and noradrenaline with a possible association with
heart failure, neuronal differentiation and in mediating memory and learning processes. Accurate diagnosis through high-resolution
methods allows the early application of appropriate therapy, a better assessment of recurrent family risk and adequate prophylaxis.

PP-45 GENETIC POLYMORPHISM DATA ON 15 AUTOSOMAL STR MARKERS IN ALBANIANS
FROM ALBANIA

Zoraqi G', Shyti A?

' Center of Molecular Diagnosis and Genetic Research, University Hospital of Obstetrics and Gynecology “Mbreteresha Geraldine”,
Tirana, Albania

2 Gjenoma, DNA Analysis Laboratory, Tirana, Albania

Aim of the study: Albania is part of Balkan region, having a homogenous population of about 3.000.000 ethnic Albanians, representing
about 97% of Albanian population living in Albania (Census 2011). To our knowledge, there are not published data on autosomal STR loci
of Albanians living in Albania, useful for calculations of forensic parameters.

Materials and methods: This study included 140 unrelated adult Albanians from various regions of Albania, a part of the persons
presented in our centre to perform DNA identification tests. DNA from blood and buccal swabs was isolated by the various protocols. PCR
amplification was carried out on GeneAmp PCR System 9700, using the AmpFISTR Identifiler PCR amplification kit (Applied Biosystems,
USA), according to the manufacturer’s instructions. The amplified products were separated by capillary electrophoresis using ABI PRISM
310 Genetic Analyser. Data analysis and allele detection were carried out using data collection software, Genescan3.1 and Genotyper
software v3.7. Allele frequencies and other statistical parameters commonly used in forensic and paternity tests were calculated with
PowerStats software v1.2.

Results: The exact population differentiation test performed using Arlequine software v3.5 revealed statistically significant differences
between our sample of Albanians and all compared populations. The lowest differences were found with Kosovo (D195433, VWA, D18S51)
and the highest differences were found with Montenegro and Bosnia& Hercegovina (D21S11, THO1, vWA, D8S1179, CSF1PQO, D251338).
The most variable loci in Albanian population were found to be THO1, D21S11 and vWA, loci that differed in 4 from 6 compared sample
populations. We consider our data valuable for an Albanian Reference Database, suitable for forensic application and for population genetic
studies. To our knowledge, these data are the first published data on autosomal STR loci of Albanians living in Albania. We hope data
presented in our study could be useful for calculations of forensic parameters involving Albanians in Europe and in other continents.
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PP-46 CASES OF WOLF-HIRSCHHORN SYNDROME DIAGNOSED THE LABORATORY OF MEDICAL
GENETICS — VARNA FOR THE PERIOD 2008-2017

Tsvetkova M, Kanazireva D, Stoyanova M, Ruseva T, Hachmeriyan M, Miteva V, Levkova M, Angelova
Department of Medical Genetics, MU — Varna

The Wolf-Hirschhorn syndrome (WHS) is a chromosome disorder due to a deletion of the distal part of the short (p) arm of
chromosome 4. 87% of cases represent de novo deletions, while in 13% of cases, one of the parents is a balanced translocation carrier.
The deleted segment has a variable size. The major features of this disorder include a characteristic facial appearance, delayed growth
and development.

The prevalence of Wolf-Hirschhorn syndrome is estimated to be 1 in 50,000 births. Wolf-Hirschhorn syndrome occurs in about twice
as many females as males.

Aim: A presentation of three cases of WHS (1 boy and 2 girls), all carrying de novo 4p rearrangements, age 0—1 years.

Methods and materials: A high resolution GTG cytogenetic analysis (550 bands) is used in the presented cases.

Results: The first case is about a child, who was referred to us with a clinical diagnosis of Malformative syndrome. The cytogenetic
analysis found a karyotype 46, XY, del(4)(p15.1), corresponding to Wolf-Hirschhorn syndrome. The second case was about dysmorphic
face and hypotension and a karyotype 46, XX, del (4)(p15.2) was found. In the third case there was a typical malformative stigmas for
Wolf-Hirschhorn syndrome and was found a larger deletion of the short arm of the 4th chromosome - 46,XX,del(4)(p14).

Conclusion: The cytogenetic findings in the presented cases confirm that the WHS may be a result of the different size of the deletion
of the short arm of chromosome 4.

Keywords: Wolf-Hirshhorn syndrome, terminal deletion of the short arm of chromosome 4, 4p-

PP-47 GENETIC STRUCTURE OF ALBANIAN GIPSY POPULATION BY 15 STR IDENTIFILER
MARKERS

Zoraqi G', Dyca S*?
' Gjenoma, DNA Analysis Laboratory, Tirana, Albania
2 University of Tirana, Faculty of Natural Sciences, Department of Biology, Albania.

Background: In the frame of the Projects for complete registering of Albanian Gipsy communities living in Albania, Gjenoma Laboratory
have collaborated with one NGO Legal Studio, in Tirana, to perform genetic tests for paternity, maternity and familial identification using
15 STR Identifiler kit. Gipsy individuals have signed the consent form for each genetic test and the results of the tests were presented in
the Civil Courts of various regions of Albania in the period 2013-2016.

Materials and methods: This study included 70 unrelated adult Albanian gipsy from various regions of Albania, presented to perform
DNA identification tests requested by the civil courts. DNA from bucal swabs was isolated by the Chelex protocol. PCR amplification was
carried out on GeneAmp PCR System 9700, using the AmpFISTR Identifiler PCR amplification kit (Applied Biosystems, USA), according
to the manufacturer’s instructions. STR typing was performed in an ABI 3130 Genetic Analyser (Applied Biosystems); STRs allele calling
was performed through GeneMapper IDX v1.1.1 software, using manufacturer’s allelic ladders, bins and panels.

Allele frequencies and other statistical parameters commonly used in forensic and paternity tests were calculated with PowerStats
software v1.2.

Results: The exact population differentiation test performed using Arlequine software v3.5 revealed significant differences between
our sample of Albanian Gipsy and other Gipsy populations in the Balkan Region. We consider our data valuable for an Albanian Gipsy
Reference Database, suitable for forensic application and for population genetic studies. To our knowledge, these data are the first
published data on autosomal STR loci of Albanian Gipsy living in Albania.

PP-48 GENETIC MARKERS FOR IMMUNE INTOLERANCE IN REPRODUCTIVE FAILURE - A 5
YEARS’ EXPERIENCE IN VARNA

Konstantinova D', Kadiyska T?, Levkova M, Glushkova M? Georgieva E*, Angelova L

! Laboratory of Medical Genetics, St. Marina Hospital, Varna, Bulgaria
2 Genetic Medico-Diagnostic Laboratory Genica, Sofia, Bulgaria
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% Dept. Of Obstetrics and Gynecology MBAL “St. Anna”, Varna, Bulgaria

Aim: During the past decades research on immunopathogenesis denotes that idiopathic reproductive failure isassociatedwithanunbal
ancedmaterno—fetallimmunological tolerance. The purpose of this study was to analyze whether there is a correlation between the genetic
biomarkers for immunologic intolerance in pregnant women and reproductive failure.

Methodology: Inthisstudy, we analyzed 82patients, referred to the Genetic counseling in MBAL “St. Marina™ Varna with the history
of recurrent miscarriages. Genomic DNA was extracted from peripheral blood samples. The HLA-G 14bp INS/DEL polymorphism
(rs66554220) was amplified by PCR and visualized by electrophoresis on a 3% agarose gel. PCR products were either 224 or 210bp, or
both 224 and 210bp, depending on the insertion/deletion of the 14bp in exon 8.

Genotyping of IL1A-889 C>T and IL1B+3954 C>T polymorphisms was performed by PCR and direct sequencing.

Results: The mean age of the patients tested was 33.2 years. All of them were tested due to reproductive failure of unknown origin.
Of all 82 women,53 were homozygotes Ins/Insorheterozygotes Ins/Delfor HLA-G allele. 31 of the patients were heterozygotes C/T or
homozygotes T/T for IL1A-889 and ILB-3954. These genetic biomarkers display a negative impact on the prognosis of pregnancy
outcome.A 14-bpinsertion/deletion polymorphism in exon 8 could play a possible role in recurrent miscarriages, because the presence
of a 14-bp insertion allele is associated with a lower HLA-G expression, thus leading to a weaker protective effect against reproductive
failure.

Single nucleotide polymorphisms (SNP) located in the promoter region of IL-1 gene cluster may modulate transcription of the IL —
1 gene protein. As a result there will be lower levels of IL-1 protein production. This finding also correlates with a worse chance of a
successful pregnancy outcome.

The results of this study might be of significance for clinicians and those involved inunderstanding infertility and recurrent miscarriage.

PP-49 GENETIC MARKERS FOR THROMBOPHILIA IN PATIENTS WITH CEREBROVASCULAR
ACCIDENT AND PERSISTENT FORAMEN OVALE

Kisheva A", Konstantinova D?, Kadiyska T*, Miteva V4, Levkova M?, lotov I', Andonova S*

' Department of Cardiology, St. Marina Hospital, Varna, Bulgaria
2 Laboratory of Medical Genetics, St. Marina Hospital, Varna, Bulgaria
% Genetic Medico-Diagnostic Laboratory Genica, Sofia, Bulgaria
* Department of Neurology, St. Marina Hospital, Varna, Bulgaria

Aim: The incidence of persistent voramen ovale (PFO) is 25-30% of the population. Usually it has no adverse health consequences,
but there is data, that it is found more often in patients with cryptogenic stroke, because of the possibility of paradoxical embolism through
the defect. In the recent years research is ongoing for ascertainment of a correlation between PFO and ischemic stroke (1S).

Genotype profiling of patients with PFO was performed, seeking for association with ischemic stroke.

Methodology: 13 patients were referred from the dept. of Neurology - divided in two groups: who have survived ischemic stroke (9
patients) and who presented with a different neurologic pathology (4 patients). All PFO patients presented with permanent or intermittent
right to left shunt. Because of the history of cerebrovascular accident the patients underwent molecular genetic test for thrombophilia —
factor V Leiden, factor Il prothrombin, PAI, MTHFR.

Results: 8 of the patients were heterozygotes 4G/5G for PAI-1 alone or in combination with another marker. 5 of them (55.5%) in the
first group and 3 (75%) in the second group, p=0,506. Homozygote genotype for PAI-1 4G/4G was found in three patients (2 in the first
group (22%) and 1 in the second group (25%) (p=0,913). One patient in the group with ischemic stroke was positive for 2 markers —
heterozygote for Factor Il prothrombin and homozygote for MTHFR 677 T/T. Heterozygosity for MTHFR 677 C/T was found in 5 patients
— 4 (44%) in the first group and 1 in the second group (25%), p=0,506.

Conclusion: Patients with PFO and stroke carry more often genetic mutations, associated with thrombophilia than patients with
PFO without stroke, although we could not find a statistical difference between the two groups. Genetic markers should be evaluated in
patients with PFO and stroke and used as a guide for continuous antithrombotic treatment in combination with a proper lifestyle change
for secondary prevention.
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PP-50 PRELIMINARY RESULTS OF GENETIC VARIANT CYP1A2 1*F, INVOLVED IN CAFFEINE
INTOLERANCE, IN ALBANIAN POPULATION

Zoraqi G, Foto K
GJENOMA, Dna Analysis Laboratory, Rruga Bardhok Biba, Tirane, Albania

Background: CYP1A2 is a human enzyme involved in the metabolism of 5-10% of drugs of large use, as clozapine, imipramine,
caffeine, fluvoxamine, paracetamol, phenacetin, theophylline, tacrine, etc. Genetic variants of CYP1A2 gene were identified, variant F is
considered a fast metabolizer and variant C is considered a low metabolizer. Personal identification of genetic variants is important in
the treatment of patients by dose specific drugs. In particular, genetic variant CYP1A2 1*F is part of DNA test for caffeine intolerance,
considered as a preventive test for the risk reduction of myocardial infarct. Up to know we have not population data about the frequency
of CYP1A2 1*F allele in Albania. Each ethnic population presented a particular pattern of CYP1A2 genetic variants and their identification
in Albanian population could be of genetic and clinical interest. Our aim was the analysis of 100 healthy Albanians for the identification
of CYP1A2 1*F allele frequency.

Methodology: In our preliminary study we analyzed 50 healthy individuals and used PCR- RFLP protocol, based on DNA amplification
(PCR), digestion by restriction enzyme Apal of PCR products and the control of the fragments by gel electrophoresis. Using this method
we determine directly the genotype for two most diffused alleles CYP1A2 1*A ( Wild type) dhe CYP1A2 1*F.

Results: From DNA analysis we found the genotypes and using standart formulas of population genetics we calculate the frequency
of YP1A2*1A allele at 80% and the frequency of CYP1A2 1*F allele at 20%. The frequency of CYP1A2 1*F allele of 20% means
that about 4% of Albanians have homozygote genotypes and should be intolerant to caffeine. Persons who demonstrated disturbs when
consumed café or other drinks containing caffeine should performed the test of CYP1A2 1*F variant identification.

PP-51 BECKWITH-WIEDEMANN SYNDROME IN FOUR UNRELATED CASES — FROM THE
GENETIC COUNSELING IN MBAL “ST. MARINA” VARNA

Miteva V', Stoyanova M, Todorov T?, Lukova M? Levkova M', Konstantinova D', Todorova A?, Shivachev P*

' Laboratory of Medical Genetics, St. Marina Hospital, Varna, Bulgaria
2 Genetic Medico-Diagnostic Laboratory Genica, Sofia, Bulgaria
% Dept. Of Paediatrics, St. Marina Hospital, Varna, Bulgaria

Aim: The authors report on 4 cases of Beckwith-Wiedemann syndrome (BWS) in patients, referred to the Genetic Counseling of the
Laboratory of Medical Genetics in Varna. The aim of this study is to compare the clinical manifestation and the genetic findings between
the patients.

Methodology: Pedigree analysis shows that all cases are sporadic. The four unrelated patients are two females and two males, aging
from 2 months old to 2 years old. All of them clinically presented with sufficient, though variable clinical signs of BWS and were eligible
for performing mutational analysis.

Methylation test in region KvDMR1 (gene KCNQ10T) of chromosome 11p15.5 and gene H19DMR with MLPA analysis was performed.
Indirect DNA analysis with polymorphic markers D11S1984, D11S922, TH, D11S4088 and D11S1346 was used for identifying
UPD11p15.5.

Results: Beckwith-Wiedemann syndrome (BWS) is a congenital overgrowth syndrome that occurs in aproximately one in 13,700
births with about equal incidence in boys and girls. The condition is caused by dysregulation of the expression of imprinted genes in the
11p15.5 chromosomal region.

The syndrome presents with typical manifestations such as macrosomy at birth, macroglossia, defects of the anterior abdominal
wall, an increased risk of developing certain childhood tumors, hypoglycemia in the newborn period due to hyperinsulinsm and unusual
ear creases or pits. Children with BWS may also have hemihyperplasia.

The authors’ present detailed clinical information for each case and the corresponding results of the mutational analysis - abnormal
methylation at region KvDMR1 (gene KCNQ10T) of chromosome 11p15.5 (hypomethylation to demethylation), or hypermethylation of
H19DMR, and in one case paternal uniparental disomy 11p15.5 with focus on phenotype — genotype correlation.
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PP-52 GENOMIC DISORDERS IN THE CONTEXT OF PRENATAL AND POSTNATAL DIAGNOSTICS IN
BULGARIA

Dimova I', Peicheva V', Stancheva G ', Chaveeva P?, Stratieva V2, Yankova M?, Simeonov E*, Kremensky I, Mitev V"*,
Kaneva R"*

! Laboratoty of Genomic diagnostics, Department of Medical chemistry and Biochemistry, Medical University Sofia (MUS)
2 Medical complex “Dr Shterev”, Sofia, Bulgaria

% Hospital “Serdika”, Sofia, Bulgaria

* University Hopsital of Pedicatrics, Sofia, Bulgaria

% Department of Medical chemistry and Biochemistry, Medical University Sofia

Purpose: Routine implementation of array comparative genomic hybridization (aCGH) analysis in the diagnostics of patients with
suspected genomic disorders.

Methodology: For the period of 1 year, 52 samples were screened by microarray-based copy number analysis in the Laboratoty of
Genomic diagnostics, MUS. Among them, 20 samples were obtained from fetuses with anomalies. Most of the postnatal patients were
indicated because of developmental/mental retardation, autistic spectrum disorders, epilepsy, dysmorphological features and suspected
genetic syndromes. Prenatal cases had some of the following indications: multiple structural fetal anomalies (MSFA), intrauterine
retardation, repeated fetal heart and brain anomalies, marker chromosome, increased nuchal translucency and other soft ultrasound
markers.

Results: Array CGH confirmed clinical diagnosis in some of postnatal cases and changed the clinical diagnosis in one of suspected
syndromes — the patient was diagnosed as having Silver-Russel syndrome, but aCGH revealed 17p12 microduplication, characteristic
for Charcot-Marie-Tooth type 1A syndrome. Array CGH revealed the following results in cases with repeated fetal anomalies: 17p13.3
microdeletion in lysencephaly; 1p36 microdeletion in a syndrome of MSFA; 22q11.21 microdeletion in cono-truncal anomaly; 22q11.1
microduplication in cat-eye syndrome; combined 10926.3 microdeletion and 17¢25.3 microduplication in a syndrome of developmental
delay; 22q11.21 microduplication in a case of mosaic marker chromosome of the mother. We can conclude that there is a high probability
(about 30%) to reveal prenatally microstructural genomic aberrations by array CGH, in cases of recurrent anomalies.

In this presentation we discuss the disclosing of genomic results in pre- and postnatal settings, what types of results go on reports,
how do we present and manage this information in the clinic, the highly focused report on fetal samples. We highlight the role of pre-test
education, genetic counseling and informed consent in our communication with patients, and registries with systematic annotation of
genotype-phenotype correlations regarding national level of genomic diagnostics.

Acknowledgment: DUNKO1-2/2009, BNSF

PP-53 GENETIC DIAGNOSTIC SURVEY ON CHILDREN WITH CONGENITAL AND HEREDITARY
DISEASES FOR A PERIOD OF TWO YEARS

Stoyanova M, Levkova M, Hachmeriyan M, Miteva V', Konstantinova D', Cvetkova M', Georgieva M?, lotova V¢, Angelova L'

' Department of Medical genetics, Medical University - Varna
2 Department of Paediatrics, Medical University - Varna

Purpose: To evaluate the activity of the Genetics counselling unit to pediatric patients by indications for referral and verified diagnosis.

Methodology: We performed a retrospective analysis of genetic registries for a 2015-2016 year period in the Genetics Unit of the
University Hospital St. Marina —Varna. A survey was conducted of all pediatric patients(0-18 age) who have been consulted or tested in
the genetic laboratory. Clinical phenotyping, imaging examinations, literature review and specialized computer programs /dysmorphology
databases were applied. The children were classified according to indications for referral, indicative unit and verified diagnosis.

Results: The total number of children is 560(45%) out of 1246 genetically consulted patients for this period (the number of women
for biochemical screening excluded). The indications for referral to genetic counselling service varied, but we divided them into five main
groups: single gene disorders — 235 (42%), possible chromosomal disorders — 138 (24.6%), multiple congenital anomalies — 97 (17.3),
genetic predispositions - 57 (10%) and isolated congenital anomalies — 33 (5.8%). The majority of the children were referred by pediatric
clinics of the UH St.Marina — Varna: 227 (40.5%) from First Pediatric Clinic, 217(38.7%) from Second Pediatric Clinic; 34(6%) from other
hospital clinics and 82(14,8%) were outpatients. Diagnostic genetic and metabolic investigations were performed in 536 children in
our laboratory and in other genetic laboratories in Bulgaria and abroad. Based on these analyses genetically determined pathological
conditions were diagnosed in 119 (22.2%) pediatric patients. The spectrum of all genetic diagnoses is being presented and analyzed.
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This survey shows the importance of genetic counselling in childhood, when congenital or hereditary pathology is suspected.
Genetics labs are centres for high specialized health care and are focused on rare diseases in children, which need appropriate genetic
investigations and long lasting follow up.

PP-54 CLINICAL VARIABILITY OF CONGENITAL MYASTHENIC SYNDROME TYPE IA DUE TO
MUTATION 1267DELG IN 100 CASES

Kastreva K', Chamova T', Bichev S?, Litvinenko 1%, Ivanov I, Pacheva 1, Mihaylova V/°, Cherninkova S, Bojinova V¢,
Guergueltcheva V7, Lockmuller H®, Tournev I™?

' Clinic of Nevous Diseases, UMBAL Aleksandrovska, Department of Neurology, Medical University-Sofia, Bulgaria
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4 Clinic of Pediatrics and Genetic Diseases, UMBAL “St. Georgi”, Department of Pediatrics and Medical Genetics, Medical
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® Department of Neurology, University Hospital Zurich, Zurich, Switzerland

8 Clinic of Child Neurology, University Hospital of Neurology and Psychiatry Sv. Naum, Sofia, Bulgaria

" Clinic of Neurology, University Hospital Sofiamed, Sofia, Bulgaria

8 Institute of Genetic Medicine, Newcastle University International Centre for Life, Newcastle upon Tyne, U.K.

® Department of Cognitive Science and Psychology, New Bulgarian University, Sofia 1618, Bulgaria

Introduction: Congenital myasthenic syndromes (CMS) are a group of genetically determined disorders characterized by fatigable
weakness of skeletal muscles (e.g. ocular, bulbar, limb muscles) with onset at or shortly after birth or in early childhood. Severity and
course of disease are highly variable, ranging from minor symptoms to progressive disabling weakness. The most common type of
congenital myasthenic syndrome in Bulgaria is type la caused due to 1267delG mutation in exon 12 in the gene for the €AChR subunit.

Purpose: The purpose of the study is to determine the variety of clinical features in patients with congenital myasthenic syndrome
type la.

Methods: Physical examination, neurostatus, myometry, spirometry (seated and laid back position), estimation of the level of muscle
weakness.

Results: One hundred affected with genetically confirmed disease were examined. All the patients are from Roma ethnicity and have
neonatal onset of the disease with bilateral fluctuating eyelid ptosis, ophtalmoparesis, feeding difficulties, poor cry. In the course of the
disease the most common symptoms were ophtalmoparesis without diplopia, fluctuating eyelid ptosis, bulbar weakness and weakness
in the limbs. Depending on the clinical course three groups of patients were determined: mild clinical course - 47% (47/100); moderate
clinical course - 32% (32/100); severe clinical course - 21%.

Spirometry was performed in seated and laid back positions. Results for forced vital capacity for 14 patients show more than 10%
difference between seated and laid back position due to diaphragm weakness. Nine of these 14 patients have mild clinical course, 3 —
moderate clinical course, 2 — severe clinical course. None of the other patients used non-invasive or invasive ventilation, or ever had
respiratory crises.

Patients in our study that have bulbar weakness leading to swallowing difficulties and choking on food/drink have mostly moderate
or severe clinical course.

Conslusion: CMS type la is characterized by a neonatal onset and variety in the clinical course despite the genetic homogeneity of
the study group. The clinical course varies from mild ptosis and ophtalmoparesis to severe muscle weakness. Although this type of
myasthenia could also lead to a severe clinical course, respiratory insufficiency is not common among these patients and they do not
need non-invasive or invasive ventilation. Further examinations are needed to determine modifying genes, which are responsible for the
pathogenesis of the disease.

PP-55 ANALYSIS OF SOMATIC MUTATIONS IN LUNG ADENOCARCINOMAS AND SQUAMOUS
CELL CARCINOMAS WITH TARGETED NGS

Petkova V', Mitkova A, Kachakova D', Stancheva G ', Mihova K, Marinova D? 3, Slavova-Marinova Y?“ Mitev V', Kaneva R’

" Molecular Medicine Center, Department of Medical Chemistry and Biochemistry, Medical Faculty, Medical University of Sofia,
Sofia, Bulgaria.
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2 Clinical Center for Lung Diseases, Medical Faculty, Medical University of Sofia, Sofia, Bulgaria.
® Department of Bronchology, University Hospital for Pulmonary Diseases “St. Sofia\», Sofia, Bulgaria

* Department of Pathomorphology, University Hospital for Pulmonary Diseases “St. Sofia\», Sofia, Bulgaria

Purpose: The most frequent histologic subtypes of non-small cell lung cancers (NSCLC): adenocarcinoma (AC) and squamous cell
carcinoma (SCC) could be discriminated at molecular level by specific “driver mutations” in many tumour-associated genes. Targeted next
generation sequencing (NGS) allows simultaneous analysis of many genes and more complete characterization of the somatic mutations
in tumours.

Methodology: In the current study DNA isolated from fresh-frozen tumour tissues of 8 patients with AC and 6 with SCC were included.
Somatic mutations in a panel of 48 tumour-associated genes (TSACP) were analysed by NGS platform MiSeq (lllumina).

Results: The performed bioinformatic analysis showed that the most frequently mutated gene in the studied samples wasTP53with
10 different pathogenic variants (52%) found in 5 patients with SCC and in 5 patients with AC. Four of them were present in more than
one patient. The second most commonly mutated gene waskRAS(18%) in which four activating pathogenic variants were found. The
mutation p.Gly12Val was detected in four (28.5%) samples(3 SCC, 1 AC).The BRAF V600E variant leading to decreased sensitivity to
TKI-gefitinib treatment and good response to therapy with vemurafenib or dabrafenib was detected in one AC.Other pathogenic mutations
were found in the genes GNAS, STK11 APC and RB1 with frequency of 7% each. EGFR and ALK mutations were not observed. Fifty %
of the samples harboured pathogenic mutations in two different tumour-associated genes.

Our results suggest that the NGS analysis of NSCLC using a panel of tumour-associated genes is able to detect somatic mutations
that are currently used as predictive biomarkers for targeted therapies. In addition it reveals the spectra of “driver” mutations in the lung
tumours andprovides opportunities for the discovery of new therapeutic targets and personalized treatment.

Acknowledgements: This work was supported by Grants 508/21.01.2016/Contract N224/2016/MU-Sofia; DUNKO1/2/2009/NSF.

PP-56 A RARE MUTATION OF SCN8A GENE IN A PATIENT WITH EARLY INFANTILE EPILEPTIC
ENCEPHALOPATHY
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' Gynecology and assisted reproduction hospital “Malinov MD”, Genetic laboratory, Sofia, Bulgaria

2 Department of Medical Genetics, Medical University of Sofia, Sofia, Bulgaria

% Sofia University St Kliment Ohridski, Faculty of Medicine, Department of Biology, Medical genetics and Microbiology, Sofia,
Bulgaria

* National Genetic Laboratory, Sofia, Bulgaria

Introduction: Early Infantile Epileptic Encephalopathy (EIEE) is a heterogeneous group of severe neurologic disorders with variable
etiology. The disease affects newborns, usually within the first three months of life in the form of epileptic seizures. Episodes may occur
more than a hundred times per day. Those who live past the age of 2 years manifest with severe psychomotor deficits. The genetic basis
of the disease is complex with defects in more than a 265 genes related to neuronal dysfunction or brain dysgenesis.

Methods: In this study targeted next-generation sequencing was performed to elucidate the genetic basis of early-onset epileptic
encephalopathy in our patient. NGS library was prepared using TruSight One gene panel, allowing to provide comprehensive coverage
of known genes related with the EIEE. Sequencing was performed on an lllumina MiSeq system. For variant filtering and downstream
analysis we were using Variant Studio and GenomeBrowse softwares.

Results: We identified an extremely rare heterozygous missense mutation in the gene SCN8A: NM_014191.3:c.5616G>A,
NP_055006.1:p.Arg1872GIn. The variant is known and has been observed in two patients similarly affected with an early epileptic
encephalopathy and development delay. Pathological variants of the SCN8A gene are phenotypically expressed as an autosomal dominant
form of EIEE-13 and thus affected individuals are heterozygous for the variant.

Conclusion: The identification of causative mutation in our patient delivered crucial insights into etiology of the disease. Considering
the wide variability in severity and penetrance of the disorders from the epileptic spectrum, there is large genetic heterogeneity in their
inheritance. This underlines the usability of TruSight One gene panel in order to successfully detect rare defects in patients with EEIE.
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PP-57 MOLECULAR MARKERS WITH DIAGNOSTIC AND PROGNOSTIC VALUE FOR TREATMENT
OF PEDIATRIC SOLID TUMOURS
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M3, Konstantinov D*#, Mitev V'

! Molecular Medicine Center, Dept. of Medical Chemistry and Biochemistry, Medical Faculty, MU-Sofia
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* Dept. of pediatrics, Medical Faculty, Clinic of pediatric oncohematology, UMHAT ,Tzatitza loanna - ISUL” EAD

The high incidence of pediatric solid tumours (PST), their great malignancy potential and high mortality rates warrants timely and
accurate diagnosis in order to offer the patients reliable therapy. We aimed to investigate the chromosomal aberrations on chromosomes
1,2,3,4,7,9, 11,12, 14 and 17 in PST, estimate their frequency and potential use as predictive/prognostic biomarkers.

The pilot study included analysis of large genomic deletions/duplications in 24 patients with MLPA kits P251, P252 and P253. The
group involved 9 patients with neuroblastoma (NB), 8 with nephroblastoma/Wilms tumour (WT), 4 with rhabdomyosarcoma (RS) and 3
with Ewing sarcoma (ES). DNA was isolated from FFPE tumour tissue.

Deletion of any of 1p, 11q or amplification of 17q define the Segmental Chromosomal Alteration (SCA) type in NB, characterised by
high risk of recurrence. Half of the NB cases belong to this subtype.

In 4 of the Wilms tumours aberations in chromosomes 1, 3 and 11 were found. Two of them were with duplication of the whole 1q,
one with concurrent deletion in 11q (ATM-THY1), amplification of 2p, 7 and 12. In four patients (2 neuroblastomas, 1 rhabdomyosarcoma
and 1 Wilms tumour) duplications of 2p, including the MYCN gene were found, which is negative prognostic factor. Deletion of 9p was
found in 4 cases (2 NB; 1 ES and 1 WT). CDKN2A is located on 9p21 and its inactivation is detected in many tumours including NB
and ES. In two patients this was the only aberation observed. Another frequent rearrangement involved chromosome arm 4p (deletion in
2 NB and 1 WT and amplification in 2 WT).

In conclusion MLPA is effective method to detect chromosomal rearrangements in PST and could be used in diagnostic setting for
defining precise molecular subtypes and risk stratification.

Funded by Grant 29/2016 of SF, MU-Sofia

PP-58 IDENTIFICATION OF CYP2C9*2 ALLELIC VARIANT IN HEALTHY ALBANIAN POPULATION
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' Tirana University, Faculty of Natural Sciences, Department of Molecular Biology, Tirana, Albania;
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Abstract: CYP2C9 enzyme is part of cytochorome P450 enzyme family involved in metabolization of different endogenous and
exogenous compounds including some medications with narrow therapeutic index such as warfarin. The CYP2C9 gene encoding for
CYP2C9 enzyme is highly polymorphic. CYP2C9*2 and CYP2C9*3 are the most common variants associated with reduced CYP2C9
enzymatic activity in comparison with the wild-type allele, CYP2C9*1. In Balkan populations CYP2C19*2 allele frequencies was estimated
to vary from 10 to 16%. There are no data available for Albanian population regarding allelic variants of CYP2C9 gene and the aim of
these study is to determine the frequency of CYP2C9*2 allele in Albanian population and to compare the data provided with previous
findings in other Caucasian populations.

Methods: We analyzed 100 unrelated, healthy Albanian individuals randomly selected from blood donors. In our study we have male
and female in equal proportion aged 37+14.48 years old. We applied a PCR-RFLP protocol, based in DNA amplification (PCR) and
digestion by restriction enzyme Avall.

Results: CYP2C9 genotype and allele frequencies were in accordance with Hardy-Weinberg. We have concluded that 74 subjects
(74%) were homozygous for CYP2C9*1 allele, three (3%) was homozygous for CYP2C9*2 allele 23 subjects (23%) were heterozygous
carriers of the two alleles. The frequency of wild type allele CYP2G9*1 was found to be 85.5% while the frequency of CYP2C19*2 allele
was found to be 14.5%.

Conclusion: Frequencies of CYP2C9 allelic variants in Albanian population were similar to those found in other Caucasian populations
(p<0.05). About 1/4 of Albanian population are intermediate and poor metabolizers for medications metabolised by CYP2C19 enzyme.
These results should be taken in consideration by clinicists in determining drug dosage of their patients based in their genotypic profile.
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With these findings we have a clear idea about frequencies of CYP2C9*2 genetic variant in Balkan region.
Keywords: drug metabolism, CYP2C9, genetic polymorphism, Albanian population

PP-59 CREATING HAEMOPHILIA COMPREHENSIVE CARE CENTRE AT ST. MARINA UNIVERSITY
HOSPITAL — VARNA

Ignatova |, licheva D, llieva V

Clinic of Pediatric Hematology and Oncology
St. Marina University Hospital — Varna, Bulgaria

The Haemophilia Comprehensive Care Centre at St. Marina University Hospital in Varna was opened in November 2013. In the
beginning of 2014 along with the Haemophilia Centre at the University Hospital in Bonn (Germany) were included in the World Federation
of Hemophilia's (WFH) Twinning Program. For a short period of time the Centre met all the European certification criteria of the European
Haemophilia Network (EUHANET) and in April 2014 It received the status of a European Haemophilia Comprehensive Care Centre. One
year later It was recognized by the Ministry of Health as the first Expert Rare Diseases Centre in Bulgaria. In 2016 the Centre became part
of the European Reference Network on Rare Hematological Diseases (EuroBloodNet) and was awarded the “Twins of the Year — 2015”
by the WFH.

PP-60 CLINICAL AND GENETIC SPECTRUM OF LIMB-GIRDLE MUSCULAR DYSTROPHIES (LGMD)
IN BULGARIA

Taneva A', Chamova T', Mihaylova V¢, Guergueltcheva V', Bichev S*, Georgieva B®, Todorova A*®, Bojinova V’, Kalaydjieva
L?, Tournev I"*

' Clinic of Nervous Diseases, UMBAL Aleksandrovska, Department of Neurology, Medical University-Sofia, Bulgaria

2 Department of Neurology, University Hospital Zurich, Zurich, Switzerland

® Clinic of Neurology, University Hospital Sofiamed, Sofia, Bulgaria

4 National Genetic Laboratory, USBAL “Maichin dom”, Medical University-Sofia, Sofia, Bulgaria

° Department of Medical Chemistry and Biochemistry, Medical University, Sofia 1431, Bulgaria

® Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

7 Clinic of Child Neurology, University Hospital of Neurology and Psychiatry Sv. Naum, Sofia, Bulgaria

¢ Laboratory for Molecular Genetics, Centre for Medical Research and Western Australian Institute for Medical Research, The
University of Western Australia, Perth, Australia

° Department of Cognitive Science and Psychology, New Bulgarian University, Sofia 1618, Bulgaria

Introduction: Limb-girdle muscular dystrophies (LGMD) are heterogeneous group of genetically determined progressive disorders of
skeletal muscles with primary or predominant involvement of the pelvic or shoulder-girdle musculature. To date over 50 genetic loci,
related to LGMD have been identified.

Objective: To determine the genetic and clinical spectrum of LGMD in the Bulgarian population.

Methods: One hundred and three affected individuals with LGMD were genetically verified. All the patients underwent clinical
examination, including manual muscular testing (MRC), electromyography (EMG), Serum creatine kinase levels (CK) were measured in
all of them. Respiratory (ventilator assessment) and cardiac (electrocardiography- ECG and echocardiography- echoCG) functions were
tested. Magnetic resonance imaging (MRI) of the muscles of the lower limbs in was performed in 9 patients.

Results: One hundred and three patients with 8sub-types of LGMD were diagnosed.The most common type wasLGMD2C due
toCys283Tyr mutation in Gamma-sarcoglycan gene(founder for 57Gypsi/Roma patients);The second most frequent was LGMD2A due
to mutations in the CAPN3 gene —found in 25 patients. 88% of them are homozygous for the550delA mutation. The third most frequent
form wasLGMD2G, with mutation in the TCAP gene- 17 patients, 160f whom were homozygous for the ¢.75G>A, p.Trp25*mutation.
They belonged to the religious minority of Bulgarian Muslims. Three patients withLGMD2Z due to mutation in the POGLUT1 gene, one
patient with LGMD2L- due to mutation in ANO5 gene, and one with LGMD 2B, due to mutation in DYSF gene.

The clinical spectrum is broad in terms of age at onset, rate of progression and age of loss of ambulation.The initial manifestations
in most of the patients include proximal muscle weakness in the lower limbs, followed by involvement of the upper limbs (LGMD2A) or
distal weakness in the legs (LGMD 2G). The age at onset is ranging between 5 (LGMD 2C with Duchenne-like progressive course), and
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around 50years(LGMD 2L with very slow progression). Pulmonary and cardiac functions were affected later in the course of the disease
only in few cases with LGMD2A.

Conclusion: Our study present clinical and genetic variety of LGMD sub-types with autosomal recessive pattern of inheritance in
Bulgaria. Several worldwide rare types of LGMD were determined in the country. While diagnosing such patients, it is necessary to
consider the patients’ ethnicity.

PP-61 NEUROFORMA — INNOVATIVE APPROACH OF REHABILITATION FOR NEUROLOGICAL
DISEASES AND INJURIES

Grigorova N
Bulgarian Huntigton Association

Abstract: Neuroforma is an innovative technological digital solution for motor and cognitive rehabilitation, developed by
neurorehabilitation and neuropsychology professionals. Neuroforma is designed for patients with neurological diseases and for those
recovering from injuries. It’s particularly suited for the rehabilitation of patients with multiple sclerosis, those recovering from a brain stroke
or brain injury and people suffering from neurodegenerative diseases.

Performa uses virtual reality technology and real-time motion capture in 2D and 3D, with biofeedback elements, proven to be
useful in neurorehabilitation by scientific research. It combines more than 20 cognitive and physical exercise modules, which offer a
comprehensive rehabilitation regime, adaptable to the specific needs of each patient. They engage both motor and cognitive skills, which
can improve movement precision, eye-hand coordination, joint mobility, muscle strength and endurance, perception and decision making
processes, attention and memory. All this in an attractive, interactive and motivating way.

Neuroforma has been localized for Bulgaria and will be available to Bulgarian patients in the newly established Centre for psychosocial
rehabilitation for people with rare diseases (CPRD) in Sofia from the 15th of September 2017. There is clinical research confirming that
Neuroforma have is effective in patients with Huntington’s disease, Multiple sclerosis, brain stroke and brain injuries.

Autor: Bulgarian Huntington Association (BHA) is a NGO in public benefit, established in February of 2014, as a result of the
partnership between healthcare professionals and families affected by Huntington’s Disease. In its brief existence, BHA has managed to
organize several successful public events, such as a bike tour dedicated to HD, Bulgarian cinema screenings of a documentary dealing
with HD, as well as a seminar for professionals dedicated to HD. BHA created and translated several materials concerning HD, submitted
and managed several projects, which offered psychosocial support to people affected by rare diseases and just recently established the
Centre for psychosocial rehabilitation for people with rare diseases.

PP-62 BLOOD BIOMARKERS FOR RISK PREDICTION OF AGGRESSIVE PROSTATE CANCER
PATIENTS — PRELIMINARY STUDY OF A ROMANIAN COHORT

Pavel A G2 Dimos L', Achim R, Gingu C*, Preda A®, Gener I3 Becleanu M, Stambouli D'

' Cytogenomic Medical Laboratory, Bucharest, Romania
2 Stefan S. Nicolau Institute of Virology, The Romanian Academy, Bucharest, Romania
® Fundeni Clinical Institute, Bucharest, Romania

Purpose: Prostate cancer is the third most common oncologic disease in Romanian males, with an incidence of 37.9/100.000 and
a mortality rate of 16.3/100.000. Several single nucleotide polymorphisms (SNPs) in genes were associated with the risk of prostate
cancer. The objective of this study was to assess the impact of 5 SNPs (KLK2-KLK3, SLCO2B1, SLCO1B3, HOXB13, and 17p12) that
are currently under debate as risk factors in Western Europe and American populations, in the genetic context of the Romanian male
prostate cancer patients.

Methodology: A total of 53 patients were investigated. The diagnosis of prostate carcinoma was confirmed by clinical and laboratory
examination. Genomic DNA was isolated from whole blood samples and genotyping was performed by allelic discrimination using a
classic allele-specific Tagman assay for the following SNPs: rs2735839 (KLK2-KLK3), rs12422149 (SLCO2B1), rs4149117 (SLCO1B3),
rs138213197 (HOXB13), rs4054823 (17p12).

Results: For rs2735839 (KLK2-KLK3), 6% of patients were homozygous and 15% heterozygous for the high-risk allele (A). 6% of
patients exhibited homozygosity and 17% heterozygosity for the A allele (high risk) of rs12422149 (SLCO2B1). However, in the case
of rs4149117 (SLCO1B3), only 4% of patients presented homozygous wild type alleles (GG), while 23% were heterozygous and 73%
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homozygous for the T variant. All patients were heterozygous (CT) for rs138213197 (HOXB13). The percentage of patients harbouring
TT (high risk) genotype at rs4054823 (17p12) was 32%, while 43% were heterozygous.

The observed genotype distribution of the five studied gene polymorphisms and the differences in frequency of risk alleles may
contribute to characterizing the genetic diversity of prostate cancer. Our preliminary results in this small patient cohort show no statistically
significant association of the investigated SNPs with the biochemical markers and tumor stage.

Acknowledgements: Paper supported by the Partnerships in Priority Domains program — PN I, implemented with the support of
MEN — UEFISCDI, project code PN-II-PT-PCCA-2013-4-1851.

PP-63 OPTOA0HTCKO AEYEHWE NPWU NALWNEHT CbC CUHAPOM HA TbPHbP: NPEACTABAHE
HA KAUHWYEH CAYYAN

MaHgoBa B, akau B
Kamegpa no couuaaHa MeguuuHa u obwecmBeHo 3gpaBe, MeguuuHcku yHuBepcumem — MaoBguB

Llea: MauueHmume CoC CUHgPOM Ha TbpHbP UMAM OMAUYUMEAHO u3paXkeHue Ha opodauuarHusa komnaekc. Bonpeku ye makaBa
aHomaAus usuckBa cneyuaausupaHo opmogoHmcko mpemupaHe, Ha nauueHmume ce okasBa HamaAeHo BHUMaHUg, a Cbwo AuncBam
konkpemHu Hacoku 3a AeyeHuemo um B Aumepamypama no geHmaaHa MeguuuHa. Lleama e ga ce pasaaega u onuwe xapakmepHama
kpaHuo-(auuarHa MaHupecmauua Ha 3aboaaBaHemo, cbyemana ¢ npoABu B ycmHama kyxuHa, kakmo u ga ce cv3gagam ykasaHus 3a
paboma npu koHkpemHusa KAuHUYEeH cAyuad.

Memogu: Caeg npemuHaro gBe 20QUWHO UHMepcenmMuBHO OPMOYOHMCKO AeUYeHUE C He3agoBOAUMEAEH pe3yamam, npu
wecmHagecem 20gulleH NauueHm CouC CUHGPOM Ha TopHbp € 3an04yHamo KbCHO opmogoHmMCko AeyeHue ¢ GukcupaHa mexHuka Ha
guazHo3a omBopeHa 3axanka ¢ Yemupu ekcmpakuuu- Ha 20pHa YeAlocm nbpBu NPEMOAAPU U Ha goAHa YeAlocm Bmopu npemoAapu .

Pesynmamu: lNpu npeaAeg Ha nauueHma ce HabnlogaBa, ye BvB (poHma 20pHUME GPOHMAAHU 360U He npunokpuBam goAHUME
¢ pascmosaHue mexXgy max 3 go 4 mm, koemo cb3gaBa HeygobcmBo npu gbBkameaHuA akm, HO CbWweBpeMeHHO U Npu guliaHe.
Cov3gaBam ce Hacoku 3a AeyeHue, kamo ce noguepmaBa Heobxogumocmma ga ce nogobpu ekcmpaopaaHua Bug Ha auuemo. lpaBu
ce kopekuua Ha 3vbume Ha 2opHa yealocm, koemo BkalouBa gepomupane, HuBeAupaHe U gucmaau3upaHe Ha 3boume. Kamo 8mopu
eman caegBa kopekuua Ha 3bbume Ha goAHa yealocm B8 cowume cmbnku. Kamo nocAegeH eman ce CUHXPOHU3UPam 20pHa U gOAHA
3bbHa peguuu.

3aknloueHue: [pu nauueHMUu CbC CUHGPOM Ha TobpHLp 3bbHO-yeAlbocmHumMe gedpopmauuu ce HabalogaBam no-yecmo u ca
no-mexku, nopagu koemo ce npenopvyBa QukcupaHo opmogoHMCko AeyeHue C u3noA3BaHe Ha Aeku cuAu 3a npemecmBaHe Ha
3bbume. Om 0C06EHO 3HAYEHUE & PAHHOMO gua2HOCMUUUPAHEe U HaBPEMEHHO AeYeHUE Ha geHMaAHUMe 3ab60AABaHUA CbC cmpukmeH
NapogoHMaAeH KOHMpPOA HacouyeH KoM AUYHA U NPOYECUOHAAHA OpaAHa XuzueHa.

PP-64 FIRST SYSTEMATIC GENETIC STUDY OF BULGARIAN PATIENTS WITH PARKINSON
DISEASE

Mihova K, Verstraeten A%“ Theuns J**, Paviova R?, Mehrabian S?, Petrova M?, Skelina S?, Kaneva R', Mitev V',
Jordanova A%, Van Broeckhoven C**, Traykov L?

' Department of Medical Chemistry and Biochemistry, Molecular Medicine Center, Medical University- Sofia, Bulgaria

2 Clinic of Neurology, University Hospital \»Alexandrovska\», Department of Neurology, Medical University-Sofia, Bulgaria, Sofia,
Bulgaria

® Neurodegenerative Brain Diseases Group, Center for Molecular Neurology, VIB, Antwerp, Belgium

* Laboratory of Neurogenetics, Institute Born Bunge, University of Antwerp, Antwerp, Belgium

5 Molecular Neurogenomics Group, Genter for Molecular Neurology, VIB, University of Antwerp, Antwerp, Belgium.

Parkinson disease (PD) is a common neurodegenerative disease resulting from the interplay of multiple genes with environmental risk
factors. Monogenic forms are rarely found, inherited in an autosomal dominant, autosomal recessive, or X-linked manner. The main goal
of the current study is to evaluate the frequency and type of mutations in genes associated with Parkinson disease in Bulgarian patients

Altogether, 69 patients with PD and detailed clinical assessment and 108 healthy controls, matched to the patients by age, gender and
ethnicity (NC) were recruited. All individuals were analyzed with a custom panel including known and candidate PD genes on an lllumina
NGS platform. All pathogenic variants were confirmed with Sanger sequencing.
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In 52% (36/69) of the patients were identified variants in LRRK2, PARK2, PINK1, PARK7, ATP13A2, FBXO7, PSEN1, PSEN2, CHMP2B,
GRN, MAPT, EIF4G1. Of then, 14 were novel (10 missense, 2 splice site, 2 frameshift). Four pathogenic, including two novel ones, were
identified in PARK2, PARK7, PSEN2. For 14 variants the significance is uncertain (13 missense, 1 splice site).

This is the first study in Bulgaria including big cohort of 69 well characterized patients that shows distribution of novel and already
reported variants in genes associated with Parkinson disease. Our findings contribute to a better understanding the molecular basis
of Parkinson disease and have implications for diagnostic testing and genetic counseling in Bulgarian population. The identification of
mutations in genes linked to Parkinson disease in substantial part of our patients strongly supports NGS studies as an approach for a
more efficient and cost effective genetic testing.

Acknowledgements: Funding by Grants DUNK01-2/2009, NSF, D35/27.05.2016, 567/21.01.2016 of SF, MU-Sofia

PP-65 WHOLE-GENOME SEQUENCING IN NEWBORN SCREENING — PRELIMINARY RESULTS ON
MEDICAL PROFESSIONALS’ ATTITUDES AND OPINIONS IN BULGARIA

Ivanov S, Wrenn S, Atanasov I, Mihaylova A, Kanova V, Stefanov S, Iskrov G, Stefanov R
Department of Social Medicine and Pubic Health, Faculty of Public Health, Medical University of Plovdiv, Bulgaria

Background: Newborn screening (NBS) is a public health service aimed at detecting apparently healthy infants with severe congenital
disorders, for which there is available cost-effective identification and effective treatment. NBS is considered to be the longest running and
most successful population screening activity worldwide. Whole-genome sequencing (WGS) is viewed as a major vehicle for translating
genetic and genomic advances into population health gains.

Objective: The aim of this study was to explore the attitudes and opinions on the potential use of WGS in conjunction with the tradi-
tional NBS. We conducted an online survey among paediatricians and geneticists from Bulgaria.

Results and discussion: While half of the paediatricians surveyed supported population-based non-selective WGS in NBS, 65.2%
of the geneticists expressed concerns. Most participants underlined that ethical issues were as important as medical ones and called
for a stricter protection of affected individuals against any abuse of their personal data. Extensive genetic counselling and psychological
support to families were mentioned as key elements in this potential activity. Nevertheless, both paediatricians and geneticists considered
that NBS in Bulgaria could be further developed, with selective WGS being suggested as a potential option.

Conclusion: While non-selective WGS for all newborns is not currently perceived as feasible, paediatricians and geneticists do believe
that selective WGS could strengthen current NBS programmes. Gross-border project collaborations may set the stage for generating
experience and evidence on these complex issues.

PP-66 MOLECULAR DETECTION OF VIRUS HERPES SIMPLEX TYPE 1 IN PATIENTS WITH
PERIODONTAL DISEASE

Anastasovska V', Kocova M, Sukarova-Angelovska E ', Popovska M?, Ivanovska-Stojanoska M?

' Genetic Laboratory, Department of Endocrinology and Genetics, University Children’s Clinic, Skopje, Republic of Macedonia
2 Department of Oral Pathology and Periodontology, Faculty of Dentistry, University “Ss. Cyril and Methodius University, Skopie,
Republic of Macedonia

Background: Periodontal disease is an inflammatory-destructive disease of the supporting tissues of the teeth caused by periopathogens
microorganisms. The aim of this study was to analyze the presence of herpes simplex virus type 1 (HSV-1) in the dental plaque (supra-
and subgingival), to examine the possible association between the presence of this virus and the stage of periodontal disease.

Methods: Supragingival and subgingival dental plaque samples were taken from a total of 89 patients with periodontitis for DNA
extraction. Fifty-four (60.7%) of the patients had a moderate clinical stage, while 35 (39.3%) of them had an advanced clinical stage of
the disease. Using the PCR (Polymerase chain reaction) method molecular detection of HSV-1 was performed.

Results: HSV-1 virus was detected in 22/89 (24.7%) patients with periodontal disease. It was observed in 12/54 (22.2%) patients
with moderate stage of the disease, of which in all of them in the supragingival and in 2/12 (16.7%) in the subgingival plague samples,
p<0.05. In patients with advanced stage of the disease the HSV-1 virus was detected in 10/35 (28.6%) patients, of which in 6/10 (60%)
patients in supragingival samples and in 6/10 (60%) subgingival plague samples, p>0.05. Interestingly, in two patients with moderate and
two patients with advanced stage of the disease the HSV-1 was concomitantly detected in both, supra and subgingival plaque samples.

Conclusion: HSV-1 was present in supragingival and subgingival dental plaque in the patients with periodontitis. The frequency of
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detected HSV-1 virus was higher in the patients with advanced periodontal disease compared to moderate periodontal disease. We
suggest that the presence of HSV-1 is related to the degree of periodontal tissue damage and manifestation of the different degree of
periodontal destruction.

Keywords: periodontal disease, HSV-1, molecular analysis

PP-67 CRITICALLY ILL MSUD PATIENT - CHALLENGES, WAYS TO PREVENT AND OUTCOME

Tsochev K, lotova V"2, Zheleva E ', Dimitrova N, lkonomov V2, lvanova M* Savov A

' First Pediatric Clinic, UMHAT “St. Marina”
2 Medical University — Varna
% National Genetic Laboratory, Sofia

Maple Syrup Urine Disease (MSUD) is an autosomal recessive disorder caused by abnormal oxidative decarboxylation of branched
amino acids — leucine, isoleucine and valine. Their and the corresponding ketoacids accumulation leads to encephalopathy and progressive
neurodegeneration. Catabolic events such as severe infections require timely management in an intensive care setting and monitoring of
amino acid concentration.

We present a MSUD patient, diagnosed and genetically confirmed right after birth. Enteral therapy with metabolic formula and
appropriate diet were started immediately and the child was doing well ever since.

At age of 4 years the child developed acute respiratory infection during family travel. Proper feeding was interrupted, and despite the
family instructions to return to the treating unit in cases of emergency if possible, the patient was admitted at the local pediatric ward
on the second day of the disease debut. Recurrent episodes of ataxia, lethargy and vomiting followed, and 3 days later the child was
transferred to us. He presented with brain edema, ketonemia and progressive acidosis. Three short courses of continuous hemodialysis
were performed in 5 consecutive days, full calorie intake was restored parenterally (Intralipid, Dextrose, protein solutions). Using Medical
Protocol for Diagnosis, Treatment and Monitoring Maple Syrup Urine Disease of the Department of Paediatrics, King Abdulaziz Medical
City, Riyadh and other published protocols, the ketoacidosis and plasma amino acid profile were stabilized. On the day pre-dialysis plasma
valine was 487.49 umol/L (24.3-243.2), and leucine — 1567.61 umol/L (50.3-304), but we were only able to see the results after the
dialysis launch. In the next days the level of leucine decreased to 626.38 umol/L and patient started normal enteral feeding.

The purpose of this paper is to describe applicability, safety and efficacy of clinical protocols of acute MSUD treatment from
international centers for rare diseases with similar characteristics and resources to ours.

Keywords: Maple Syrup Urine Disease (MSUD), Branch amino acids (BCAA), intensive care, haemodialisis

PP-68 A 17-YEAR-OLD BOY WITH LEOPARD SYNDROME

Stoycheva R', Mladenov V', Stoyanova M "2, Levkova M, lotova V"2, Tzochev K’

T UMHAT “Sv. Marina”
2 Medical Universoty — Varna

We present a 16-year-old boy with short stature, multiple lentigines, electrocardiographic anomalies, ocular hypertelorism, anteverted
ears and pectus excavatum, who present to us for the first time. Our clinical diagnosis is LEOPARD syndrome. The very rare LEOPARD
syndrome (LS, about 200 cases in literature) is an autosomal-dominant multisystem disease, which was first described in 1969.
LEOPARD is an acronym for lentigines, ECG-changes, ocular changes (mostly hypertelorism), pulmonary stenosis, abnormal genitalia,
growth retardation, and deafness. Mutations in the protein tyrosine phosphatase, nonreceptor type 11 gene (PTPN11, gene map locus
12g24.1) have been associated with the LS, but distinct mutations within the same gene are related to the Noonan syndrome. The current
diagnostic criteria, proposed by Voron et al, are fulfilled by lentigines and 2 of the minor criteria (cardiomyopathy, deafness, ECG-changes,
and hypertelorism). On physical examination, our patient was 148.7 cm high, body weight 36.6 kg with multiple lentigines on the skin.
. The heart rate was 78 per min and the blood pressure was 97/56 mmHg, puberty — Tanner stage 2 with normal penile development.
Growth was grossly affected — current height was 10 cm below the 3th centile (mid-parental height 172 cm, target range ...). The IGF-
1 level was 261 ng/ml (t.r. 57-426). Bone age showed 3 years delay, and ECG — prolonged QT. EchoCG showed apical aneurysm, Ao
insufficience 0-1, thickening of the wall heart chambers. The boy is under follow-up by pediatric endocrinologist and pediatric cardiologist
without treatment for the moment. DNA studies were undertaken.
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PP-69 RESULTS FROM CYTOGENETIC ANALYSIS IN CHILDREN WITH SUSPECTED
CHROMOSOMAL DISORDERS (A 10-YEAR EXPERIENCE). THREE CYTOGENETICS CASE REPORTS

Emilova R"*, Mladenova M"22 Andreev A', Tincheva R, Avdjieva-Tzavella D', Kathom H', Hadjidekova S*°¢, Bichev S’,
Boneva I

' Cytogenetic Laboratory, University Pediatric Hospital “Prof. Ivan Mitev”, Sofia, Bulgaria
2 Genetic Medico-Diagnostic Laboratory “Genica”, Sofia, Bulgaria

% Department of Medical Chemistry and Biochemistry, Medical University, Sofia, Bulgaria
* Department of Immunology, National center of infectious and parasitic diseases

% Department of Medical Genetics, Medical University of Sofia

& \WWoman Health Hospital "Nadezhda”

" Medical University of Sofia, National Genetic Laboratory

Background: Chromosomal abnormalities are result from changes in the number or in the structure or deletion of the part of the
chromosomes causing significant human morbidity and mortality. As a result of this rearrangement the developmental delays, sexual
development disorders, congenital malformations, and mental retardation are obtained.

Aim: To describe the prevalence of different chromosomal abnormalities in Bulgarian children referred for cytogenetic analysis and to
present the most complicated three cases for the last10 years.

Materials and method: Retrospective study was carried out to identify the frequency and pattern of chromosomal aberrations among
patients referred to the Cytogenetic Laboratory. For 10 year period 2551 patients, ranging from newborn to 18 years of age were referred
for cytogenetic analysis because of variety of clinical disorders. Karyotype was established on GTG-banded metaphases on stimulated
with PHA cultures of peripheral blood T-lymphocytes according to standard protocol

Results: A total of 448 pathologic karyotypes were identified (17.6%) with different chromosomal abnormalities. The most common
were trisomy 21, Down Syndrome - 226 (50.4%), sex chromosomal abnormalities -101 (22.5%) and deletion and structural were 121
(27 %), respectively. The cytogenetic result of the three most complicated cases were as follows:

46,XY,inv(15)(q15 g21.2)mat

mos 46,XX,del(16)(q22)[13] /.../46,XX mat[65]

And the karyotype - 46,XX,1(2;7)(q14;q35) who was revised after DNA analysis and cytogenetic result on mother wich was:
46,XX,1(2;7)(q13;936)inv(2)(p23q13)

Conclusion: Our data suggest that cytogenetic analysis is an important part in the evaluation of genetic disorders and helps clinicians
to provide accurate diagnosis and proper genetic counseling.

Keywords: chromosomal abnormality, cytogenetics, karyotypes

PP-70 THE BULGARIAN CENTENARIAN GENOME PROJECT

Balabanski L2 , Vazharova R, Atanasoska M? Malinov M', Hadjidekova S?, Staneva R? Damyanova V2, Mihailova M?,
Boyanova 02, Ganiev M?, Karachanak S?, Toncheva D "2

' Gynecology and assisted reproduction hospital “Malinov MD”, Genomic laboratory, Sofia, Bulgaria

2 Department of Medical Genetics, Medical University of Sofia, Sofia, Bulgaria

® Sofia University St Kliment Ohridski, Faculty of Medicine, Department of Biology, Medical genetics and Microbiology, Sofia,
Bulgaria

Introduction: We initiated the Bulgarian Centenarian Genome Project in early 2017. Its main goal is to discover genetic factors
responsible for the maintenance of longer and healthy lifespan in centenarians, as well as to establish the molecular pathways and
interactions regulating the processes of ageing and health deterioration.

Methods and Materials: Data for all living centenarians within Bulgaria (>300) was obtained. Centenarians are visited in their
homes and are presented to the topic of the project. Those who are willing to participate are given an informed consent form and fill
up a detailed questionnaire regarding their lifestyle and medical history. Buccal swabs are taken, from which DNA is later isolated. At
least 20 DNA samples of centenarians with good medical history will at first be analysed by whole-genome sequencing. The data of the
centenarians will be compared to a cohort of young controls from the Bulgarian population using a wide range of bioinformatics tools and
computer models in order to find genetic loci promoting healthy longevity and disease prevention. Rare candidate variants enriched in the
centenarian cohort will be tested amongst the other centenarians from the DNA bank and other controls via targeted NGS sequencing.
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Results and Discussion: We are currently in the process of building a DNA bank containing samples from as many people above
100 years as possible. The centenarian genome is the gold standard in genomics, as it is expected not only to be devoid of pathogenic
variants with significant penetrance, but also to harbour protective alleles against different environmental risk factors uncommon for the
general population. We expect to uncover some of the genetic factors predisposing to healthy longevity, as well as to pave the way for
the development of novel drug targets and personalised longevity strategies and healthcare.

*This Project is financed by the National Scientific Research Fund, Ministry of Education and Science.

PP-71 KNMHIYHW CAYHAN HA NALWEHTIA C MHOXECTBEHI METAXPOHHIN HEOMAA3N

BoaueBa M, PatueBa I, HeHoBa U, TymbeBa [, MeuyeBa LI, beneBa E, BaaukoBa M, MuxoBa /A, MonoB B, leopaueBa A, KoreBa
W, KanuoB X, IpygeBa-TonoBa X

MeguuuHcku yHuBepcumem, MeguuuHcku dakyamem — [1a0BguB, Kamegpa no kauHuuHa oHkoaoaus
YHuBepcumemcka 6oaHuua ,C8. leopau” — EAJl, MaoBguB

BvBegeHue: B nocregHomo gecemuAemue ce HabalogaBa meHgeHuua 3a HapacmBaHe 6poA Ha nauueHmume ¢ MHOXecmBeHu
MEemaxpoHHU HeonAasuu. Ycnexom Ha HOBume mepaneBmuyHu nogxogu u yBeauyeHama obwa npexkuBaemocm Ha nauueHmume e
npegnocmatka 3a noABa Ha HOBU 2eHemuYHU HapyweHus, kakmo u 3a gpyau kauHuuHU npoaBu Ha cvwecmByBawume. MauueHmu u
memogu: PempocnekmuBHo ca npoyyeHu 3gpaBHume gocuema Ha 2316 60AHU ¢ OHKOAO2UYHU 3a60AABaHUA, BepuduuupaHu Xucmo-
A02UYHO 32 nepuoga 2012-2016 2. u AekyBaHu B8 KauHukama no meguuuHcka oHkoaoz2usa Ha YMBAA ,CB. leopau” — EALl. Cpeg max ca
peaucmpupaHu 22 60AHU ¢ MHOXecmBeHu 3ano0kauecmBeHu 3aboaaBaHus. Couyemanusma BkalouBam coAugHU mymopu ¢ oHkoxema-
MOAO2UYHU HeonAasuu. MpegcmaBame KAUHUYHU CAyYaa Ha NAUUEHmM ¢ MpuU MemaxpoHHO npomuyawu 3aokauecmBeHu 3aboasBaHus,
kakmo U nauugHm ¢ MeMaxpPOHHO U CUHXPOHHO NpOMUYaHe.

Knunuuen cayyad 1: ban Mok (71 2.) ¢ damuaHa obpemereHocm - maika ¢ konopekmaneH kapuusom u 6pam ¢ ocmeocapkom.
PuckoBu dakmopu - 18 2. mpygoB cmak B8 oaoBHo-uuHkoBa MuHa. Mpe3 gekemBpu 2012 2. ce gokasBa MopBuyHa Muerodubposa
cvaracHo WHO kpumepuume. MauueHmbm ocmaBa nog HabalogeHue. MMpes toau 2014 2. no noBog Ha gu3ypuyHU CMYWEHUs € guaz-
HOCMUuUUpaH auuHapeH AgeHokapuuHoM Ha npocmamHa Xae3a, uHmepmeguepeH puck, T2bNOMO, G2, Gleason 3+4=7. OcmaBa Ha
gucnaHcepHo HabalogeHue. Mpe3 gekemBpu 20152. caeg 6buoncusa Ha nepudepeH AuMdeH Bo3ea ce Bepuduuupa XUcmoAo2u4HO M.
Hodgkin - aumdouumHo npeobaagaBane, 1B ka.cm. MauueHmobm npoBexkga xumuomepanus (6 kypca ABVD) u Abuemepanus. Mocmue-
Hama pemucus, ocmaBa nog akmuBHo HabAlogeHue.

Kaunuuen cayuad 2: Ban moX (75 2.), 6e3 aHamHe3a 3a GpamuaHa obpemvenenocm. Mpes 19942. no noBog M. Hodgkin—HogyaapHa
ckaepo3a, IlIA ka.cm. e noAyyuA uumocmamuyHa mepanus, AbuereyeHue u cnaeHekmomus. [Mpes 08.2013 2. caeg dubpokoaoHocko-
nus (OrC) no noBog goAHO-gucnenmMuYeH CUHGPOM XUCMOAO2UYHO ce Bepuduuupa ageHokapuuHom Ha pekmyma, T2NOMO, G2. Caeg
HAkoako nocaegBawu peBusuu ce gokasBa M ecacmpouHmecmuHareH CMpOMaAeH mMyMop -CUHXPOHHO npomuyaiiu mymopu. Caeg
onepamuBHa uHmepBeHuus 3anoyBa mepanua ¢ Mupo3uHkuHaseH uHxubumop (Imatinib). Mpea aBzycm 2016 2. npu QKC ce ycmato-
BaBa AokaneH peuuguB Ha pekmaAHua kapuuHoMm - UMa peonepawiua ¢ nocaegBawia Abye-, u xumuomepanus. MauueHmom npogbakaBa
mepanuama ¢ Imatinib kamo npoBexkga pecmagupawu uscaegBaHus.

3aknloueHue: /\eyeHuemo Ha nauueHmu ¢ gBe UAU noBeve MEMAXPOHHO UAU CUHXPOHHO Npomuyaiu HeonAasuu npegcmaBaaBa
onpegeaeHo mepaneBmuyHo npegu3BukameacmBo. Om 3HaveHue 3a ycnexa My e HaBpemeHHama guazHocmuka u UHguBugyaAHuAMm
nogxog.

KalouoBu gymu: CUHXPOHHU HEONAA3UU, MEMAXPOHHU HEONAA3UU, AeYEHUE

PP-72 CUHXPOHHO 11 METAXPOHHO MPOTWYALLI HEONAA3IIA

IpygeBa-onoBa X, BvonueBa M, PauueBa I, HeHoBa W, TymbeBa [, MeuueBa L, beneBa E, MapoBeka M, MonoB B, MuxoB A,
CmanyeB B, KoneBa W, KaruHoB X
MeguuuHcku yHuBepcumem, MeguuuHcku dpakyamem — [AoBguB

Kamegpa no kauHuyHa oHkoAozus
YHuBepcumemcka 6oaHuua ,C8. leopau” — EALl, MaoBguB

BvBegenue: Yecmomama Ha nauueHmume ¢ MHoXkecmBeHu nopBuyHu 3r0kavyecmBeHu mymopu HapacmBa 3Ha4YuUmMeAHo nopagu
paswupeHume guagHocmuyHu BvamokHocmu u yBeaudeHama npexkuBaeMocm Ha me3u 60AHU. MauueHmu, npexkuBeau egHO 3A0ka-
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yecmBeHo 3aboaaBaHe, umam 20% no-Bucok puck 3a pa3Bumue Ha Bmopa NbpBuYHa HEONAA3UA B CbLLUA UAU gpy2 Op2aH, CPaBHEHO
C obwama nonyAauus.

Mauuesmu u memogu: PempocnekmuBHo ca npoyyeHu 3gpaBHume gocuema Ha 2316 60AHU ¢ OHKOAO2UYHU 3aboAABaHus, Be-
puduuupaHu xucmoaozuyHo 3a nepuoga 2012-2016 2. u aekyBaHu 8 KauHukama no meguuuHcka onkoaozua Ha YMBAA ,C8. leopau®
— EALl. Om max ca peaucmpupaHu 22 60AHU ¢ MHOXecmBeHu 3aokavecmBeHu 3aboaaBaHuA. Mpu nogbopa Ha 60AHUME NPUACKUXME
kpumepuume Ha Warren u Gates. 3a cmamucmuyecka 06pabomka ce usnoA3Ba axmepHamuBeH aHaaus. MauueHmume 6sAxa pasgeAeHu
B gBe 2pynu - CbC CUHXPOHHU U MEMAXPOHHU HEONAA3UU Cb2AaCHO YymBbpgeHume kpumepuu.

Pesynmamu: Yecmomama Ha cayyaume ¢ MHokecmBeHu 3aokayecmBeHu 3a6oAaaBaHusa e 0.9%. MemaxpoHHUMe HeonAasuu ca
No-4ecmu OmM CUHXPOHHUME (CoomHoweHue 2,7:1). Mpu 63% om me3u 22-ma nauueHmu nosaBama Ha Bmopo u cregBauio MaAugHeHo
3aboraBaHe e npeguiecmBaHo om Xumuo-/Abdemepanusa 3a nbpBomo. Mpu 18% ce cpewam no Mpu HeoONAa3uu, a NpU 0CMaHaAume
- no gBe. Mpu 13 % om 6oAHUME uMa GamMuAHa 06peMeHEHOCM 3a OHKOAO2UYHU 3a00AABaHUA. Hall-4ecmomo MaAuZHeHO XeMamoAo-
2UYHO 3aboAABaHe, koemo ce acouuupa C gpyau € XpoHuuHa AuMdouumHa AeBkemus (7).

Juckycua: B aumepamypama ce nocouBam BapuabuaHu cmolHoCMU 3a yecmomama Ha MHokecmBeHume Heonaasuu (om 0.73%
go 11.7%) kamo npu aymoncupau cAyqau HapacmBa go 36%. Pesyamamume om Hawemo npoy4Base cbomBemcemBam Ha nocoue-
HUME om gpyau aBmopu gaHHU.

3aknloueHue: 3auecmaABaHemo Ha MHOXXeCMBeHU (MemaxpoHHU U CUHXPOHHU) 3A0kauecmBeHu 3aboaaBaHus uma Myamudakmop-
Ha emuoao2us u 06ekmuBHu npegnocmatku. Te3u nauueHmu nocmaBam cepuo3Hu mepaneBmuynu npegusBukameacmBa u usuckBam
UHMEPJUCUUNAUHAPEH NOQGX0(.

KalouoBu gymu: CUHXPOHHU HEONAA3UU, MEMAXPOHHU HEONAA3UU, AEYEHUE

PP-73 ATUMNYHA KAUHNKA NP WHQEKLIO3HA MOHOHYKAEQ3A

Wiemaun E, AkyboBa E
(Dakyamem ,Meguuuna®, MeguuuHcku yHuBepcumem — BapHa

BvBegeHue: VHdekuuosHama MoHOHYKAE03a ce npuyuHABa om Bupyca Ha EbwalH-bap, kamo 3acAza loHowu u MAagu xopa Mexgy
15 u 35 20guHu. 3BecmHa e kamo ,6oaecm Ha ueAyBkama”. KauHuyHama kapmuHa e xapakmepHa u BkalouBa dpebpuaumem, aaaBo-
0oAue, omnagHaaocm, 3a2yba Ha anemum u yBeAuyeHu AUMdHU Bb3AU NO UAAOMO MAAO, 0COBEHO NO wWuAMa (,kaesHa mpecka”). B
MH020 pegku cAyyau uHGekuuama npomuya HeobuyadHo.

LLea: MpegcmaBame kAuHUYHUA cAyyad Ha 31-20guwHa XkeHa om 2p. BapHa, koamo nocmonBa 8b68 Bmopo BompewHo omgeaeHue
Ha YMBAA ,CB. MapuHa”, ¢ HanpaBAeHue om AuyHusA Aekap, 3a ymouHABaHe Ha guagHo3ama. EguHcmBeHuam cumnmom, 3a kodmo
cbobwasa, e pedpurumem om 5 gHu (37,5-39,4 °C), kodmo He ce noBauABa megukamMeHmMO3HO.

Mamepuaau u memogu: B gudepeHuuarHama guazHocmuka yyacmBam peguua kBaaudpuuupaHu cneuuasucmu. M3BopuwieHu ca
kpoBHuU (KK, HampuBka), 06pasHu (PEHM2EHOAO2UYHO U3cAegBaHe, exozpadus Ha kopem u exokapguozpadusa) u MukpobuoAo2UUHU
uscaegBanus. MocaegHume BkatouBam HoceH cekpem, 2bpaeH cekpem, ypokyamypa u xemokyamypa. Mo uckane Ha AekyBauwiua Aekap
ouBam u3BopweHu koHcyamauuu ¢ YHI u Al cneuyuaaucm.

Pesynmamu: Oz2aegom u ¢usukarHume uscaegBaHus He ycmaHoBaBam namoaozuyHa Haxogka. AkueHmu om kpvBHama kapmuHa
npu nocmbnBaxemo 6uBam: AeBkoneHua (Leu 3.28, Neu# 1.70), moHouumo3sa (0.86, 26.20%) mpombouumonenus (Tr 117), uep-
HOgPOOHU eH3umu (ANAT 47.1; AcAT 54.2). Exozpaduama Ha kopem nokasa aeko yzonemeHa caeska (127/36 mm). CeporozuuHume
uscaegBaHua ca ompuuameAHu. MoBmopHama kpvbBHa kapmuna (cAeg 5 gHu npecmod) yecmanoBaBa yBeauueHue Ha AAAT (105.0) u
AcAT (65.0). B cepyma buBa Bupycom Ha EbwailH-bap. Ha 6a3a pesyamamume om AabopamopHume u3cAegBaHua u 6e3 noaBa Ha HoBu
cumnmomu ocBeH debpuaumema, ce nocmaBa guazHo3a uHdekuuosHa MoHOHykaeo3a. MauueHmkama 6uBa npuBegeHa 3a AeveHue 8
UH(MEKUUO3HO omgeAeHue.

Juckycus: Mopagu HecneuuduyHama kauHuka, nauueHmkama e kpacHopeyu8 npumep 3a HeACHO PedpUAHO cbemosHue. OmxBop-
AEHU Ca BUAU Bb3naAUMEAHU, HEONAACMUYHU U aBMOUMYHHU NPOUECU.

3aknloueHue: Cayyaume ¢ amunuyHo npomuyaHe Ha UHdekuuosHa MOHOHYKAE03a YeCmMO M02am ga 0CMaHam HeguazHocmuuupa-
Hu. ToBa Bogu CbC cebe Cu go peguua U3AUWHU guagHOCMUYHU npouegypu, kakmo u go npogoAKUMEAHO AeYeHUE ¢ aHmuBuomuuu U
gp. megukamveHmu, ¢ eBeHmyaaHu mexku nocAeguuu 3a nauueHma.
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PP-74 NIEMANN-PICK DISEASE TYPE B AND TYPE C IN BULGARIA — GENETIC AND CLINICAL
CHARACTERISTICS

Chamova T, Mihaylova V?, Sinigerska V?, Kirov A**, Todorov T*, Bajinova V°, Tincheva R, Ivanov I, Pacheva I°,
Zhelyazkova S, Samuel J', Radionova M, Sarafov S, Cherninkova S', Guergueltcheva V°, Krastev S ™, Todorova A*°,
Kalaydjieva L', Tournev "
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Niemann-Pick disease is a multisystem disorder with a wide range of symptoms that vary in severity. Niemann-Pick disease is divided
into four main types: type A, type B, type C1, and type C2. These types are classified on the basis of genetic cause and the signs and
symptoms of the condition.

Niemann-Pick disease type C (NP-C) is a rare, autosomal recessive (AR) disease, caused by mutations either in the NPC1 or in the
NPC2 gene, which lead to impaired intracellular lipid trafficking and subsequent accumulation of cholesterol and glycosphingolipids in
various tissues. NP-C is associated with a highly heterogeneous spectrum of visceral, neurological, and psychiatric manifestations that
can start at any age, which is often the cause for the under recognition of the disease and substantial delays in diagnosis. Currently in
Bulgaria 16 patients with NP-C have been diagnosed, due to various mutations. The mean age at onset in our cohort is 11.36 (SD 8.47)
years with a diagnostic delay varying between 1 and 23 years.

Niemann-Pick disease type B (NP-B) is resulting from mutations in the sphingomyelin phosphodiesterase 1 (SMPD1) gene. We
present a genetically homogeneous group of 25 Gypsy patients with intermediate NPB, where we observed a surprising diversity of
neurological features. All affected subjects were homozygous for the same ancestral mutation, W391G in SMPD1, yet displayed the entire
spectrum of phenotypic variation observed previously in unrelated affected subjects of diverse ethnicity and disease-causing mutations,
ranging from subclinical retinal involvement to severe ataxia, cognitive deficits and psychiatric disorders.

Keywords: Niemann Pick disease, multisystem involvement

PP-75 IDENTIFICATION OF HLA B57:01 ALLELE, CONFERRING HYPERSENSIBILITY REACTION TO
ABACAVIR, IN HLAB57 INDIVIDUALS OF ALBANIAN POPULATION BY AS-PCR

Duca S', Shyti E?, Sulcebe G2, Zoraqi G*

" University of Tirana, Faculty of Natural Sciences, Department of Biology, Tirana, Albania
2 Laboratory of immunology, QSUT, Tirana, Albania

® Gjenoma Laboratory, Tirana, Albania

Background: One of the most successful applications of pharmacogenetics research is the genetic screen ing for HLA-B*57:01,
strongly associated with an increased risk to develop hypersensitivity reaction (HSR) in HIV-positive patients following abacavir
administration. The Caucasian group has a HLA-B*57:01 prevalence of 5-8%. Identification of HLA B57 allele was performed in
Albanian population by Laboratory of Immunology, QSUT, Tirana. From individuals analyzed only 1,5 % results HLA B57 genotype. The
identification of HLA B57:01 allele was not performed previously and we intend to apply a fast, easy to use and ‘low-cost’ molecular
assay AS-PCR protocol.

Methodology: Taking into account the previous experience in the study of HLA region in the diagnostic practice of Laboratory of
immunology, 13 blood samples were conserved from HLA B57 Albanian individuals. We extracted DNA from 13 individuals and used
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primers for the specific amplification of HLA-B*57 region and its subtype HLA-B*57:01 according published protocols. We decided
to use the direct PCR and gel electrophoresis as the first-line protocol to detect the positivity/ negativity for HLA-B*57. For the specific
detection of HLA-B*57:01 allele, a nested PCR has been used.

Results: The direct-PCR trial proved to be able to confirm HLA-B*57-positive individuals, identified by other methods. All 13 samples
results positive for HLA-B*57, and were further typed for the presence of HLA-B*57:01 sequence by nested PCR. All individuals have
the presence of HLA-B*57:01 sequence. We confirm that 100% of HLA B57 genotypes have the presence of HLA-B*57:01 allele. In this
context the availability of an inexpensive, sensitive, pharmacogenetic predictive test for HSR prevention may represent a good strategy to
improve the use of a highly efficient drug like abacivir. To this purpose the development of our direct PCR represents a fast, easy to use
and ‘low-cost’ molecular assay employing HLA-B*57:01 as a predictive pharmacogenomic biomarker.

PP-76 CNHLLPOM HA NPA3HATA CEAA — OMCAHNE HA KANHNYEH CAYYAIR

CmanyeBa-VBaroBa M, CpegkoBa M %, TonaroB H?, MBaHoBa M? MacaunkoBa [*, TepsueB 1*, ABgxkueBa O°

"MAL ,MeguBa”, 2p.Codust

2 YHuBepcumemcka MHo2onpoduAHa 60AHUUA Coduameg, 2p. Codus

® HauuoHaAHa 2eHemuyHa Aabopamopus, CBAAAT ,MadyuH gom”

* KauHuka no gemcka ncuxuampus ,C8.Hukoaa”, YMBAA ,AaekcaHgpoBcka”
5 CBAAIB ,Mpod.g-p BaH MumeB”, 2p.Codus

CuHgpoMbm Ha npasHama ceAa e BpogeH gepekm Ha guappazma cene. 06ukHoBeHO ce ycmaHoBABa kamo cayuaiiHa HeBpopaguo-
AO2UYHA Haxogka, HO MOXe ga 6bge U cuMnmomMamuyHa — ¢ 2AaB060AUE, 3pUMEAHU HapyweHus, gobpokayecmBeHa uHmpakpaHuaaHa
XunepmeH3us, numyumapHa xunogyHkuus.

Llenma Ha HacmoAwama paboma e ga bbge onucaHa pagka acouuauus Ha NAUUEHM C 2eHepaAu3upaHo pascmpolicmBo Ha ncuxuy-
Homo pa3Bumue-gemcku aymu3bM U gaHHU 32 CUHgPOM Ha npa3Hama ceaa.

MpuaoXkeHu ca cAegHUME MeMOQU: KAUHUYHU — aHaMHe3a, pamMuAHa aHaMHe3a, HeBPOoAO2UYEH cmamyc, KOHCyAmauus cbe cneuua-
Aucmu, HeBpou3sobpasaBawu —AMP u gp., 06w, u ceanekmuBeH MemaboAUuMeH CKPUHUHZ HA Op2aHUYHU U aMUHOKUCEAUHU B ypuHa u
kpoB upe3 GC/MS u LC-MS/MS memogu, 2eHemuyHU uscaegBaHusa - PCR-SBT memog 3a aHaau3 Ha MOHK, kapuozpama, OHK aHaau3
Ha FMR1 2eH, xopmMOHaAHU u3cAegBaHus, anepaoao2uyHu mecmoBe, BumamuH B12.

ABmopume npegcmaBam MoMye Ha 6 20guHU C gaHHU 32 MPUb2bAHA 6paguyka, aHMUMOH20A0UGHU 0YHU uenku, Hucko nocmaBe-
HU YWHU Mugu, XUnepmpuxo3a No 2bpba, 2eHepaAu3upaHo pascmpoicmBo Ha NCUXUYHOMO pa3Bumue, CUHGPOM Ha NpasHama CeAa,
gucxapmMoHuy4Ha kocmHa Bov3pacm, xunepnpoAakmuHemus, noBuweHu araHuH u 2aymamam. MpoBege ce AeueHue ¢ MyamuBumamuHu,
A020NneguyHa mepanus, ceguBumakc.

PP-77 RARE SYNDROMES WITH UNUSUAL DENTAL MANIFESTATIONS (REVIEW)

Musurlieva N', Stoykova M, Yovcheva K2

" Medical University — Plovdiv, Faculty of Public Health, Department of Social Medicine, and Public Health
2 Medical University — Plovdiv, Faculty of Dental Medicine, Department of Orthodontics

The aim of this poster is to draw attention to rare syndromes with unusual dental manifestations.

Methods and materials: A systematic review of available literature in Pub Med was provided.

Results: Oculo-facio-cardio-dental syndrome is a X-linked rare congenital anomaly, with incidence of less than 1 in 1 million people
and it might be lethal in males. Heterogeneous clinical features characterize it such as dental radiculomegaly (extremely long roots),
particularly of the canines and occasionally of other teeth including premolars and incisors, congenital cataract, facial dimorphism, and
congenital heart disease.

Proteus syndrome is an extremely rare congenital disorder with progressive asymmetric overgrowth of multiple tissues. Oral
manifestations of Proteus syndrome may include gingival overgrowth and malposition of teeth, as well as unilateral enamel hypoplasia.

Ellis-van Creveld syndrome also called chondroectodermal dysplasia is an autosomal recessive disease. A typical case of this
syndrome exhibits the following tetrad-disproportionate dwarfism due to chondrodysplasia of long bones, bilateral postaxial polydactyly
of the hands, ectodermal dysplasia (nails are small and dystrophic, generalized hypodontia and abnormally formed teeth), congenital
heart malformations. Other oral symptoms are: labiogingival frenulum hypertrophy, accessory labiogingival frenula, diastema, enamel
hypoplasia, teeth may show premature eruption at birth or premature exfoliation. Supernumerary teeth may also be present.
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Dental abnormalities are present in around 30% of patients with Gardner syndrome, and may include supernumerary teeth, compound
odontomas, hypodontia, abnormal tooth morphology and impacted or unerupted teeth. The highest incidence of dental abnormalities
is found in patients with multiple osteomas, but dental changes may be determined in the absence of skeletal lesions, and the dental
anomalies are not secondary to bony changes.

Keywords: oral manifestations, rare syndromes

PP-78 CbOBPAXEHIUA N PNCKOBE, CBbP3AHIN C ANATHOCTKATA N AEMEHWETO HA TEXKO
OCTPO KOMBWNHNPAHO OTPABAHE C MCWXOTPOMHI AEKAPCTBA

HepmerngxkueB C, KppecmeBa-3anpsHoBa C, boxkunoB B, Mapus KymueBa M

Cekuus no npodecuoHarHu 3aboaaBaHusa u mokcukoaozua, Bmopa kamegpa no BobmpewHu 6oaecmu,MeguuuHcku Gpakyamem,
Meguuuncku yHuBepcumem — MaoBguB

Peslome: OmpaBaHemo ¢ aekapcmBeHu cpegcmBa, megukameHmu u buorozuyHu BewiecmBa noHAkoz2a € NPUYUHEHO YMULWIAGHO C
UeA caMoHapaHABaHe uAu camoybulicmBo.MpusHauume u cuMnmomume Ha uHmokcukauuama ¢ aekapcmBeHu cpegcmBa, megukamen-
mu u buonozuyHu BewecmBa Bapupam 8 3aBucumocm om gosama u Buga Ha BewecmBomo.Tesu cuMNMOMU YeCMO Mo2am ga bbgam
pasgeAeHuU Ha pasauyHu mokcugpomu, koumo ca cneuuduyHu kKAuHUYHU npoABu xapakmepusupawiu ocmpomo ompaBsaHe. B kauHuyHama
npakmuka Bce no-pagko ce cpewa ocmpa uimokcukauua camo ¢ eguH MegukameHm om onpegeaeHa papmakoaozuyta epyna. lpes no-
CAegHUME 20gUHU NpeobragaBam kombuHupaHume ocmpu ompaBaHus ¢ MegukamMeHmu ¢ pasauyHa GapmakorozuyHa npuHagaeXHocm.
Tosu pakm noBausBa ekcnepmusama Ha MoOKCUYHUME CUHGPOMU UAU NPOMEHA MAXHama cneuudpuyHa xapakmepucmuka.

MpegcmaBeHusam nauueHm e ¢ mexkko ocmpo ompaBsaHe ¢ HeBpoAenmuuu U 6eH30guasenuHu, KauHuuHo usaBuro ce ¢ kuBo-
mo3acmpawaBawu mokcugpomu.

Cayyaam e uimepeceH npegBug pagko HabalogaBaHomo cbyemanue om cneuuduyHume npoABu Ha BcAko egHO om ynompebeHu-
me ncuxomponHu BewecmeBa.

KaloyoBu gymu: ocmpo ompaBaHe, mokcugpomu, ncuxomponHu Aekapcm6a

PP-79 HEBPOAOTMYHA CIMNTOMIA NP NALLWMEHT C NEPWLIEHTPNYHA WHBEP3INA HA 9-TA
XPOMO30MA

CmanueBa M, lepzenyeBa B, MemkoB P? Kagom A*, boHeBa M°, bucmpuaH A*, TepsueB J*
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2 YHuBepcumemcka MHo2onpoduaHa 6oaHuua Coduameg, 2p. Codus

® CBAAIB ,Mpod.g-p NBaH MumeB”, 2p.Codus

* KauHuka no gemcka ncuxuampus ,C8.Hukoaa”, YMBAA ,AnekcaHgpoBcka”

MepuueHmpuyHama uHBepcus Ha 9-ma xpomo3oma npegecmaBaaBa cmpykmypeH XpoMo30MeH BapuaHm Ha HopMaaHusa kapuomun.
B Aumepamypama ca onucaHu manbk 6pol nauueHmu ¢ BpogeHu aHOMaAuu U UHGepmuAumem, HOCUMEAU Ha Mymauuama.

Lleama Ha HacmoAwama paboma e ga ce npegcmaBu HeBpoaozuyHa cuMnmomMamuka Npu NauueHm ¢ nepuueHmpuyHa ukBepaus
Ha 9-ma xpomo3oma.

113noA3Banu ca kauHuuHu Memogu, koHcyamauua cbe cneuuaaucmu, EET, KT u MPT Ha 2naBa, penmzeHozpadus Ha kumka, ExoKT,
kanuaapHo-30H0Ba enekmpodopesa, M3 B ypuHa, G-binding memog, MLPA 3a mukpogeaeuuu, CydomeAOMEpHU geAeuuu u gynaukauuu,
[HK 3a aHaau3 Ha mymauuu 8 FMR1 2eH u gp.

ABmopume npegcmaBam nauueHm Ha 11 20guHu ¢ uHBepcusa Ha 9-ma xpomo3oma, kodmo ce npegcmaBa ¢ NUAOPHA CMEeH03a,
ymbuAukanHa xepHus, koHBepaupawl cmpabusbM, gusaekcusd, guckaakyaus, HapyweHue BoB ¢uHama momopuka, Aeka cmeneH Ha
ymcmBeHa usocmananocm. EEM-cuaHo abHopMeH 3anuc ¢ gudysHu 6aBH0BbAHOBU NPOMEHU U u3pa3eHa napokcuamaaHa akmuBHocm.
Hopmaana Haxogka om MPT.

MpoBegeHo bewe AeyeHue ¢ genakuH, HOOMPONUA, MyAmuBuUMaMUHU, A020NeguyHa mepanus.
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PP-80 YEPHOAPOBHO 3ABOAABAHE CBbP3AHO C MYKOBNCLINA03A — KAWHWNYHI CAYYHAIN

KocmaguHoB K, L|BemkoB E, [enkoBa-AHeBa H, AnkoB U
MeguuuHcku yHuBepcumem — MaoBguB

MoBeue om 20 % om nauueHmume ¢ MyckoBucuugosa pas3BuBam yepHogpobHa borecm cBop3aaHa ¢ MykoBucuugosama (UBCMB).
MopmaaHa xunepmoHus u cBobp3aHume ¢ Hed YCAOKHEHUA ca npuyuHa 3a pamaneH u3xog npu mesu nauueHmu. Y5CMB B cBemoBeH
Mawab e mpemama npuyuHa 3a CMbpPMHOCM, CAeg GEAOJPOBHUME U NOCMMpaHCNAGHMAUUOHHUME YCAOKHEHUA.

MamozeHe3ama Ha 3aboAaBaHemo e MHO200(pakmopHa, kamo ce omgaBa 3HaueHue Ha buauapHama ob6cmpykuus, okcugamuBHus
cmpec u GpubpozeHezama. B peayamam ce pa3BuBam mHokecmBo (peHomunHu Bapuauuu Ha YepHOgPOOHOMO 3acAzaHe, Had-yecma-
ma om koumo e 02HUWHama (pokaaHa) buAuapHa uuposa.

KAuHUYHamMa npeseHmauua Ha 3a6oAdBaHemo Coblo e BapuabuAHa, kamo no-2oaAmMama Yacm Om nauueHmume CbC CuMnNMOoMU
Ha YepHogpobHa guchyHkuus, Beye ca pasBuau Heobpamumu MOPGOAC2UYHU U3MeHeHUA. [luagHo3ama ce nocmaBa Ha 6azama Ha kau-
HUYHU, KAuHUko-nabopamopHu u exozpadcku kpumepuu, kamo 8 noBeuemo caydail uepHogpobHama buoncus ocmaBa cmaHgapm 3a
gokasBaHe. PaspabomeHu ca exozpadcku U KAUHUYHU ckaAu 3a nocmaBsaHe Ha guazHo3ama YBCMB, 8 ocHoBama Ha koumo ca nocma-
BeHu peayamamume om YepHOgpo6Ha buoncus. 3AameH cmaHgapm B AeueHuemo Ha 3aboaaBaHemo e YOXK 8 gosu om 20-30 m2/ke gH.

MpegcmaBsame gBa cayyas Ha YSCMB — K.I1.M Ha 15 2. ¢ guazHosa mykoBucuugosa, npu koamo 3a6oAsBaHemo 6e ycmaHoBeHo
npu kAUHUYHaMa koHcmeAauus Ha XunoaabyMuHemus, ygoakeHo MB u npusHauu Ha nopmaaHa XunepmoHUs. gaHHU 3a XenamoMe2aAus
U Xemepoexo2eHHOCM npu exo2padus u noBuweHa akmuBHocm Ha aMuHompaHcdepasu Cb4yemara ¢ yBeAuyeHUe Ha BUAUPYOUH.

AHMY. 14 2. Cowo ¢ gokaszaHa MB, ¢ gaHHU 3a XeMEpPOEX02eHHOCM Ha YepPHOJPOOHUA NAPEHXUM U YMEPEHO yBeAuueHue Ha
amumpancdepasHama akmuBHocm.

[18ama onucaHu cayyas npegcmaBam yacm om kauHudHume u3aBu Ha Y6CMB, kamo npegcmaBam guagHOCMUYHU 3ampygHeHUs

PP-81 MPOYYBAHE HA HATNACUTE HA MATMCTbP-(APMALLEBTUTE OTHOCHO
Bb3MOXHOCTUTE 3A NPUAATAHE HA (DAPMALLEBTUIYHIA TPUKI 3A MALMEHTI C PEOKA
BOAECTI B BbATAPIA — MNAOTHO MPOYYBAHE

KamyweBa M, lemkoBa B, llempoBa I
(DapmaueBmuuen pakyamem, Meguuutcku yHuBepcumem — Codus

Hacmosawama paspabomka ce puHancupa om CMH Ha MY Codusa no npoekm N242/2016 Ha mema: ,lpoyyBaHe Ha kayuecmBomo
Ha >kuBom, ambyAamopHama mepanua Ha nauueHmu ¢ pegku 3aboaaBaHusa B BbA2apua U Ha MeXHUA gocmbn go AeueHue u go (ap-
MaugBmuyHo 0bcaykBaHe”

Llea: 13cAegBaHe MHeHUEMO HA Mazucmbp-dapmaueBmume omHocHO Bb3MoXkHOCMMA 32 UMNAEMEHMUpPaHe Ha papmaueBmuy-
Hume 2pwku ((r) 3a nauueHmu ¢ pegku 3a6oasBaHus (PB) B BoAzapus.

Memogonozus: [poBegeHo e nuAomHo, aHkemHo npoyyBaHe cpeg Ma2ucmbvp-papmaueBmu, pabomewiu 8 anmeku 3a 0bcaykBaHe
Ha HaceaeHuemo 8 2pag Cogus. Avkemama, BkalouBa Bbnpocu omHocHO BbamoXkHocmma 3a BuBexkgae Ha (I 3a nauueHmu ¢ Pb
8 npakmukama, o4akBaHume noA3u, Heobxogumocmma om 3anAawaHe 3a okasBaHume 2puxku, kakmo u HuBomo Ha kBaaudukauus
Ha dapmaueBmume B obracmma Ha Pb. 3a ueaume Ha o6pabomBaHe Ha ankemume e npuAroXkeHa geckpunmuBHa cmamucmuka ¢
nomowma Ha cmamucmuyeckama npozpama STATISTICA Version 13.

Pesyamamu: NMuromHomo npoyyBaHe 0b6xBawia 48 mazucmuop-papmaue8mu, npakmukyBawu 8 anmeku 3a 06¢cAykBaHe Ha Hace-
AeHuemo B 2pag Codus. 88% om ankemupaHume ca »eHu, kamo npeobaagaBam Auuama Ha Bv3pacm mMeXgy 25 u 40 20guHu (47%),
caegBanu om 40-50 2oguwHume (29%). MoBeye om noroBuxama (52%) ca 3ano3Hamu ¢ gepuHuuusama 3a Pb, kamo cmamucmu-
yecku 3Ha4umo noBeye mazucmup-papmaue8mu (98% cnpamo 2%, p<0,05) cmamam, Ye He npumexkaBam gocmambyHO NO3HAHUA
0mHOCHO Pb. 96% npoaBaBam uHmepec kom npoBexkgaHe Ha npogbAkaBauwlo obyuyeHue 3a Pb. 20% omzoBapam, ye nauueHmume
¢ Pb Huko2a He ca ce gonumBaAu go max 3a koHcyamauus, a 75% cnogeAaam, ye moBa ce cayuBa pagko. Hal-uecmume Bbnpocu ca
O0mHocHO AekapcmBeHama mepanus (60,42%), sakoHogameAHume u agmuHucmpamuBHu npouegypu (31,25%). 89,6% ca 3ano3Hamu
¢ konugnuuama 3a @ u noBeye om 70% 6uxa uHBecmupau 3a uMnAeMeHmupaHemo um 8 npakmukama. 30% He cmamam, ye
mpA6Ba ga ce 3anaawa gonvbAHumeAHo 3a QI, a 56,24% nocouBam cyma Hag 10A8. OcHoBHUME npobAeMu ca mpygHa komyHuka-
uus (40%), aunca Ha Bpeme u npocmpaHcmBo (79,2%) u HegocmambyHo nepcoHaa B8 anmekama (66,6%). OuakBaHu noasu om QO
ca nogobpaABare kauecmBomo Ha >kuBom Ha nauueHmume ¢ Pb (87,5%), noBuwaBaHe goBepuemo koM mazucmbp-hapmaugBma
(81,3%) u punaHcoBu nocmobnaeHuA 3a anmekama (21%).
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3aknaloueHue: Mazucmop-hapmaue8mume ca Had-gocmbnHUMe 3gpaBHu cneuuaaucmu, koumo uvam Heobxogumume 3HaHUA U
kenaHue ga yyacmBam egekmuBHo 8 uarocmHama epuka 3a nauueHmume ¢ PB. BbamokHocmume 3a umnAemeHmupate Ha Qr ca
npoBeXkgaHemo Ha npogoakaBawu 06yyeHusa cpeg GpapmaueBmume U oOnmMuUMU3UpPaHeMOo Ha pabomama Ha Mazucmbp-hapmaueBma
B anmekama ¢ HacoueHocm kbM UHgUBUgyaAusupaHa 2puka 3a nauueHma.

PP-82 MPOYYBAHE MHEHNETO HA MALNEHTUTE C PEAKI BOAECTI OTHOCHO KAYECTBOTO
HA QAPMALLEBTNYHOTO O6CAY)XXBAHE — MUAOTHO NMPOYYBAHE

KamyweBa M, lMemkoBa B, CaBoBa A, [empoBa I
(DapmaueBmuuer dakyamem, Meguuutcku yHuBepcumem — Codus

Hacmoswama paspabomka ce ¢uHaHcupa om CMH Ha MY Codusa no npoekm N242/2016 Ha mema: ,[poyyBaHe Ha kayecmBomo
Ha »kuBom, ambyramopHama mepanua Ha nauueHmu ¢ pegku 3aboaaBaHua 8 BbAzapus U HA MeXHUA gocmbn go AeueHue U go (ap-
MaugBmuyHo 0bcaykBaHe”

Liea: 3caegBaHe ygoBaemBopeHocmma Ha nauueHmume ¢ pegku 3aboaaBanua (P3) om dapmaue8muuHomo 06caykBaHe u om-
HOWEHUEMO UM OMHOCHO NpuAazaHe Ha GapmaueBmuuHume 2puku () 8 Boazapus.

Memogonozus: MpoBegeHo e nuaomHo, aHkemHo npoyuBaHe cpeg nauueHmu ¢ P3 B8 2pag Codusa. Bonpocume BkalouBam gaH-
HU, OMHOCHO 3ab0AABaHemo, ygoBaemBopeHOoCMMa om mepanuAma, HaAuvuemo Ha npeyku npu noayvaBaHe Ha AekapcmBeHume
npogykmu, gocmona u kayuecmBomo Ha papmaueBmuyHomo o06caykBaHe. 3a ueaume Ha o6pabomBaHe Ha aHkemume € u3noA3BaHa
cmamucmuyeckama npozpama STATISTICA Version 13.

Peayanmamu: MuanomHomo npoy4BaHe o6xBawa 35 nauueHmu ¢ P3 cpeg koumo 29 ¢ akpomezaaus, 5 ¢ borecm Ha KywuHz u 1 ¢
6orecm Ha lMomne. MpeobragaBawume pecnoHgeHmu ca om XeHcku noa (74%) kamo npeobaagaBam auuama Hag 50 20guwHa Bb3-
pacm (65%). CpegHomo Bpeme 3a guagHocmuuupaHe Ha 3aboaaBaHemo e 2,07 2oguHu (SD=2,59) kamo Hai-gbA20 Bpeme e OMHEeAo
nocmaBAHeMO Ha guazHo3a Ha nauueHma ¢ 6oaecm Ha Momne — 11 20guHu. Bucoka ygoBaemBopeHocm om npuAazaHama mepanus e
nocoyeHa om okoao 57% om nauueHmume, koemo gokasBa epekmuBHocmma Ha AekapcmBeHomo AeyeHue B peaaHu ycaoBusa. Agmu-
HucmpamuBHu npeyku BbB Bpbska ¢ noayyaBaHe Ha Heobxogumume AekapcmBa ca gokaagBaHu om 11% om ankemupaHume, koemo
nomBbp)kgaBa yAeCHeHUs gocmbn HAa Masu 2pyna nauueHmu go gapmakomepanus cAeg npeMuHaBaHe Ha ¢uHaHcupaHemo kom H30K.
Locmbnbm go GpapmaueBmuyHo 06¢cAykBaHe Ha nauueHmume ¢ P3 He € 3ampygHeH BepoAmHO nopagu gocmambyHuA 6pol anmeku
u papmaueBmu B 2onemume 2pagoBe. HesaBucumo om Bucokomo HuBo Ha ygoBaemBoperocm om kayecmBomo Ha papmaueBmuyHo-
mo 06cAyXkBaHe (85,7%), okoao 60% om nauueHmume ¢ P3 He ca CkAOHHU ga ce gonumam go Mazucmbp-GapmMaueBm u ga noayyam
koHcy Amauusa nopagu HegoBepue 8 kBaaudukauuama u no3HaHuAMa um 0mHocHo P3.

3aknlouenue: MuromHomo npoyyBaHe gemoHcmpupa agekBamex dusuyecku u GuHancoB gocmbn Ha nauueHmume ¢ P3 go Aeve-
Hue, kakmo u ygoBaemBopeHocm om okazBaHomo dapmaue8muyHo 06caykBaHe. HuBomo Ha goBepue kbm mazucmuop-hapmaueBmu-
me ocmaBa Hucko, koemo 0bycAaBa Heobxogumocmma om uHGOpPMuUpaHe Ha 06wecmBomo OMHOCHO poAAma Ha dapmaueBmume u
gokasBaHe noa3ama om npuaazaHe Ha (DI’ He camo 3a 4ecMO CpewaHume, HO U 3a pegkume 3a6oAABaHUS.

PP-83 MbPTbB MAOA, C DEL (7) (Q 11.23; @ 21.2) OT NPEKbCHATA BPEMEHHOCT M0
MEAWMLINHCKIA NOKASAHA — KANWHWUYEH CAYHAN

KoBaueBa K, XpucmoBa M-T?, [uHoB B*?

' Cekmop ,Meguuutcka 2eHemuka”, MeguuuHcku YHuBepcumem —TlaeBeH
2 MeguuuHcku YHuBepcumem — MaeBeH

MpegcmaBame kAuHUYEH CAyyal Ha MbpmBopogeH NA0g om om npekbcHama 6pemMeHHOCM No MeguuuHCcku nokasaHus, N0 gaHHu
om TaeBeHcku peaucmop 3a BpogeHu aHomaauu /vaeH Ha EUROCAT/. Kacae ce 3a |-Ba bpemeHHOCM Ha 25 20guwHa xeHa, B 11
2.C U 5 gHU npoBegeH buoxumuyeH cepymeH ckpuHuHz ¢ Hucku puckoBe 3a u3caegBaHume XpOMO30MHU aHOMaAuu, HO npegBug
Huckume cmodHocmu Ha PAPP-A u Free-bCG, e npenopbyaHo cneuuaausupaHo yampa3sBykoBo uscaegBaHe 3a mopceHe Ha Hakou
gONvAHUMEAHU Mapkepu 3a xpoMo30oMHa namoaoaus. Mpu npoBegeHama gemaaHa mMopdoaoeua B 22 2.c, ca ycmaHoBeHu MHo-
ecmBo Maadopmauuu Ha naoga: 20AAM AuueB gedekm- egHocmpadHa uenka Ha 20pHA YCMHa, acouuupaH ¢ 20AAM gedekm Ha
mBobpgomo Hebue, NamoAo2uYHa CbpgeyHa Haxogka, kakmo u acumempuyHa UHMpaymepuHHa pemapgauus Ha naoga u gp. Y3 beaesu
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HacouBauiu kbM BeposmHa xpoMo30MHa aHoMaAus. MpenopbyaHa e 2eHemuyHa amHuoueHmesa u (Demaana Exokapguozpadus, Ho
npegBug MHokecmBomo Maahopmauuu Ha nA0ga ¢ AOWa NPo2HO3a, pogumeAume B3emam peweHue ga npekbcHam cBoeBpemeHHO
bpemeHHOCMMa no MeguuuHcku npuyuHu . B 23 2.¢. e pogeH MbpmbB nAog om Mbxkku noa ¢ meaao 420 2p., pocm 27¢M. , 06ukoA-
ka Ha 2naBama 20 cm. Om u3npameHama 3a uumo2eHemuyeH aHaau3 kpbBHa npoba , 83emama om nonHa BpwB, ce ycmaHoBABa
kapuomun 46, XV, del (7) (q11.23; g21.2). MocAaegBawomo XpoMo30MHOMO u3cAegBaHe Ha pogumeAume ycmaHoBABa HopMaAHU
kapuomunu.

OkoHuameaHama guazHo3a gokasBa, ye ce kacae 3a xpoM030MHa aHOMaAUA Ha NAOga C HeHacAegcmBeH xapakmep (pesyamam de
novo). Ha cemelicmBomo e npoBegeHa 2eHemuyHa koHcyAmauus, pasacHeHu ca puckoBeme u gageHu npenopbku, C 02Aeg NAAHUpaHe
Ha cAegBawu bpemeHHoCMU.

KnalouoBu gymu: del (7) (q 11.23; g 21.2) , npekbcHama bpemeHHOCM, XpOMO30MHa aHOMaAuA

PP-84 NEPN(MEPHOCHA0BIN 1 MUKPOLLPKYAATOPHIN HAPYLLEHWA MNP BUBPALINOHHA
BOAECT OT AOKAAHO BNEPOBb3AENCTBNE

CmouneBa 3, depmergxkueB C, Aponcku U

Cekuus no npodecuoHanHu 3aboaaBaHusa u mokcukoaozud, Bmopa kamegpa no BompewHu 6oaecmu, MeguuuHcku
yHuBepcumem — lA0BguB

CvgoBume HapyweHus ca Bogewu 8 kauHuyHama kapmuHa Ha BubpauuoHHa boaecm om AokaaHo BubpoBbagelcmBue (BB ABB)
Hapeg ¢ nepudepHoHepBHUME U MYCKyAHO-CKeAemHume.

Liea: uscaegBaHe Ha nepudepHoCbgoBu u MukpouupkyAamopHu NpoMeHU npu 60AHU ¢ BB ABB.

Mamepuaa u memogu: Om xochumaausupaHume npe3 NOCAegHUMe 2 20guHu 267 ekcnoHupaHu Ha Bubpauuu 60AHU 125 omeoBa-
psxa Ha kpumepuume 3a guagHocmuuupaHe Ha Bb ABB u 6sxa uscregBaHu upe3 gucmaada gonaepoBa conozpadus (OJC), nasepHa
gonagpoBa droymempus (ADD) u Bugeokanuaspockonus (BKC).

Pesyamamu: lMpu 71.2 % ce ycmanoBaBa noBuweHa cbgoBa pesucmermHocm go AuncBauwl coHozpadcku omaoBop 8 aa. digitales
palmares propriae, 12.8% — noBuweHa cbgoBa pe3ucmeHmHocm Ha arcus palmaris superficialis u 7.2%— Ha a.ulnaris. HapyweHa
kokeH kpbBex mok 8 npbcmume Ha poueme BoAapHo U CHukeHa koxkHa nepdysus 6ewe ycmaroBena npu 39.2% upes ADD. Mpu
npeobaagaBawua gaa (78.4%) om uscaegBaHume ce ycmaHoBaBam ¢yHKuuoHaAHU npoMeHuU 8 HympuuuoHHUMe kokHu MukpocbgoBe
upe3 BKC: gucmonHu ¢ npeobaagaBane Ha cnacmuyHume (30.4%), cnacmuyHu (44.8%) u npeguMHOo amoHuyHU (3.2%) kanuAapHu
opumku, a cmpykmypHO npomeHeHu kanuaapu ¢ aHeBpuamu npu 21.6%. MepudepHocbgoBume u MukpouupkyAamopHuU HapyweHus ca
8 noaokumeaHa kopeaauus cbC cmagusa Ha 3aboasaBaHemo.

3aknaloyeHue: YcmaHoBaB8am ce aHauocnacmuyHu NpoMeHu B8 gucmaaHume nepudepHu cbgoBe u koXkHUME HYMpPUUUOHHU U mep-
Mope2yAamopHU MukpocbgoBe Ha npbecmume Ha pbueme npu Bb ABB. PaHHomo guazHocmuuupaHe Ha BB ABB ¢ o02aeg nogobpaBaHe
Ha npozHo3ama u kayecmBomo Ha >kuBom Ha 6oAHUMe u3uckBa no3HaHUA Ha AUMHUME Aekapu U cneuuaaucmume nNO Opmonegus,
peBmamonoaus, HeBPOAO2UA, aH2UOAO2USA, 06LWa MeguuuHa Bopxy peaeBaHmHume npodecuu ¢ BubpauuoHHa ekcno3uuus U 0CHOBHUME
KAUHUYHU npoABu 3a cBoeBpeMeHHO Haco4BaHe koM cneuuaaucmume No NPodecuoHaAHu 6oaecmu u agekBamHo mepaneBmuyHo u
npeBaHmuBHO noBegeHue.

PP-85 FROM CLINICAL TO GENETIC DIAGNOSIS IN AN 11-YEAR OLD BOY WITH FAMILIAL
HYPERCHOLLESTEROLEMIA: A CASE REPORT

Kitov S, Kitova L', Gencheva D, Kanarev M, Nikolova U?, Defesche J?, Stoekenbroek R* Assenova R*

' Clinic of Cardiology, Medical University, Plovdiv, Bulgaria

2 Department of Phisiology, Medical University, Plovdiv, Bulgaria

% Clinical Genetics Department, Academic Medical Center, Amsterdam, Netherlands

4 Department of Health Management, Health Economics and General Medicine, Medical University of Plovdiv

Familial hypercholesterolemia (FH) is a disorder that causes severe dyslipidemia due to a genetic mutation inherited in an autosomal
dominant manner, affecting chromosome 19 and the synthesis of the LDL receptor. Although recent studies have shown that heterozygous
FH is not as uncommon as previously thought, homozygous forms account for about one in a million cases in the US as well as in European
countries. It is associated with an early onset of generalized atherosclerosis and a high risk of target organ damage in young adulthood.
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We present a case of an 11-year old boy, who first sought medical attention for the appearance of xanthomas on both knees
and elbows. Blood analysis revealed extremely elevated total and LDL cholesterol levels (18mmol/l and 15mmol/l respectively) with
normal triglycerides and HDL. Upon further examination the ratio ApoB/ApoA1 was 2,9 (reference <0.7). Arcus cornealis was present
in both eyes of the patient. These findings were further supported by family history of coronary artery disease and sudden cardiac
death, consistent with an autosomal dominant pattern of inheritance. Genetic analysis revealed that the patient is in fact a compound
heterozygote for two mutations - ¢.1591A>G; p.(Lys507Glu) and c.2403 _2406del, a condition that is equivalent in severity to the
homozygous form of the disease. Treatment with a statin was initiated in the patient, later on the dose was doubled and a cholesterol
absorption inhibitor (ezetimibe) was added with the overall effect of achieving a 50% decrease of LDL cholesterol levels, even though the
target level of 3,5 mmol/l was not reached. In addition to a strict cardio-vascular follow-up and recommendations for lifestyle changes,
our team is planning to include the patient into a program for receiving a PCSK9 inhibitor. LDL apheresis is currently not available in
Bulgaria.

PP-86 MbPBIYEH 3AOKAYECTBEH MEAAHOM HA XEHCKATA YPETPA

YumanoB X', CmaBpakeB T?, [erueBa A% bamanoB 3% KoHgapeBa P?

! Kamegpa no ypoaozus U 0bwa meguuuHa, YMBAA “C8emu leopeu” EOON
2 MO MY MaoBguB

BvBegeHue: MopBuuHuAm, 3r0kayecmBeH MeAaHOM Ha ypo2eHumaAaHusm mpakm e pAgko 3aboaaBaHe. Haid-uecmo 3acAea
ypempama u 06ukHoBeHo ce omkpuBa cayyaiHo. XKeHume ¢ ma3su Aokaausauus ca camo 0,2% om Bcuuku 3nokavecmBeHu MeAaHOMU.
YpempaAaHusm MaAugHeH MeAaHOM Ce Cpewa NPegumMHo B 6Arama paca u € mpu nbmu no-4ecm npu XkeHu omkoAkomo npu Moxke.

06ekmuBHuam npeaaeg ycmaHoBaBa kopBeHe, cekpeuusa noHAkoza mpygHoO ypuHupae. OmkpuBaHemo Ha ypempaAHUmMe MeAaHoOMU
8 paHeH cmagull @ mpygHO nopagu ockbgHama cumnmomamuka, koemo Bogu go kbCHO guazHocmuuupaHe u Aowa Npo2Ho3a.

KauHuven cayyad: lMpegcmaBame Bu pagok cayyal Ha nopBuyeH 3aokauecmBeH mMeaaHoM Ha XkeHckama ypempa. MauueHmkama
H.. e Ha 55 20guwHa Bvb3pacm. HacoueHa 3a koHcyamauuA nopagu HeuHmMeH3uBHO kopBeHe om obAacmma Ha 2eHumaauume. fMpu
¢u3sukaneH npeaneg ce omkpuBa mymopHa dopmauusa okoao 3cM B guamemup, YepHa Ha uBam, kopBawa npu gonup aHeakupawa
MepMUHaAHaMa Yacm Ha ypempama,yacm om MaAkume CpaMHU YCMHU yyacmbuu om npegHa BaazaauwHa cmeHa.KAT gaHHU 3a
eguHuYeH uH2BuHaneH aumdeH Bb3en 8 AaBo.

113Bbpwiuxme ByaBekmomus, napuuaaHa ypempepekmomus u aumdHa gucekuua 8 AaBa uHeBuHaAHa obAaacm.

amoaoz2oaHamomMuyHama guazHo3ama e 3nokayecmBeH MeAaHoM Ha ypempama kamo He ce ycmanoB8aBam noaoXkumeaHu AuM@HU
Bo3au. Caeg okoao nem meceua ce u3Bopluu mpaHypempaHa pesekuua Ha MeAaHoOMHU Memacmasu B8 nukoyHuam mexyp, AumpHa
gucekuua B8 gacHa uH2BuHaaHa obaacm kamo u om gBeme uHmepBeHuUU ce NomBbpgu XUCMOAO2UYHO OCHOBHOMO 3aboAABaHe. B
MoMeHma nauueHmkama npoBexkga kypc Abyemepanus

Duckycus/3aknaloueHue: YpempaaHuam 3a0kavyecmBeH MeAaHOM UMa NO-AOWO NPO2HO3a om mo3u Ha kokama.B uumupanuam
CAyyad uz2pae poaa u ycmaHoBaBaHemo My B aBaHcupaa gasa Ha BepmukareH pacmex , ycmaHoBeHu mecmasu 8 AumdHumMe Bo3Au
u nukoyHua mexyp. Makpockoncku ypempaAHume MeAaHOMU Ca 4ecmo NOAUNOUGHU U MO2am ga ce 0bbpkam C gpyau MaAugHEHU
3ab0AABaHuA, gopu U ¢ GeHu2HeHU kamo ypempaAHu NOAUNU UAU NPOAANC Ha ypempaAaHama Au2aBuuama. AeveHuemo 3aBucu Had-
Beue om MecmonoAokeHuemo U kauHuuHuam cmagud. BkalouBa ekcuu3sus, ypempekmomus ¢ uAu 6e3 uucmekmomus, nocaegBawo
AbyeAeyeHue Ha onepamuBHama 30Ha U pe2uoHaAHume Bb3Au UAU NO-pagukareH nogxog — nopBuyHa ByABekmomus, ypempekmomus
u gucekuus Ha AuMdHU Bb3Au.

PP-87 KOMMAEKCHO AEYEHWE NP MALNEHTI C BOAECTA HA WILSON

Avramova M, Zidarova V', Markova K?, Cholakova R®, Drangov M?

' Student, Faculty of Dental Medicine, Medical University — Plovdiv
2 Department of Operative dentistry and Endodontics, Faculty of Dental Medicine, Medical University — Plovdiv
% Department of Oral Surgery, Faculty of Dental Medicine, Medical University — Plovdiv

OcHoBa: borecmma Ha Wilson e aBmo3omHO-peuecuBHO 3aboaaBaHe , npuyuHeHo om mymauua Ha ATP 7B 2eHa, kodmo e
MemM6paHHO-CBbp3aHa mMeg-mpaxcnopmupaiwia AT()-asa. Hapywerama ekckpeuust Ha meg noBuwaBa cepymHama o koHugHmpauus
u Bogu go HampynBaHemo O B opaaHu3Ma. HabalogaBam ce Myamuop2aHHU npoABu om cmpaHa Ha YepeH gpob, HepBHa cucmema,
bvbpeuu, ouu, Copue.
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Mpegmem: MpegcmaBame nauueHmka Ha 46 20guHu ¢ 6oaecma Ha Wilson, nocemuaa kauHuuHume 3aau Ha QM- MaoBguB ¢
Heobxogumocm om komaekcHo AeyeHue. C npekapaH UCXeMUYEH UHCYAM.

Memogu u pesyamamu: KoMnaekCHOMO AeueHue 3anoyHa ¢ ekcmpakuua Ha 3bbu nog MecmHa aHecmesuA Ha nauueHmkama,
nopagu koemo ce HanpaBuxa nvbAHa kpvbBHa kapmuHa u buoxumus ¢ usaegBane Ha INR. HanpaBeHo be xucmoao2uyHo uscaegBaxe, 3a
ycmaHoBaBaHe Haauyuemo Ha meg B AuzaBuua u kocm.Caeg npoBegeHOMO XUpypauyHO U mepaneBmuyHO AeYeHUe Ce npucmbnu kKbm
NPOMEMUYHO AeYeHUe, UeAALL0 Bb3cmaHoBABaHe Ha 20Bopa, pyHkuuama u ecmemukama. MAaHbm Ha AeveHue Bkalouu cHemaemu u
HecHemaeMu koHcmpykuuu 6e3 cogopXkaHue Ha Meg 8 msx.

3aknloueHue : 3a6oraBaHemo e uskatouumeaHo pagko, npubAusumearo 1 Ha 40 000, cbe cepuo3Ho yBpeXkgaHe Ha YepeH gpob u
HepBHa cucmema, koemo u3uckBa 3agbAbOYeH aHaAu3 U 0bcokgaHe, kakmo Ha kauHukama, maka u Ha napakauHu4Hama cumyauus ¢
UeA NpeogoAaBaHe Ha YCAOXKHEHUAMA U nocmu2aHe Ha XKeAaHua pesyamam.

KalouoBu gymu: morbus Wilson, INR, npbecmet Ha Ketisop-Daelitrop, komnaekcHo AeuHue68

PP-88 NPOABI N AEYEHUE NPW HEBPO(MUBEPOMATO3A

AneBa A, MypzoBa A
MeguuuHcku yHuBepcumem — Cogus

borecmma Ha Recklinghausen e 2eHemuuHo 3a6oAABaHe u ce yHacAegaBa aBmO30MHO gOMUHaHMHO. PasauvHume munoBe ce
xapakmepu3supam ¢ koXKHu nuameHmauuu,mymopu 8 ueHmpaAHama u nepudepHama HepBHa cucmema,M03b4HO-CbgoBu yBpegu u
Pa3AUYHU NAMOAO2UU OM cmpaHa Ha BbmpewHume op2aHu. 3acezHamume cmpykmypu npousxoXkgam npegumMHo 0m eMBbpuoHaAHama
ekmogepma u/ uau mesogepma. HeBpopubpomamosa muni ce guagHocmuyupa npu geua, Had-4ecmo go gecemama 20guHa. Bopxy
kokama ce 3abena3Bam cBemaokadeBu nemna ( cafe au lait) ,20namo koauuecmBo AyHUYKU,NOGYMUHU NPUYUHEHU OM MymMOopume,
aHoMaAuu no kocmume, MoXke ga 6bge 3acezHam u n.opticus. Mo3b4HU UHCYAMU C pasAuYHa AokaAu3auus Collo ce 3abeadazBam npu
mesu nauueHmu. HeBpodubpomamosa mun2 ce cpewa no-pagko om npegxogHama.XapakmepHo 3a HeA ca gobpokauecmBeHume
6aBHopacmAwu mymopu o6xBawawu nn.acustici Ha gBeme ywu. lMpoABume ca NpeguMHO OM cmpaHa Ha CAyXx0B0-paBHOBeCHUA
anapam-3az2yba Ha cAayx u paBHoBecue. lMoHakoza ce noABABAM wBaHOMU 3acA2awu U KpaHuaAHUMe,CNUHAAHUME,ONMUYHU A UAU
gaudpaamanHus HepB. MHozo pagko ce pasBuBam MeHuH2uoMU U acmpouumomu. LLIBaHomamosama e MH020 pAgka U npu Hus He ce
06xBawam HepBume om20B0pHU 3a NPeHacAHemMO Ha UHpopMauuama om BecmubyaapHusa u cAyxoBus anapam go Mo3bka. MpuyuHABa
XPOHUYHA 60Aka,usmponBanus,crabocm u 3a2yba Ha MyckyaHa Maca. AokaAusupaHu ca Hali-4ecmo Ha mpemu,nemu,0cMu U geBemu
YepenHo-mMo3buHU HepBu. 3aboaaBaHemo He MoXe ga Obge u3AekyBaHa HaNbAHO,HO € Bb3MOXKHO NpuAagzaHe CUMNMOMAMUYHO
AeueHue. MoHumopupaHe Ha CbCmOAHUEMO Ce ocbllecmBaABa ¢ ueA npocAegABaHe npozpecuama Ha 6oaecmma. Mpu BaowaBaHe
Ha CbCMOsAHUEMO Ce npucmbnBa koM XupypauuHo omcmpaHABaHe Ha MyMOpHUME (opMauuu,Abyemepanus Xumuomepanus u
MegukameHmo3Ha mepanusa 3a 0BragaBaHe Ha boakama. Mpu mun2 e Bb3amoXkHa cmepeomakmuyHa paguoxupypaua no3BoaaBauia
gupekmuomo BvBexkgaHe Ha paguauuama 8 mymopa u 3ana3BaHe Ha cayxa. [1py2o npegumcmBo Ha npouegypama e,ue He ce usuckBa
HapywaBaHe Ha uenacmma Ha koxkama. 3a nogobpABaHe Ha cAyxa ce u3noA3Bam u koxaeapHu u bpedHCmMEM UMNAaHMU.

PP-89 MHEBMOPAXNC

MasapgxkukaueB ', MempoB b2, CmoukoBa I'?, HukonoB I"%, baauHoB A%, leopeueBa C? WueBa H?

" Kaunuka no YHI — YMBAA ,Kacnena*
2 CmygeHm meguuuta IV kypc MY — MaoBguB

BuvBegeHue: [MHeBMOpaxuc e 0CMPO HACMbNUAO NOCMbNBaHe Ha 2a3 B8 2pbbHaYHOMO3buHUA kaHaA. 06ukHOBeHO e cregemBue Ha
mpaBma uAu Ampo2eHHo. OnucaHu ca cAyyau u Ha nHeBHMOopaxuc no cbcegemBo (npu nHeBMoMeguacmuHyMm UAu nHeBMmomopakc). B
Aumepamypama omkpuxme eguH eguHcmBeH cayyal Ha nHeBmopaxuc B caegecmBue Ha cencuc. Hue onucBame cayyal Ha nHeBmopaxuc
no cvcegcmBo npu pempodapuHzeareH abCeuec.

Kaunuuen cayyai: Kacae ce 3a nauueHm Ha 61 2oguHu ¢ HoBoomkpum, He AekyBaH 1133[ I, koimo nocmonBa 8 kauHukama no
YHI' 8 YMBAA “KACTIEAA” nopagu cuAHa 6oaka B 2bpAaomo, HeBb3MOXKHOCM 3a NpueMaHe Ha MeYHoCMU U XpaHa, debpuaumem go
39,8°C, 3acunBawu ce B8 xoga Ha egHa cegmuua. Om ¢usukarHua cmamyc ce ycmaHoBaBa: foetor ex ore, usmuyaHe Ha cAloHka om
ycmama npemeceHa cbe cuBkaBo uepeH ekcygam, aunca Ha mpusbM, npu MesodapuHzockonusa - xunepemus U nogyBaHe Ha 3agHa
(apuHaeaAHa cmeHa ¢ Maaka A38a, om koAamo usmuyawe HekpomuyeH cy6ecmpam. WBC: 38x109/1, glu: 26,4 mmol/|

KT Ha wuama ycmaroBu 2a308u koaekuuu pempodapuHzeanHo, AamepodapuHzearHo, npegumHo 8 AABo, 8 obaacmma Ha muaa -
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nog BpamHama Myckyaamypa, 8 cnuHaAHUA kaHaa om HUBOmMO Ha Bupxa Ha akcuca go 2pu mopakaaeH, 0cB8eH moBa u cybkaaBukyrapHo
u okoao kynyaume Ha beaume gpoboBe gBycmpaHHo.

be uHuu3upaHo pempo u AamepodapuHaearHomo npocmpaHcmBo u 3anoyHama mepanua ¢ Clindamicyn, Metronidazole, Me-
ropenem, Amikacin. MauueHma 6e HacmaHeH 8 uHmeH3uBHO omgeaeHue ¢ pedpakmepeH cpuB Ha xemoguHamukama, NOAUOP2aHHA
HEgoCMambyHOCM U ek3umyc Aemaauc.

3aknloueHue: Makap u pagko nHeBMmopaxuc MoXke ga Hacmbnu no cbcegcmBo B caegecmBue Ha agpecuBHa uHdekuusa 8 obaacmma
Ha ycmHama kyxuHa u ¢apunkca. Toli € MHO20 AOW NPO2HOCMUYEH beAea.

KaloyoBu gymu: MHeBmopaxuc, pempodapuHaearH abcuec, napapapuHzeaneH abeuec

PP-90 BOAECT HA WHIPPLE

Pucmecka M, lMempo8 b2, CmouikoBa I%, HukonoB I'%, baruroB A?, leopeueBa C?, MrueBa H?

' KauHuka no facmpoexmepoaoaus — YMBAA ,CB.leopau*
2 CmygeHm IV meguuuHa Meguuutcku yHuBepcumem — MaoBguB

BvBegenue: borecma Ha Whipple e pAgka, XpoHU4YHa, cucmemHa uHpekuus, ¢ MH02006pa3Hu KAUHUYHU npoABU, NpuYUHEHa
om Tropheryma whipplei, 2pam-norokumeaeH BompekaembueH 6auua. Yecmo ce MaHupecmupa kamo XpoHUYeH cepoHe2amuBeH
0AU202PMPUM  UAU NOAUAPMPUM, Koumo mo2am ga umumupam pasAuyHU cmaBHu 3aboaABaHuA (peBmamougeH apmpum UAU
CNOHgUAOapmpum).

KnaunuyeH cayvad: MauueHm Ha 68 2. ¢ guagHocmuuupad PeBmamougeH apmpum /RF ompuuameaer/ npe3 meceu anpuA 2016
2. no noBog noauapmpanzus. 13zomBeH npomokoa 3a AedveHue ¢ Adalimumab 6 kauHuka no PeBmamoaozus, koemo He bewe
3anoyHamo. XocnumaausupaH 8 kauHuka no facmpoeHmepoAo2uA nopagu  (edpuaumem, 3a2yba Ha anemum, pegykuus Ha meaao
U guapueH CuHgpOM, NOABUA Ce € CAeg 3an04yHamo AeveHue ¢ memompekcam. Mpu xocnumaausauuama /06.20162/ ce ycmanoBuxa
kena3ogeduuumHa aHemus, XunonpomeuHemMus, 3aBuweHu ocmpoda3oBu beambuu. Peaucmpupaxa ce eXegHeBHO cybdebpuaumemu
go 38°C. Pesyamamvbm om koaoHockonuAma Gewe HopMaaeH u uoncuama cowo maka. Pesyamambm om 2acmpockonuama nokasa
gudysHa upeBHa AumpaHzuekmasus. baxa B3emu gbaboku gyogeHaAHU buoncuu cbC cAegBalilama Xucmoao2uyHa Haxogka — 8 ceputiHo
uscaegBaHu (ppaeveHmu Ha moHkoupeBHa Mykosa, BkalouBawa u mMyckyaHama Au2aBuyHa naacmurka, B8 AamuHa nponpus ca HaAuuge
MHOkecmBo makpodazu yuemo Cbgopkumo e PAS- nosumuBHO U guacmasa pe3ucmeHmHo. YecmaHnoBaB8am ce u MacmHu Bakyoau.
Haxogkama HacouBa kom 6oaecm Ha Whipple. PCR aHaau3 3a omkpuBaHe Ha T. whipplei He 6ewe HanpaBeH. lMpegBug 2opeonucaHume
CUMNMOMU U XUCMOAO2YHA Haxogka npuexme guagHo3ama 6oaecm Ha Whipple. Cmapmupa ce aeveHue ¢ Ceftriaxon 22p, i.v. gBe
cegmuuu ¢ nocaegBawia nepopaaHa mepanus ¢ Trimethoprim and Sulphamethoxazole ¢ kauHu4HO nogoGpeHue Ha Bmopama cegmuua.

AkmyanHo cbecmosHue: B gobpo 06wo cbecmosHue. Ha 9-mu mMecey, om Ag4eHuemo.

Akmyaasa mepanus: bucenmoa 2x960mg/gH.

MapakauHuyHu uscaegBaHus: B pedepeHmen uHmepBan.

3aknloueHue: borecma Ha Whipple mpA6Ba ga ce nogosupa npu Bcuyku nauueHmu, guagHocmuuupadu ¢ PeBMamougeH apmpum,
YacmuYHO KOHMPOAUPAH UAU HekoHmpoAupaH ¢ anti-TNF-a , yuemo cbcmosHue ce BaowaBa cAeg Ae4eHUemo.

KnloyoBu gymu: borecm Ha Whipple, Tropheryma whipplei PeBmamougeH apmpum, argaTNF

PP-91 (PAPMAKOTEHOMUKA HA AHTNXWNEPTEH3WBHATA TEPANUA

HukonoBa M, KpbcmeBa I2, AakoBa E°

T CmygeHm VI kypc MeguuuHcku yHuBepcumem — MaeBeH

2 Kamegpa ,(Dapmakoaozus u mokcukonozua”, Meguuutcku yHuBepcumem — laeBeH
® Kamegpa ,u3suorozus u namoguauorozus”, MeguuuHcku yHuBepcumem — MaeBeH

BvBegeHue: XunepmoHuAma e 2An00aneH 3gpaBeH npobaem u BakeH moguduuupyem puckoB dakmop 3a pasBumuemo Ha
CbpgeuHo-cbgoBu 3a6oAaBaHuA. Bonpeku usanoa3Banemo Ha AekapcmBa, amakyBawu pasAudHU namozeHemuyHu 38eHa, koHmpoAom
Ha XunepmoHusma ocmaBa gaagy nog >keraHomo HuBo. (DapmakozeHomukama e nogxog, kolmo moXke ga nogobpu pesyamamume
upe3 BoBexkgaHe Ha 2eHeMUYHU buoMapkepu 3a NEPCOHAAU3UPAHU U NpeuusupaHu mepaneBmuyHu cmpameauu.

Llea: Hacmoswuam 0630p 0606WaBa HaAUYHUME gaHHU 32 2EHEMUYHUME CU2HaAU, CBbp3aHu ¢ mepaneBmuyHus omzoBop u
HexkeraHume nocaegcmBua om NpPuAoXkeHUEMO Ha 0CHOBHUME 2pynu aHmuxunepmeH3uBHume AekapcmBa.
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Memog: AumepamypeH 0630p.

Pesynmamu: Cpeg Hal-u3cAegBaHume ca 2eHume 32 KOMNOHEHMUME Ha PeHUH-aHauomeH3uHoBama cucmema (RAS) — peHuH,
aH2uomeH3uHozeH (AGT) ¢ Bogew, BapuaHm M235T, aHauomeH3uH-konBepmupaw, eHsum (ACE) ¢ pokyc Bopxy Bapuauuume uHcepuus/
geneuus (I/D), aHeuomeH3uH-1 (AT1) peuenmopu ¢ gBa xanaomuna, cBbp3anu ¢ mepanuama (H2, H3), ACE2 om ,arnmepHamuBHama”
RAS u gp. TecmBaHo e BAusHUemMO Ha 2eHHUme noAaumopduamu Bopxy edekmume Ha ACE-uHxubumopume u AT1-6aokepume.
PesyaAmamume ca UHmepecHu, Ho npomuBopeyuBu u ce Hykgaam om gousAcHsABaHe. MoHacmoAweM BHuMaHUemo e npuBaeyeHo om
gBa 2eHa, gokaszaHo cBop3aHu ¢ epekmume Ha koHkpemHu aHmuxunepmeH3uBHU AekapcmBa - NEDD4AL ¢ muasugHume guypemuuu
u ADRB1 ¢ 6ema-baokepume. NEDDAL kogupa 6eambk, cBvbp3aH ¢ HampueBua mpaHcnopm B 6vbpeka, a ADRB1 kogupa bema-
agpeHepauyHuA peuenmop. HamepeHume noAumopdu3Mu ca om 3HayeHue kakmo 3a npegpasnoaokeHuemo koM xunepmoHus, maka u
3a mepaneBmuyHua omzoBop. Bee owe HAma 20moBHocm 3a npakmuueckomo um usnoa3Baxe. PapmakozeHomukama Ha kaauueBume
aHmazoHucmu u anda-6aokepume e MHO20 Manko uscaegBaHa. B kapguoaozuama uma 2eHemuyHo-ba3upaHu Hacoku 3a AeyeHue ¢
kaonugozpen, acnupuH, BapdapuH. 3a xunepmoHuama makuBa 3a ceza AuncBam. Tosu npouec Beue ce yckopaBa upe3 cv3gaBaHe
Ha koHcopuuymu meXgy uscaegoBameackume 2pynu. C 02neg HEgOCMAMbYHO 20AEMUA CaMOCMOAMEAH edekm Ha omgeAHume
noAuMopdusmu ce pabomu Bopxy gepuHupaHemo Ha kombuHauuu om BapuaHmu 3a mpaHcAupaHe koM KauHuvHama npakmukama.

B 0603pumo 6vgeuwe papmakozeHomukama u gpyau ,-omics” nogxogu (metabolomics, transcriptomics) wie cb3gagam Bo3moXHocmu
3a No-gobpa npeBeHuuA U ONMUMU3UpaHa MepanuA Ha XUNepmoHUAMA NpU  MUHUMAaAeH puck om HeXeAaHu peakuuu.

KnalouoBu gymu: dpapmakozeHomuka, XunepmoHus, peHUH-aHauomeH3uHoBa cucmema, bema-6aokepu, muasugu

PP-92 CIHAPOM HA (QOEATI — KANHNYEH CAYYAIA

bamanoB 3, KoHgapeBa P, CmaBpakel T, [JenqeBa A
Meguuuncku yHuBepcumem - MaoBguB

Cungponvom Ha (eamu (Felty syndrome — FS), nbpBoHauaanHo onucaH npes 1924, e komnAekc om cuMNMOMU acouuupa ¢
mexka Gopma Ha npomuyaHe Ha cepono3umuBeH peBmamougeH apmpum. Xapakmepusupa ce ¢ mpuagama: peBmamougeH apmpum,
CNAEHOME2aAUS U 2paHyAOUUMOoneHuUs. Bonpeku 6e3cumMnmoMHOMO NpomMuYaHe npu MHO20 nauueHmu cue FS, Hakou om max mMo2am
ga pa3Buam >kuBomosacmpawaBawu BmopuyHu uHdekuuu nopagu HamareHama umMyHHa pesucmeHmHocm. KoHmpoAom U Ae4eHUemo
Ha 0CHOBHOMO 3aboAABaHe (peBmamougeH apmpum) e 8 ocHoBama Ha ycnewHume mepaneBmuyHu cmpameauu Npu AeYeHUemo Ha
FS. EgBa 1% om 6oAHUME, guazHOCMUUUpaHu ¢ peBmamougeH apmpum pa3BuBam FS.

MpegcmaBame KauHuyeH cayyal Ha 42 20guwlHa XeHa, nocmbnuaa 8 peBmamono2uyHo omgeaeHue no noBog 60Aku u ckoBaHocm
npegumHo 8 Maakume cmaBu Ha poueme ¢ gaBHocm noBeye om 1 2oguHa. bes aHamHesa 3a mpaBmu u npekapaHu uHdekuuu. Om
npeaaega ce ycmaHoBABam GOAE3HEHU U OMOYHU 2puBHeHu, MemakapnodaraHaearHu U npokcumaAHu uHmepgaAaHzearHu cmabu.
YampacoHozpadcku ycmaHoBeHU gaHHU 32 Bb3naaumeAHo cmaBHo 3aboAaBaHe. Mpu naanauus u Y3 uscaegBaHe — CNAGHOME2aAUs.
KpbBHUME u3caegBaHua nokasBam gaHHU 3a aHemus, AeBkoneHus, norokumened peBmadakmop, noBuwerno CRP u ymaiika. Ha 6azama
Ha npoBegeHume KAUHUYHU U napakAuHUYHU u3cAegBaHusA bewe nocmaBeHa guazHo3ama peBmamougeH apmpum CoC CUHGPOM Ha
(Meamu.

[openocoueHUAM KauHuYeH cAyyal npegcmaBaaBa uHmepec nopagu Huckama yecmoma Ha u3aBa Ha FS npu 60AHU ¢ peBmamougeH
apmpum, kakmo u pasHoobpasHama kAuHu4Ha u3ABa u Heobxogumocmma om MyAMUJUCUUNAUHAPEH NOGX0g NpU U300pa Ha AEYEHUE.

PP-93 NHCYMAHOBA PE3NCTEHTHOCT NPU NALLMEHT C AKPOMETAANA — KANHNYEH CAYYAIA

KoHgapeBa P, bamanoB 3, CmaBpakeB T', JenueBa A', bamanoB A?

" MY MAoBguB - MO
2 Kamegpa PeBmamonoaus, YMBAA Kacneaa

BvBegeHue: Akpomezaauama e eHgokpuHHO 3ab0AABaHe, NpuyUHEHO om cBpoxnpogykuuama Ha coMamomponuH. Mo omHoweHue
Ha BbaaexugpamHama 00MAHA, XOPMOHbM uMa KoHmpauHcyAapHo gelicmBue u B ycAoBusma Ha XpPOHUYHO NOBuUWEHU HuBa ce
HabAlogaBa UHCYAUHOBA Pe3UCMEHMHOCM C XUNEPUHCYAUHEMUA U OmKAOHEHUs 8 2AukeMuyHUA KOHMPOA go 3axapeH guabem.

KAuHuyeHn cayyai:

AHamHe3a

MpegcmaBeH e kAauHuueH cayyad Ha 65 20guwHa >keHa ¢ onaakBaHus om cyxoma B ycmama, Heymoauma kakga, obwa
OmnagHaAoCm, NPUEM Ha NO-20AAMO OM 06uYalHomo koAuuecmBo MeyHocmu, YeCmo YpuHupaHe Ha 0buAHO koauuecmBo bucmpa
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YpuHa. XocnumaausupaHa no noBog MemaboAumHa gekoMneHcauus.

Mpegu 11 20guHu, no noBog HaauyHa akpomez2aaus om CpegHO mexkka cmeneH Ha 6asama Ha comamomponuHcekpemupaw
ageHoM Ha xunodusama e ocblecmBeHa onepamuBHa uHMepPBeHUUA Ha Cowama.

[NapaknuHuka

Pesyamamume om 2aloko3Hus mecm ca noAokumeaHu. A3BvbpweHume kpbBHo-3axapHua npoduAu nokazBam cmolHocmu Ha
kpbBHama 3axap Hag 9-10 mmol/l., HbA1c — 8,2%, Hucka cmodHocm Ha G-nenmug, auncBa 2alokosypus.

Tepanus

HasHauaBa ce mepanusa ¢ bop3ogedcmBall UHCYAUH cnopeg akmyaaHama 2aukemus. He ce HabalogaBam npoABu Ha xunozaeMus.

HuaeHosa

MocmaBa ce guazHo3a gekomneHcupaH HeUHCYAUHO3aBuCcUM 3axapeH guabem.

0o6cvkgaHe: HapyweHus 2aukemuued koHmpoa npu akpomezaaus MoxXke ga ce 00ACHU ¢ gupekmHua xunepaaukemusupawy, edpekm Ha
ekcuecuBHume HuBa comamomponuH. ComamomponuHbm noBuwaBa uHcyAuHoBama pe3ucmeHmMHOCM U HamaadaBa UHCyAuHoBomo
gelicmBue, koemo pe3yamupa 8 cynpecus egHOBPEMEHHO Ha YepHOgPOOHUA 2Aloko3eH MemaboAU3bM U Ha UHCYAUHO3aBucumama
mbkaHHa gucmpubyuus. KomneHcamopHo ce pa3BuBa xunepuHcyAuHemus, Bogewa go B-kaemouHa HegocmambyHocm U pa3Bumue
Ha guabem.

KauHukama Ha guabema npu akpome2aaus npegcmaBaaBa guabem mun 2.

Emuonao2uuHOMO AeueHue e onepamuBHO, CbC UAU Be3 nocaegBawia Abyemepanus, MegukamMeHmOo3HO.

Mpu ycnexu u kpamkompatiHa gaBHocm Ha 2Aloko3HUA UHMOAEPaHC, Npu HAKou nauueHmu e Bv3M0oXHO NbAHO U3AekyBaHe.

Mpu nepcucmupaxe Ha 3axapHua guabem, xunepaaukemuAma ce mpemupa cnopeg CMaHgapmume 32 AeYeHUe Ha guabem mun 2.

PP-94 MALNEHT CbC CBETAOKAETHYEH CAPKOM HA TOPHIA KPAMHUK CbC CbPOEYHN
METACTA3W — KAUHWWYEH CAYYAN

KaHasupeB b ', QumoBa M, 3nameBa B, TpugoHoBa M, bonueB 1", Mcmaun E?, AkyboBa E?

T YMBAA ,C8. Mapuna” — BapHa
2 Dakyamem ,Meguuuta”, Meguuuncku yHuBepcumem — BapHa

BvBegeHnue: CBemaokaemouHuam capkom e pagobk mun capkom, npousxoXkgaw, om CoeguHumeAHama mokaH Ha kocmu, myckyau
U CYX0XKUAUA HA gOAHUA U 20pHUA kpalHuk. 3acAza npegumHo MAagu xopa Mexgy 20 u 40 20guHU U € pesyAmam om mpaHcAokauus
B 2eHume.

Havano u pasBumue Ha 3abonaBanemo: Mpe3 2008 2. buBa omcmpaHeHa mymopHa popmauus, be3 Xucmoaozaus, om ocHoBama
Ha gacHama kumka Ha nauueHma. MoBmopHama ekcuusus ¢ xucmoaoz2ua gokasBa MaaugHeH mymop Ha nepudepeH HepB (2011).
Tpu 20guHu no-kecHo (2014) 6uBa npemaxHama HoBa Gopmauua — pubpo3eH xucmuouumom. B Hauanomo Ha 2015 2. € omempaHeH
u gokasaH cBemaokaemuvueH capkom. Ha PET/CT ce ycmanoBaBa Bucoka ¢ukcauua 8 gacHama kumka u 6eAogpobHU memacmasu.
CaegBa amnymauua Ha gucmaAHama mpema Ha gacHama npegmuliHuua. MopBuam kypc Ha AeveHue BkalouBa Epirubicin 60 mg/m2,
[fosfamide 1500 mg/m2. Caeg 06wo 6 kypca, 8 Hayanomo Ha 2016 2., He ce Hanaza no-Bucoka amnymauus U XUpYp2u4HO AeYeHue Ha
benogpobHume memacmasu. B Hauaromo Ha 2017 2. nauueHmbm nocmbnBa ¢ nepukapgeH u3auB, kamo 8 nyHkmama ce gokasBam
MaAu2HeHu kaemku, a Ha PET/CT u mpaHcmopakaaHa exokapguozpadus — MemacmamuyHu ¢popmauuu 8 anekca Ha gacHa kamepa
U npexoga koM gacHo npegcopgue. Qpakuusma Ha usmaackBaHe Ha gacHa kamepa e 45%, ¢ enukapgHu genosumu u gudysHo
aHzakupaHe Ha Muokapga ¢ HaAu4ue Ha XUNOEX02EHHU 30HU.

Duckycua: Kacae ce 3a pagbk mun mymMop, mpygeH 3a guazHOCMuuupaHe B8 paHHUME cmaguu. 3acesHamu ca Geauam gpob,
naeBpama, pedpama u Muokapgbm. Hali-uecmume HeonAasmu, Memacmasupawu 8 cbpuemo, Mo2am ga UHGUAMPUPAm pPasAUYHU
yacmu 0m Hea20, ¢ pa3auyHa yecmoma, 8 3aBucumocm om nbpBuyHua mymop — 9% om Bcuuku mymopu u 14% om MemacmamuyHume.
JudepeHuuanHa guazHosa ¢ MaAuzHeH mymop Ha nepudepHume HepBu (Mepkea-kaemoyeH mymop).

3aknloueHue: Bonpeku ye nopBuyHume cbpgeyHu mymopu ca uskaloyumeaHo pegku, Memacmasume 8 Cbpuemo ce cpewam
yecmo. Exokapguozpaduama e gobop cnocob 3a omkpuBaHe a Ha CbpgeuHo aHeakupaHe cAeg NbpBUYHU UAU MEMACMamuYHU mymopu.
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PP-95 YHI NPOABN HA PEMPHIGUS VULGARIS

MazapgxkukaueB ', MempoB b2, CmoukoBa I'?, Hukono8 % bauroB A? leopeueBa C?, VaueBa H?

! KauHuka no YHI — YMBAA ,Kacneaa“
2 CmygeHm meguuuHa IV-kypc MY-MaoBgus.

BvBegenue: Pemphigus vulgaris e aBmoumyHHO 3ab6oaaBaHe, koemo ce xapakmepu3upa ¢ 06pa3yBaHe Ha ByAo3HU 06puBu no
koxkama u AuzaBuuume. 3aboAABaHemo uMa uguonamuyHa emuoAo2Us, HO € ycmaHoBeHo BAauaHuemo Ha Hakoako puckoBu gakmopu,
cpeg koumo Hakou AekapcmBa, HeonAasMu U pa3HoobpasHu dusuvecku u xumuuecku gpasHumeAu. Peaausupa ce nocpegcmBom
akaHmoau3a, gbakaula ce Ha cuHmesa Ha IgG aHmumena cpewly gecMOo30MaAHUs 2AukonpomeuH u gecMozaeuna (Dsg), koumo ce
cogopkam B8 kepamurouumume. ima gBa kauHuunu muna Ha NB 8 3aBucumocm om Buga Ha gomuHupawume aHmumeaa. MykosHama
(opma (MBM) ce xapakmepusupa ¢ npegoMuHupaHe Ha anti-Dsg3 anmumeaama. 3a pasauka om moBa npu koXkHoAauzaBuyHama popma
(MKMB) ca Haauue kakmo anti-Dsg3, maka u anti-Dsg1 aHmumena.

HesaBucumo om ¢opmama cu, MoXe ga ce u3aBu om cmpaHa u Ha AapuHkca. Tol ce 3acAea cpaBHUMEAHO Yecmo, HO Bonpeku
moBa ybs2Ba om [1[1 nAaH Ha 3aboaaBaHemo.

Knaunuven cayuaii: MauueHm ¢ onaakBaHua om 6oAku u 4yBemBo 3a uykgo maro 8 2opaomo B8 npogobakeHue Ha 1 meceu. Mo
mo3u noBog e npoBegeHo aHMuUBbUOMUYHO AeveHue, koemo He goBeXkga go noaoXkumeaeH pesyamam. lpoBegeHa e mMe30(hapuH20-
U puHockonus, koumo He noka3Bam namoAO2UYHU NPOMEHU. HAMA gaHHU 3a BesukyAau u GyAO3HU U3MeHeHuA. Ha uHgupekmHa
AapuHzockonua ca ycmaHoBeHu Haaenu 8 gBama recessus piriformis. anucaH e npomuBoz2wbuyeH MegukaMeHm U nauueHMom €
koncyamupaH ¢ kokeH Aekap, Bonpeku mozaBawHama Aunca Ha koXHu usmeHeHus. EgHoBpemeHHO ¢ nocellgHuemo Ha koXkHua Aekap,
nauueHmMom noAyuaBa 6yAo3HU Ae3uu 8 ycmHama KyxuHa. [lokasaHu ca aHmumeaa, xapakmepHu 3a 3aboaAaBaHemo, nocpegcmBom
guazHocmuyHa uMyHopAyopecueHuua. Kamo npugpyaBawo 3aboAaaBaHe ce ombead3Ba mupeougum Ha Xawumomo.

AkmyaaHo cbcmosHue: 8 gobpo 06O CbcmOoAHUE

3aknloueHue: [penopvuBa ce YHI npeareg ga Gbge pymuHHa yacm, 3awomo us3daBume NO CbOmMBemHUME OpeaHu 4ecmo
conpoBoxkgam koxkHume dopmu. 3a guaeHocmuka e BakHo u3noa3BaHemo Ha uHgupekmHa AapuHeockonua u daekcubuAaHa puaugHa
eHgockonus, 8 npomuBeH cAyyall guagHo3ama ce 3a6aBa ¢ noBeye om Meceu U € NpuduHa 3a 3a6aBaHe Ha agekBamHOMO AeyeHUe.

KaloyoBu gymu: pemphigus vulgaris, anti-Dsg3, akaHmoausa, IgG

PP-96 CAYYAI HA (DAMIAEH NCEBLOXUMNONAPATUPEONAN3HM

L{BemanoBa L, MaHoBa M, MayeBa N

Meguuuncku yHuBepcumem — [AoBguB
YMBAA ,GB. Teopau®, MAoBguB

MceBgoxunonapamupougusmbm \\PHP\\ npegcmaBaaBa 2pyna pegku 3aboasBaHus xapakmepusupawu ce ¢ xunokaauuemus,
Xunepgpocdamemus, HopmaaHa aakaaHa pocamasa u 3aBuwieH napamxopmoH. CocmoaHuemo Bv3HukBa B pe3yamam Ha Mymauus
8 peuenmopa UAU NOCMpPEUeNMOpHUA NbM Ha npegaBaHe Ha cugHaAa . B yacm om cayyaume uma pesucmeHmHocm u koM gpyau
XOPMOHU 4udmo peuenmopu umam cbwama cmpykmypa kamo masu Ha napamxopmoHa \\uanoasBawu CAMQ kamo Bmopu
nocpegHuk\\-TCX, PX u 20HagomponHu X0pMOHU.

PHP 6uBa yemupu muna, koumo ce pasau4aBam no omzoBopa Ha [apamxopmoH CMuMyAUUOHHUA mecm-HUBo Ha pocdamypuama
u cAM® 8 ypuHama, kakmo u no HaAuuuemo UAU He Ha AHO GeHomun U pesucmeHmHocm KoM gpyau MponHU XOpMOHU.

AHO( Albright hereditary osteodystrophy) deHomun-Hucbk pocm, kpbaao Auue, bpaxugakmuaus, XAomHaaa 0cHoBa Ha Hoca, YU,
ekmonuyHu kaauudukamu-munuyHo B8 6a3aAHU 2aH2AUU U 3bBHU aHOMaAUU.

MauueHmom-14 20guwWwHO MoMYe nocmbnBa no noBog Ha NbpBu 2bpy. Om uscAegBaHuama e ¢ xunokaauuemua-1.68 MMOA\W 3a
obwus kaayuu u 0.74 3a {oHuU3upaHus, 3aBuweH docdop 2.6 MMOA\\A, HOPMaAHU arkaaHa docdamasa u MazHe3uu. MapamxopmoHa
€ CUAHO 3aBuweH-437 pg/ml npu Hopma go 70. [lememo e ¢ HopMaAeH pbcm U HanogobaBaw, AHO deHomun-kpbaao Aule,XAbmHaAa
0CHOBa Ha Hoca, MaAku gaaHu u cmbnaaa ¢ Kocu npbCcmu U peHmMaeH0BU gaHHU 3a XunonAasus Ha npokcumaaHa guadusa u ocHoBama
Ha yemBopma MemakapnaaHa kocm gBycmpanHo. KAT gaHHu 3a kaauudukamu 8 6a3aaHu 2aHeAuu. HopmaaHa mupeougHa GyHkuus.

Maikama e ¢ guagHocmuuupaHa enuaencus Ha 10 20g.8v3pacm 3a koemo u3BecmHo Bpeme e npoBekgana AeveHue. ima usBecmeH
kozgHumuBeH geduuum. ima peaucmpupaHu Hucku HUBa Ha kaauuu, HO gOMbAHUMEAHU U3CAegBaHuA C UeA ymoyHABaHe He ca npaBeHu.
HeliHume u3caegBaHus cowlo ca ¢ xunokaAuuemus, xuneppochamemus, HopmaaHa aakaAHa pocdamasa u 3aBuwleH napamxopMoH.

Mo-mankusm 6pam-Ha 6 2oguHu € ¢ mexka ymcmBeHa usocmaHarocm u aymucmuyHo noBegeHue. Om u3caegBaHusma e ¢
HopmaAHu kaauuu ,docdop, ankaaHa pochamasa u MazHesuu. Viva cuaHo 3aBulleH napamxopMoH U e 6e3 kaauudukamu B 6asaaHu
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2aHzauu. CycnekmeH AHO deHomun-3amabcmaABaHe, kpwano Auug, bpaxugakmuAusa u XAbmHana 0CHOBa Ha Hoca.
lMpegcmaBame pagobk u mpygeH 3a guazHo3a cAyyal nopagu pasauyHusm cnekmop Ha u3faBa B pa3auyHama Bo3pacm u Hal-Beve
kbcHa xunokaauuemus.

PP-97 FAMILY CASE OF INTERACTION OF TRIGGERS, EPIGENETIC MODIFIERS AND GENETIC
EVENTS-JAK-TYROSINE KINASE DEFICIENCY (MUTATION V617F OF JAK2 GENE), METHYLENE
TETRAHYDROFOLATEREDUCTASE DEFICIENCY (MTHFR 677 T /T) AND PERSISTENT BACTERIAL
INFECTION

Grechanina O, Grechanina Y

Kharkiv Interregional Specialized Medical Genetic Centre — Centre of Rare (Orphan) Diseases, Kharkiv, Ukraine
Kharkiv Research Institute of Medical Genetic of Kharkiv National Medical University, Ukraine

Introduction: Rare diseases are manifested in a person at all stages of ontogenesis, the launching of their manifestation is closely related
to the presence of triggers, mediators and certain genetic events.

Aim: To study the role of interaction of triggers, mediators and mutations by the example of the clinical observation of the V617F mutation
of the JAK2 gene in the family associated with the MTHFR677 T/T mutation.

Results: Among 99,000 patients at our center, the mutation V617F of the JAK2 gene was detected in two. Mutation leads to the
development of myeloproliferative diseases with excessive production of mature cells of erythroid, megakaryocytic and granulocyte sprouts.

We manage a family. In daughter (33) we diagnosed chromosomal abnormality (karyotype 46,XX/46,XX, delX(p21-pter), mutation MTHFR
677 T/T, uterine leiomyoma, kerotoconus, low-growth (150 cm), signs of disembriogenesis, hyperhomocysteinemia, autoimmune thyroiditis;
in the early neonatal period suffered staphylococcal sepsis.

The mother (66) suffers from progressing thrombophilic state, hypertensive disease, suffered stroke and heart attack, has stable
thrombocytosis (439-518*109) and hyperhemoglobinemia (179-180 g/l), varicose veins, persistent streptococcal infection, fibrocalcinosis
of the root and valves of the aorta, fibrosis of the mitral valve flaps, organized thrombosis in the region of the left ventricle apex. Insufficiency of
JAK tyrosinekinase is suspected. Molecular diagnostics revealed a homozygous mutation V617 of the JAK2 gene, mutation MTHFR 677 T/T.

The developed strategy of treatment under the control of multiparameter data, allowed to stabilize the process and provide favorable social
and medical status.

Conclusion: In the present observations clearly observed interaction 3 etiopathogenic factors - triggers (infection, violation of epigenetic
status (mutation MTHFR 677 T/T) and genomic disorders (mutation V617F of JAK2 gene in the mother and chromosomal structural aberration
in the proband)) has been suggested that the clinical genetics enters the successful path pathogenetic therapy combining circuit events listed
in personalizing treatment.

PP-98 CLINICAL CASE OF A PATIENT WITH ARNOLD-CHIARI SYNDROME

Ivanovska M2, Atanassov I Lengerova G', Gardzheva P, Murdjeva M "2

' Department of Microbiology and Immunology, Faculty of Pharmacy, Medical University — Plovdiv

2 Department of Immunological Assessment of Post-traumatic Stress Disorder, Technological Center for Emergency Medicine
(TCSM), Plovdiv, Bulgaria;

% Student of Medicine, 4th year, Medical University — Plovdiv

Arnold-Chiari's syndrome is a congenital malformation of the brain. It is characterized by prolongation and protrusion of the cerebellar
tonsils through foramen occipitale magnum to the cervical spinal cord. There are four main types of the syndrome.

We present a rare case of a 25 year old patient with Arnold-Chiari syndrome type I. The debut of the disease was at the age of
8 years. The patient reported severe neck pain, often accompanied by headaches and sometimes irritation to the left shoulder. The
Arnold-Chiari type 1 diagnosis is based on existing complaints, physical examination and MRI. In 2008, he was targeted for surgery due
to the downward displacement of cerebellar tonsils through the large occipital opening and syringomyelia from C3 to C6. A suboccipital
craniotomy was performed, including removal of foramen magnum.

This condition is rare and due to common and non-specific complaints, it can simulate other diseases and patients are often
misdiagnosed.
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PP-99 MBIELLECTBNE B TACTPOEHTEPOAOTAATA

[laHauomoBa I, Xaaua X
MeguuuHcku yHuBepcumem — BapHa

facmpoeHmepoAo2uAma e Hayka, obxBawlawa goAbUHUME Ha Bceku eguH npobaeM, cBbp3aH C XpaHOCMUAAMeAHama cucmema
uau Bogew go nocaegcmBus B HeA. MomewecmBuemo B8 masu 06Aacm 3anoyHa cbC cAyyal Ha nauueHma M.C., nocmonua 8 kau-
Huka no noBog onnakBaHe om nogyBaHe Ha kopema. B Hauaaomo e guagHocmuuupaH ¢ Moauuumemus Bepa. Caeg MHO206pOTHU
uscaegBaHua e ycmaHoBeHa 0cHoBHama guazHo3a — GuHgpom Ha Budd — Chiari. Yecmomama Ha moBa 3aboaaBaHe e okono 3-8
nauueHma Ha 100 000 gywu. B ocHoBama Ha mo3u npouec cmou 3anywBaHemo Ha YepHogpobHUme BeHu, B pe3yamam Ha koemo
NPOU3AU3am U npugpykaBawume 3ab0AABaHUA HA pa3aAegaHuA NAuUeHm, a UMEHHO NOPMaAHa XunepmoHus, CNAEHOME2aAUA, MaAKu
no pasmep Bapuuu Ha xpaHonpoBoga, XpOHUYEH epumeMo — ekcygamuBeH naHeacmpum, NOpMaAHa XunepmeH3uBHa 2acmponamus
U XPOHUYHA epumpemus.

Mpegu moyHomo ycmaHoBaABaHe Ha guacHo3ama, nauueHmbm M.C. e 8 cuAHO yBpegeHo 06wo cocmosHue. HabalogaBam ce u
omknoHeHUA npu Gu3ukaaHuA npeaaeg U pesyamamume om UHCMpyMeHmaAaHume u3caegBaqud. OcHOBHUAM memog, 6AazogapeHue
Ha kolmo ca ycmaHoBeHu no-2ope nocoyeHume omkAOHeHUsA, e gubpozacmpockonusama. Gaeg npoBegeHOmMO BOAHUYHO AeveHue B
Kauxuka no facmpoenmepoaozus kom YMBAA ,C8. MapuHa“ — 2p. BapHa, nauueHmbm € u3nucaH ¢ Bugumo nogobpeHue U ¢ npuAoXke-
Hue Ha mepanusa B8 gomawHu ycaoBus, BkalouBawa bemabaokep, guypemuk, xenamonpomekmop, aHmukoazyAaim u gp., NpuAazawiu
Ce N0 CbomBemHa cxema.

MpunazaHomo AeyeHue MoXe ga nogobpu CbCmMoAHUEMO Ha nauueHmume B kpamkocpoueH nepuog. 3a gbASOCPOYHU UEAU CE
usnoA3Bam pasauyHu BugoBe XupypauuHu mexHuku — 6aA0HHa guAamauus ¢ nocmaBsaHe Ha cmeHm B8 cbomBemHus KpbBOHOCEH Cbg,
ekcuusus Ha yBpegeHua yyacmok, usnoa3Balku mpaHckapguareH nogxog, cb3gaBaHe Ha WbHM 3a mpaHcdep Ha kpbB om yepHo-
gpobHuA kpvBomok B 2opHa kaBa ¢ uen HamaaaBaHe Ha HaaAzaHemo, npegomBpamaABaHe Ha acuum u kbpBeHe, mpaHcnAaHMauuA Ha
yepeH gpoob u gp.

PP-100 AMATHOCTYHIN NPUIAOMIN 11 TEPAMEBTIIYHI NPAKTUKIA NP BCKD QEQULINT
(BOAECT HA YPNHA KATO KAEHOB Cl1PON)

Wemaun E, LionoB I, CmomamoBa H, CaaBoB ¥, PageBa M
(Dakyamem no MeguuuHa, MeguuuHcku yHuBepcumem — BapHa

BvBegeHue: borecmma Ha ypuHama kamo kaeHoB cupon (BCKD-gepuuum) (MKB E71.0) e pesyamam om 2eHemuueH gedekm G
gekapbokcuaupaHemo Ha amuHokuceAauHume ¢ paskaoHeHa Bepuza (AeBuuH, u3oAeBuuH, BaauH). Mpu He20 ce HampynBam MeXguHHU
kamaboaumHu gepuBamu — O-kemokuceAuHu, Bogewu go MemaboAaumHa gekomneHcauus, HeBPOAO2UYHU U HeBpogezeHepamuBHu
U3MeHeHUd. YpuHama Ha nauueHmume uma xapakmepHa mupu3ma Ha kaeHoB cupon. EH3umonamusma 3acA2a cpegHo 1:200000
pakgaHus, 6e3 MeHgEHUUU 32 NOA UAU paca, HO yBeauueHa 3aboreBaemocm cpeg 0MgeAHU KOHMUH2eHmU.

Llen: OmHocumenHo Huckus bpod pesucmpupaHu CAyyYau 20guwHo, usuckBa 06o6waBaHe Ha HampynaHua KAUHUYEH onum 3a
3aboAaBaHemo om omkpuBaHemo My npe3 1954 2. go Hawu gHu. YmBopgeHume gobpu guazHocmuyHU U mepaneBmuyHu npakmuku
Ca 2apaHm 3a HamaAABaHe CMbPMHOCMMA U He0bpamuMumMe YCAOXKHEHUS.

Mamepuaau u memogu: AHaAu3upaHu ca peguua oduUUaAHU CMamuu U CbOBWEHUA OMHOCHO guAa2HOCMUYHUA NbM U mepanuama
Ha 3aboraBaHemo cnpaAMO kauHuuHama dopma. OueHeHa e poAAama Ha CbBpemMeHHUMe MexXHOAO2UYHU cpegemBa 3a ckbcABaHe Bpe-
MEemOo Ha guazHoCMUuYHUA NPoUEC U BouBeXkgaHe Ha XpaHu ¢ HaMaAeHo CbgbpXkaHue UAU ¢ omcbemBue Ha paskAOHEHU aMUHOKUCEAUHU.
Peaynmamu: 3namHusm cmaxgapm B8 guagHocmuyHama npakmuka e uscaegBaHemo Ha OMHOWEHUEMO MeXgy eCeHUUaAHume amu-
HokuceAuHu, Bepuduuupawa kauHu4Hama cycnekuua u onpegeaalla muna Ha 3aboaaBaHemo — kaacuyecku, meXguHeH, uHmepMumeH-
meH uAu E3-geduuumen. MokazameaHo e gokasBaHemo Ha arou3oAeBuuH B8 ypuHama (cAeg 6-mua geH om pakgaHemo), kakmo u Ha
a-xugpokcuusoBaaepam, nupyBam, Aakmam u a-kemoaaymapam 4pes 2a3oBa xpomamozpadus ¢ mac-cnekmpomempusa. Emuoaozuy-
HOMO AeyeHue BkalouBa guema cvbC cmpoza pegykuusa Ha XpaHume, Cobgbpkawlu paskAOHEHU aMUHOKUCEAUHU, a Namo2eHemuy4yHomo
— kopekuusa Ha npoABume Ha MemaboAumHa gekomnencauua. YepHOgpOGHama mpaHcnNAaHMauusA € YCNeweH Xog camo Npu nauueHmu
6e3 HeBPOAORUYHU YCAOXKHEHUS.

0bcwkgane: Yecmomama Ha 3aboaaBaHemo, omHeceHa koM pakgaemocmma B boazapus, npegnoaaza Bb3HukBaHemo Ha Hakoako
CAyuas 3a gecemuaemue. o masu npuyuHa AuncBa kauHudveH onum B pa3no3HaBaHemo, a HacMbnUAUME HEBPOAOZUYHU CMYWEHUSA
AECHO Ce acouuupam C gpyaa, no-wupoko 3acmbneHa namoaozuA. ToBa npeBpblia borecmma Ha ypuHa kamo kaeHoB8 cupon 8 guae-
HOCMUYEH NpPoBAEM.
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3aknloyeHue: Bonpeku Huckama yecmoma, ¢ koamo ce cpewa, BCKD-geduuumbm caegBa ga 6bge nogosupaH u uscaegBad npu
HaAuyue Ha ocHoBHama cuMnmomamuka.

PP-101 EXTENDED ANALYSIS OF EXOME SEQUENCING DATA IMPROVES DIAGNOSTIC YIELD IN
RARE DISEASES

Maver A'*, Bergant G ™*, Hodzic A', Peterlin B'

' Clinical institute of Medical Genetics, University Medical Centre Ljubljana, 3, Slajmerjeva Street, Ljubljana 1000, Slovenia
* These authors contributted equally to this work

Background: Exome sequencing has become an essential mode of diagnostics in rare genetic disorders. Considering that exome
sequencing is primarily aimed at detection of single nucleotide and insertion deletion variants in coding regions of genes, it may fail to
detect a considerable proportion of causative genetic variation.

Recently, several studies have shown that information content of exome sequencing data allows for the expansion of the scope of
detectable variation, which may be interrogated with extended bioinformatic analyses.

Methods: To address this issue, we implemented routine use of approaches of extended analysis in our diagnostic exome analysis
pipeline, including (1) copy number variation (CNV) detection, (2) genomic breakpoint detection, (3) non-consensus splice defect
detection, (4) homozygosity mapping and (5) mitochondrial variant analysis. We retrospectively analysed the results of genetic testing in
1.087 distinct cases referred for exome sequencing to our institution.

Results: Combined use of selected extended exome analysis approaches assisted in identification of causative genetic variant in 47
cases. This represented an 4.3% increase in diagnosed cases, raising the overall diagnostic yield from 35.6% to 39.9%. In particular, we
observed that integration of data from several extended exome analysis approaches showed benefit in diagnosing most challenging cases,
that would otherwise only be resolved using whole genome sequencing. We will present a selection of such cases and our experience in
using these approaches in routine diagnostic exome sequencing.

Conclusions: In conclusion, we show that routine use of extended exome analysis approaches improves genetic diagnosis of
heterogeneous genetic disorders and results in considerable increase of diagnostic yield of exome sequencing. Considering the increasing
availability and clinical use of exome sequencing, the use of these approaches may improve and facilitate reaching the final diagnosis in
patients with rare disease.
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* MpunoxkeHue kom ,Pegku 6oaecmu u AekapcmBa cupauu” (FOHU 2017, 6pod 2, 2oguna VIII).

» CbopHukom ce u3gaBa om bva2apcka Acouuauus 3a Mpomouus Ha 0bpasoBaHue u Hayka (BAMOH).

 BAMNOH He Hocu omeoBopHOcM 32 BepHOocMMa Ha CbgopXkaHuemo Ha nybaukyBaHume mMamepuaau.

« MNybaukyBaHume mamepuaau Mo2am ga He ompa3aBam MHeHuemo Ha BAMOH.

» CbopHukbm ce pasnpocmpatABa 6e3nAamHo npu kopekmHO U NbAHO No30B8aBaHe Ha OpU2UHAAHUA U3MOYHUK.
BAMOH 2017©
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