OpbpaHa aokTopcke guceprtauymje Mapune A. Jenosay,

Ynotpeba cekBeHUMpaba HOBe reHepaumje u HanpegHux 6MoMHPOPMaATUUKUNX
anarta 3a naeHtTMduKaumjy nonynaumoHo-cneunPruUHmUX u KAMHUYKKU penieBaHTHUX
dapmaKoreHOMCKMUX BapujaHTH

28.04.2026. y 10 yacoBa
MHCTUTYT 32 MONeKyNapHY FreHeTUKY U TeHEeTUYKO UHXKeHepcTBo, YHUBep3uTert y
beorpapay, Bojsoge Crene 444a

MEHTOPU
- Ap bpaHka 3yknh, Hay4yHW caBeTHUK, YHMBep3uTeT y beorpaay — UMITU
- Ap KaTtapuHa 3emunh, BaHpeaHn npodecop, YHMBep3uTeT y beorpaay — buonowku dakyntet

KOMUCUIA

- Ap bumwaHa CraHkosuh, HayYHW caBeTHUK, YHUBep3uTeT y beorpaay — UMITU

- ap Mapwuja Casuh BecenmHosuh, BaHpeaHu npodecop, YHMBep3uTeT y beorpaay — buonouwku
dakrynTter

- npod. ap NMpegpar Octojuh, BaHpeaHn npodecop, YHnBepsuteT y beorpagy — MeamuuHcku dakynTer.

BOGL  CYPX YRR YF208 | CYPIAL Pl MUDTYS SLCOEY | TRMT »

Y cpncKoj nonynaumju getektosaHo je 112 ;RS
3Be3ja anenay 27 papmakoreHa BaKHMX 3a
04,roBOp Ha Tepannjy 6onectn cuctemcke
CKnepose.

Ha ocHOBY A0Ka3a O KNAMHUYKOM 3Havajy
dbapmaKoBapujaHTKN, NPUOPUTETHU GapMaKOreHn
33 reHOTMNKU3aLNjy Npe NPMMeHe Tepanuje
CUCTEMCKE CK/1Iepo3e y CPNCKOj Nonynauunjm cy
ABCG2, CYP2B6, SLCO1B1, TPMT, UGT1A1 n
VKORC1.

lMoKa3aH je NpoTeKTUBHM edeKaT BapujaHTe
¢.521T>C y SLCO1B1 reHy npotnB bybpeskHe
MHcyduMumnjeHumje Koa obonennx og, cuctemcke
CKAepo3e Ie4eHUX METOTPEKCATOM. ——
lNoka3aHa je acounjaunja BapmjanHTe c.677C>Ty
MTFHR reHy 1 NOBULIEHOT PU3KKA 32 NOBULLEHU .
NPUTUCaK AecHe cpYaHe Komope Kog obonenmx ' &
Of, CUCTEMCKE CKnepose.

MonnreHcKn CKop pu3mMKa Koju yKbydyje 7
reHeTUYKMX BapUjaHTM AaCOLLMPAHUX Ca PUSUKOM B
33 Pa3BOj CUCTEMCKE CKNepo3e y NPOCeKY je . L
Behu Kog 060nennx of CUCTEMCKE CKnepose Y
nopeherby ca 34paBOM, LEHTPASIHO-EBPONCKOM
nonynauujom.
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HIGHLIGHTS
* Inthe Serbian population, 112 star alleles were - —

detected across 27 pharmacogenes relevant for
the therapy response to systemic sclerosis
medication.

* Based on the evidence on clinical relevance,
priority pharmacogenes for genetic testing prior to
systemic sclerosis therapy, in the Serbian
population, were ABCG2, CYP2B6, SLCO1B1, TPMT,
UGT1A1 and VKORC1.
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* Protective effect of the ¢.521T>C variant in
SLCO1B1 gene was noted against kidney
insufficiency in patients with systemic sclerosis MR-t}
who were treated with methotrexate.

* The association of the c.677C>T variant in MTFHR |
gene with the elevated risk of high right ventricle
systolic pressure was shown.

* Polygenic risk score that included 7 genetic
variants associated with the risk of systemic
sclerosis was higher in the group of patients with
systemic sclerosis compairing with healthy
subjects of central european descent.
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