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EIZAIQIMH AINOTEAEZMATA
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OUXVOTEPOC KAPKLVOC TOU yuvallkelou mAnBuaopuov.
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2KOTIOC TNC mopouca HeEAETN €lval o umoloylopog tou PRS ywa 577,113 SNPs oe

YUVOLLKEC UE KOPKLVO paoTou.
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(Next Generation Sequencing- NGS) mpayuatonoli®nke vnoAoylopog tou PRS yla Anoteleopata Heredigene

Ekatootnuoplo (Percentile) tou PRS

577,113 SNPs. Ano ta 105 atopa ta 44 atopa NToV 0pVNTIKA YO TOV TTOAUYOVLOLOKO Ewkova 4. To PRS umtoloyiotnke uPnAo oto 34% twv a.oBevwv Ttou elyav apvnTiko amotéAeopa otov moAuyovidlako €leyyo. Emiong,

vPnAO PRS umnoAoyiotnke ota atopo mou Edpepav naboyovo evpnua o€ yovidia uPpnAnc (15%) kat xapunAng (11%) dtetocdbutikoTnTaC.
Aev urtoAoylotnke uPnAo PRS og atopa ou aviyvelOnke maboyovo evpnua o€ yovidia evdlapeonc dtetodutikotnTac.

. , , , , , , Ewkova 2. Ekatootnpuopla (Percentile) tou PRS otic 105 yuvalkec pe KapKivo paotou.
VEVETLKO €Aey)o, 20 edpepav naboyovo supnua o€ yovidolo uPnAnc SLELGOUTLKOTNTOC

yLaL Kapkivo paotou, 20 kot 18 atopa ta ontoia Edpepav taBoyovo evpnua o€ yovidlo
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N=105 Fuvaikec pe Kapkivo Maotol - OLIMOTEAEOOTA OLTTO TLOAUYOVLOLAKO EAEY)O.
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% ——AoDOeveic ywpic Okoyevelako lotopiko Kapkivo Maotou
ApvnTIKG NaBoyovo elpnua os NaBoyoévo elpnua os MaBoyoévo ebpnpa oe yovidio 5 30 gkTLHATOL VO £ENYEL 0T0 50% TWV YUVALKWYV TO PLOKO ylal EKONAWON KOPKivou paotou.
N=47 yovidio upnAou yovidio evéidpecou XapunAou/ adleukpiviotou g "
K“I'\f_uz‘gw Kullvwz‘:)ou Kull\lsﬁl"Sou 2 90 - O umnoAoylopdc tou PRS pnopei cuvduaotei pe mANPodopieC Yol TO TTPOCWTILKO KOl OLKOYEVELOKO LOTOPLKO
- TLOLPEXOVTOC LE TOV TPOTIO QLUTO MLa EUHECT TOCOTLKOTIOLNON).

| ) BIBAIOTPADIA

1 3 5 7 9 111315171921 23 2527 29 31 33 35 37 33 41 43 45 47 49 51 53 55 57 59 61 63 65 1. Kapoor PM, et al: Combined Associations of a Polygenic Risk Score and Classical Risk Factors With Breast Cancer Risk. J Natl/ Cancer Inst, 2021.

FRS AolBuoc AoBevau 2. Lakeman IMM, et alThe predictive ability of the 313 variant-based polygenic risk score for contralateral breast cancer risk prediction in women of European ancestry with a
577,113 napaAAaysE plOuoc AcBevwv
’ P YEG heterozygous BRCA1 or BRCA2 pathogenic variant. Genet Med, 2021.

Ewkova 3. Ekatootnuopla (Percentile) tou PRS otouc aoBeveic pe OLKOYEVELALKO LOTOPLKO HOLOTOU Kol XWPLC. 3. Barnes DR, et al: Polygenic risk scores and breast and epithelial ovarian cancer risks for carriers of BRCA1 and BRCA2 pathogenic variants. Genet Med, 2020.
Ewkova 1. Exn MOTLKN ATtelkovion tng H€90507\0VWC NG MAPOLOAG EPYACLAG. 4. McGuinness M, et al: Breast cancer polygenic risk scores in the clinical cancer genetic counseling setting: Current practices and impact on patient management. J Genet Couns, 2021




	Slide 1

