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MONEKYNAPHO-TrEHETU4YECKUE XAPAKTEPUCTUKA
KNACCUYECKOMN NUM®OMbI XOIXKKUHA

Llenbro 1aHHOM PaOOTHI SIBISIETCS] CHCTEMATH3aIMs OOIIEIOCTYTHBIX 3HAHUI B 00JIaCTH MOJIEKYJISIPHOM I'€HETHKH
mumpombl XomkkuHa (JIX).

Jlumdoma XomKKHHA Pa3BUBACTCSI B OCHOBHOM Y MOJIOZIBIX M B3POCIIBIX (B Bo3pacte 10 30 JIeT) C 4aCTOTOH OKOJIO
3 noBeIx cimyyae Ha 100 000 wenosek B rox. [Ipenmomnaraercs, uto Oonee rTyOoKoe MOHUMaHUE OCHOBHBIX MOJICKYJIISP-
HBIX MeXaHN3MOB naroreHesa JIX Oyner criocoOCTBOBaTh pa3paboTKe HOBBIX MOAXOAOB K IIETICHANPABICHHON Tepanun
1 CHIDKCHHIO CMEPTHOCTH OT OCIIOKHEHUH.

3a mocneHKue TO/BI O JAHHBIM HOJIHOTEHOMHOTO CEKBEHHPOBAHUS MJICHTU(QHUIIMPOBAaHO He MeHee 40 reneTnye-
CKHUX TOBPEXICHUH, XapakTepHbIX st JIX, oHako HE COBCEM SICHO, KaKHe U3 HUX UMEIOT IaTOTeHETHYECKYIO 3Ha-
yuMocTh. Hanbosee nmoiHo MolnekyisipHo-reHeTnueckre xapakrepuctuku JIX o6o6mensl B 6azax manueix COSMIC
(Catalogue of somatic mutations in cancer), OMIM (Online Mendelian Inheritance in Man), a Taxoke Atlas of Genetics
and Cytogenetics in Oncology and Haematology.

Cpenn Hambosee pacpoCTPaHEHHBIX TeHETUUECKHUX MOBpeXAeHUH npu JIX ObuUM MACHTH(HUIMPOBAHBI MyTaIlUN
B reHax curHanbHbIX myteid NF-kappaB (NF-kB) mim JAK/STAT: nnakrusupytomue mytanun B renax NFKBIA (10-20%
ciryyaeB), NFKBIE (okoio 10% ciyugaes), TNFAIP3 (40%) u SOCS1 (40%). Mytauuu TNFAIP3 Obuti 0OHapy>keHBI
npu OmnmreitHa-bapp-orpunarensHbix cnydasx JIX, 9To MOXKET yKa3bIBaTh Ha JIBa aIbTEPHATHBHBIX MATOTCHETHYECKUX
Mexann3Mma ipH JIX. B penkux ciydasx MyTarmy OpUmd 0OHapyKeHBI B TeHaX-cynpeccopax omyxoneit CD95 u TP53. My-
tarmu reHoB TNFAIP3 wmn NFKBIA, mo-BuaiMoMy, He y9acTBYIOT B marorenese JIX, Ho ycunmuBaroT aktuBHOCTE NF-kB
curHasipHOrO myTH. ['Mnepmyruposannsie nporoonkorensl (PIM1, Rho/TTF, MYC unu Pax5) gacto oOHapyKuBaroTcst
B Kietkax JIX, oHako GOJIBIIMHCTBO abeppalyii pacroiokeHo B HETPaHCIMPYEMBIX 00IACTSIX TEHOB.

Takum o6pa3om, myrtaiuu 1pu JIX 3arparuBaroT B OCHOBHOM reHbl cUTHaNBHBIX myTedl JAK/STAT u NF-kB.
OnHaKo HE COBCEM SICHO, Kakue M3 WACHTH(GUIUPOBAHHBIX abeppaliii IMEIOT aTOreHeTHYEeCKYI0 U IPOrHOCTHYE-
CKYIO 3HaUUMOCTb.

Yurevich V. V., Vhyukova O. S., Melnov S. B.
MOLECULAR GENETICS FEATURES IN CLASSICAL HODGKIN LYMPHOMA MALIGNANCIES

The aim of this work was to summarize the basic molecular features in Hodgkin’s lymphoma pathogenesis.

Recently, at least 40 genetic lesions have been identified in Hodgkin's lymphoma cells, and most of them affect
members of the JAK/STAT or NF-kB signaling pathways. Whereas, it is unclear whether or which fractions of these
mutations have a pathogenetic as well as prognostic relevance.
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AHANN3 ®YHKLUMUOHAJIbHOIO COCTOAHUA TUMOLIMTOB
B YCNTOBUUN OKUCITUTEJIbBHOIO CTPECCA

Pob cBOOOIHBIX paUKaIoB B (PyHKIIMOHUPOBAHHH OHOJIOTHUECKMX CUCTEM B HACTOSIIEE BPEMsi BO MHOI'OM OCTa-
eTCsI HeBBISICHEHHOM. B HEeKOTOpHIX paboTax mokazaHa CIOCOOHOCTH aKTUBHBIX (hOPM KHCIOPO/Ia MOBPEXKIaTh OHOIOTH-
YEeCKUE MOJICKYJIbL, & TAK)KE BBI3bIBATH JAE€30PTaHU3ALMIO KIETOYHBIX CTPYKTYp. C akTHBaLUel OJHOIIESKTPOHHOTO BOC-
CTaHOBIICHUS KHCJIOPOJA CBS3BIBAIOT BO3HUKHOBEHHE TAKHX IATOJOTHH KaK KaTapakTa, aTepOCKIepo3, HIIeMHYecKast
Oosne3Hb cep/la, Kanueporenes. MzsecTHa poib akTHBHBIX ()OPM KHCIIOPO/IA B ITpolieccax (PU3NO0JIOTHYECKOTO CTapEHUS
KJIeTOK. Bee 310 1ano ocHoBaHME paccMaTpUBaTh UX B KaUueCTBE YHHBEPCAIBHOIO ATOrEHETHUECKOTO MapKepa.
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