Kanpunat B akanemuku PAH
no Otaenenuto 6uonornyecknx Hayk PAH
0 CHENMAIBHOCTH " (PU3HKO-XUMUYecKas oronorus"”

OUHKEJBIITENH Anekceii BuraabeBuu

['maBHBIA HaydHBIM COTPYAHUK, 3aBenyrommii Otaenom
TEOPETUYECKUX W OSKCIEPUMEHTAIbHBIX HCCIEA0BaHUI
camoopraHu3anuu OenkoB u Jlabopatopueit (uzuKu
oenka ®OI'BYH MHWacturyr OGenka PAH (r. Ilymwmuo
MockoBckoii 0011.), p. 16.06.1947, uneH-koppecOHIEHT
PAH, JIOKTOp (u3MKO-MaTeMaTHYECKUX HayK,
npodeccop, TocymapctBennass mnpemuss PO, mnpemus
CASP, menanp "300 net Poccuiickoit Akagemun Hayk",
Menanb opaeHa "3a 3acayru nepen OteuectBom" 11
CTETICHH

OunkenpmTeiiH A.B. - kpynHeHmmi crnenmanuct B 00JacTAX MOJEKYJSIpHOW Ouosoruw,
o6uopusuku u GuonHpopmaruku. OH - aBTOp 265 HAYUHBIX CTATeH U KHUT, U3 HUX - 28 MOHOTrpaduii (B T.4.
- 3 xHuTH, ¢ 9 MepensTaHUsIMK Ha 3 s3bIKaX); Mocie u30panus wieH-koppecnonaeaTrom PAH B 2008 romy
ornyOiukoBan 82 Hay4HbIE CTaThU, U3 HUX - 16 MOHOTpaduii U 0JJHa HOBask KHUTA (HE CUMTas Nepeu3aaHuil
KkHUT). Y ero pabot, Ha 18.02.2025, - unnekc Xupma 51 u 11517 uurupoBanuit mo Google Scholar
Citations.

OcHoBHBIE Hay4HbIe pe3ysbTaTel PUHKENbIITEHA A.B.:

co3maHa (u3nMYeckas TeOpuss BTOPHYHON CTPYKTYphl OEJIKOB M TOJMIIENTHIOB, a 3aTeM -

¢du3nueckas TeOpusi MOTHBOB YKJIA/IKA OEIKOBBIX IIETICH;

OTKPBITA CBSI3b CTAOMIBHOCTH OEJIKOBBIX CTPYKTYP C MX BCTPEUAEMOCTHIO B MIPUPOJIE; TEM CAMBbIM,

UM 3aJI0’)K€HBI OCHOBBI COBPEMEHHOW KIaCCU(PHUKAIHS CTPYKTYp OEJIKOB;

CO3/ITaHME TEOPUH PACIIABICHHBIX OEJIKOBBIX IJI00YN U y4acTHE B UX OTKPBITHH;

pellIeH - B pe3yJIbTaTe CO3/aHusl UM (PU3MUECKON TEOpHH CKOpOCTEH caMOOpraHu3aluu OENKoB -

KOBapHbIN “napanokc JleBuHTans”, u co3jgaHa METOJIOJIOTHS TIOUCKA s/Iep CBOPAaYMBaHUS OEITKOBBIX

MOJIEKYJ;

co3zaHa ¢pu3nyeckas Teopus CKOpOCTe 0Opa3oBaHUs AMUIIOUIHBIX M IPUOHHBIX (PUOPHUILT;

BBISIBIICHO JICHCTBHE JIE-CBSA3BIBAIOIINX OCIIKOB HA HMHUIMALINIO 3aMep3aHUe BOJIBI.

OunkenpmTeiH A.B. - oauH W3 THOHEpPOB (M B MHpEe, U B HalIe CcTpaHe - YTO OTMEYEHO
TlocynapctBenHoit npemuein 1999 r.) 6enkoBoi WHKEHEPUHU W Ju3aiiHa OEIKOBBIX apXUTEKTYp (B T.4. HE
HAOJIOJABIIMXCS B TIPUPOJIE).

OunkenpmTeitn A.B. - npodeccop Ounodpaka MI'Y um. M.B. JlomonocoBa u YuyeOHOro 1eHTpa
Wucturyra 6enxa PAH; mox ero pykoBOJACTBOM BBINIOJHEHA JOKTOPCKAsh M MHOXKECTBO KaHIHMIATCKHX
JCCepTAIMiA U AUIUIOMHBIX paboT.

OunkenpTein A.B. - unen penkomnerun 7 KypHanoB, B T.4. "Moun. buon.", "Ycnexu buod.
Xumun", "J. Comput. Biol.", "Biomolecules" u ap.; O6bur wienom OprannzannoHHbIX U [IporpamMMHBIX
KOMHUTETOB MHOXKECTBa KOH(EPEHIMI M CHMIIO3UYMOB; WieH psna sKkcnepTHeix coBetoB PAH u PHO;
npencenarens YueHoro coera GI'bYH HMucrtutyr 6enka PAH; pykoBoami HayuyHbIMM IPOEKTaMH,
nojaaepxanubiMu rpantamu Ipesunnyma PAH, POOU, INTAS, NWO, FIRCA, HHMI, PH®, u 1.1.

OunkensimTeitH A.B. BRIIBUHYT KaHauaaToM B akajeMuku PAH mo OtaencHuio OHOIOTHYECKHUX
Hayk PAH mo cnernuansHoctn "pusnko-xumudeckas ouonorus" YueHsiM coBeTtoM MHcTuUTyT Oenka PAH

u akagemukom PAH C.M. JleeBbiM.
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