TPEBOBAHUS K TESBUCAM

Marepuanbl s MyOnMKauKM AOJKHBI OBITH TpenctaBiieHbl He mo3aHee 10 mas 2019 r. B
EKTpOHHOM  Buae ¢ 1noMerkod «Tesucbi_OM2019» 1o 3IEKTpOHHOMY  ajpecy
oncomarkers2019@yandex.ru:

BAKHO: Ha3panue daiijia 10/DKHO OBITH 00513aTe€IbHO HAOPAaHO JIATUMHCKUMU OyKBaMH H
COOTBETCTBOBATh (DaMUJIMHM W MHHIIMATIAM IIEPBOTO aBTOpA, HANpaBiIcHHE KOHpepeHnuu u Gopme
yuactusi. Hanpumep: Ivanov .1, [Tatonorudyeckas MopgoJsiorusi 04HO

TpedoBanus kK 0popMIIeHHIO T€3UCOB ISl Oy OJINKOBAHUS:

00beM 1-3 cTpaHUIIbI B 3JIEKTPOHHOM BapUaHTE;

TEKCTOBBIN pemakTop — Microsoft Word;

upudT — Times New Roman, keris 12;

MEXCTPOYHBIM MHTEPBAJI — OJMHAPHBIN;

MOJIsI — CBEPXY M CHU3Y IO 2 CM, CJIEBA U CIpaBa 1o 3 cMm;

PUCYHKH, TpaUKH, KAPTUHKH, B T.4. I[BETHBIC, JIOITYCKAIOTCS B TEKCTE.

S3bik opopMIIeHHS TE3UCOB:
1. 3aronoBok TE€3MCOB OJIKEH ObITh MPEJICTABIIEH HA PYCCKOM M HA aHIVIMHCKOM S3bIKE.
2. AHHOTaIMs TE3UCOB JOJDKHA OBITH MIPEICTABICHA HA PYCCKOM M HA aHTIIMHCKOM SI3BIKE.
3. TekcT Te3uCOB IOJKEH ObITh MJIM HAa PYCCKOM WJIM Ha aHTJIUICKOM SI3bIKE.
4. 1lpu xenaHuu, Bbl MOKETE YKa3aTh CBOIO 3JIEKTPOHHYIO IOYTY JJISl CBA3H.
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IMPUMEP O®OPMJIEHUS TE3UCOB

YK 57.087.1
PA3PABOTKA KOMIUVIEKCA ITPOI'PAMM JIUIA UCCJIIEJOBAHUA
KOJUPYIOHIUX IMTOCJIEJIOBATEJIbHOCTEN T'EHOB U UX YYACTKOB,
ACCOIIMUPOBAHHBIX C 3ABOJIEBAHUAMHA

DEVELOPMENT OF THE PROGRAM COMPLEX FOR INVESTIGRATION OF
CODING SEQUENCES OF GENES AND THEIR PARTS ASSOCIATED WITH
DISEASES
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Pa3pabotan koMIUIeKC nporpamMm Jiisi HOJrOTOBKY U aHAJIM3a TapreTHOro CEKBEHUPOBAHUS
9K30HOB T'€HOB M HUX YYacTKOB, aCCOLMUPOBAHHBIX C 3aloseBaHusiMU. Komiiekc umeer
clenyomuii  (QYHKIMOHAI: aBTOMAaTHYECKOE KOHCTPYMPOBAHHE TpAiiMEepOB, BBIpE3aHUE
IIOCJIE0BATENBHOCTEN TPaliMEPOB M3 MOJIYYCHHBIX IPU CEKBEHHPOBAHMM IPOUYTCHUM, aHAIMU3
IIPOYTEHUN U BBISBIICHUE BapUALIUN.

Knrwouesvie cnoéa: KOHCTpyHpoBaHME M JM3aiiH  mpaiimepoB, NGS, TapretHoe
CEKBEHHUPOBAaHME, aHAJINU3 JTAHHBIX

Abstract. We have developed program complex for preparation and analysis of targeted
sequencing gene exons and their parts, associated with diseases. The complex has the following
features: automatic primer design, trimming primers sequences from reads, processing reads and
variant calling.

Keywords: primer design, NGS, targeted sequencing, data analysis

JAanee cniedyem mekcm me3uco8 HA 00HOM U3 J8VX A3bIK0S.



mailto:a.a.kechin@gmail.com

