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Pegepar

Junnomnas paborta, 43 crpanuiibl, 15 pucynkos, 1 popmyna, 14 HCTOUHUKOB.

CEKBEHUPOBAHUE 1 KAPTUPOBAHUE T'EHOMA, PE®EPEHCHBIN
I'EHOM, IIAMIUIAMH, BEB-CEPBUC, REST API, PYTHON, DJANGO,
DOCKER, APACHE AIRFLOW.

Obvexm uccnedoganus — cOOpPKA U aHAJTU3 TEHOMOB MHUKPOOPTraHU3MOB.

L]env pabomsl — pa3paboTKa BeO-cepBHCa, peaTU3YIONIEro MalIuIaifH o cOopke
W aHaIW3y IIOJHOTEHOMHBIX JaHHBIX MHUKOOAKTepuid TyOepKysae3a Ha OCHOBE
COBPEMEHHBIX HHCTPYMEHTOB

B xone paboThl ObUIH U3yYEHBI OCHOBHBIE CBEJIEHUS 0 COOpKE TeHOMa U3 Habopa
KOpPOTKHUX TpouyTeHuid. Takke ObUTM pa3oOpaHbl COBPEMEHHBIE TMOIXOIBI K
IPOEKTUPOBAHUIO BEO-CEPBHCOB Ha JWHAMHUYECKOM SI3BIKE MPOTPAaMMHUPOBAHUS
Python, ¢ momomisio BeO-(perimBopka Django. Ha ocHOBe MOSy4eHHBIX 3HAHUI
pa3paboTaH BeO-CEpBHC, peaTu3yIUi naimialiH 1o cOoOpke U  aHaIu3y
MOJTHOTEHOMHBIX JaHHBIX MHKOOakTepuil TyOepkyinesza. JlaHHas pabota oOnamaer
NOTEHIIMAJIOM JJIsl  JadbHEHIIMX HWCCIENOBAaHUN W MHTETpallMd B  paMKax
MEXKTyHapOJIHOTO IIPOEKTa 1o 0oprde ¢ TyOepKye3om - TB Portals.

OO0nacThIO MPUMEHEHUS SIBISIETCS COOpPKa M aHAJIN3 T€HOMa Ha JIEKAPCTBEHHYIO
YCTOMYHUBOCT.



Abstract

Diploma thesis, 43 pages, 15 figures, 1 formula, 14 sources.

GENOME SEQUENCING AND MAPPING, REFERENCE GENOME,
PIPELINE, WEB-SERVICE, REST API, PYTHON, DJANGO, DOCKER,
APACHE AIRFLOW.

Object of research — assembly and analysis of the genomes of microorganisms.

Objective — development of a web-service that implements the pipeline for the
assembly and analysis of full-genome data for Mycobacterium tuberculosis based on
modern tools.

Basic information about genome assembly from short sequence reads were
studied. Modern approaches for designing web-services on Python - dynamic
programming language, using Django web-framework were also analyzed. Based on
the obtained knowledge, a web-service that implements the pipeline for assembling
and analyzing full-genome data for Mycobacterium tuberculosis was developed.
This work has the potential for further research and integration to
international tuberculosis control project - TB Portals.

The scope is assembly and analysis of the genome for drug resistance.



