[TOUCK y4aCTKOB NaTOreHHOCTM
B reHoMe wtammMma E.coli
0104:HA4

PykoBoauTens npoekrta: Muxann Panko



B 2011 roay B 'epMmaHun npounsoLusia ctpallHas
ANNAEMNA OCTPOU KNLLIEYHOW UHAOEKL NN,
[MocTpaanano 6onee 3'000 yenoBek.



[TlouemMy HOBbIN LUTAMM BbI3bIBAET
Takmne TSHKENble CUMNTOMbI?




3agayu

1. Cobparb reHOM HOBOIO LTaMmMma
2. CpaBHUTL C POACTBEHHbLIM LUTAMMOM
3. Hantu npnynHy aHOMaJIbHOW NAaTOreHHOCTU



JT1anbl reHOMHOIo npoekTa

1. Y6eanTbCcAa B Ka4ecTBe UCXOOHbIX p1UaOB
(FastQQC)

2. Cobpatb KoHTUrK (SPAdes)
3. lNpoBepuTb KauecTBo coopku (Quast)

4, Cobpartb ckaddona C NoOMOLLbIO
pedoepeHcHoro reHoma (Abacas, Contiguator)

5. MNpoaHHoTnpoBaTtb reHoMm (Prokka, RAST)

6. CpaBHUTbL C pedpepeHcHbIM reHomMmoMm (Mauve)



[ pynna Nel

IlomeHnKaH AnekcaHap
LLnwknHa dnnHa
ByTeHko Hukonan

3anHartanHoBa lManus



CobcTBeHHO Pipeline




Pipeline

MpoBepKa Ka4yeTsa puaos nporpammoi FastQC

— =

OuyucTHa puaos nporpammoir Trimmomatic

— =

CbopHa reHoma nporpammoi SPAdes

— =

| Mposepka cbopku nporpammoin QUAST

- =

[ BoipaBHuBaHue Ha pedepeHc (E. coli 55989) - ABACAS |

_@.
AHHoTauma nporpammoid Prokka
-:E;_

CpaBHeHMe ¢ pedepeHCcoOM M NOMCK
‘ MHTEpE CYHLLMX YY4acTKoB - Mauve ‘
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[1pOBEpPKa kKadecTBa puaos

Cualiby scores across all bases (Sanger / llumina 1.9 encoding)

[TLILIIIIT

12 3 458 78 210

12

14

16

18

20

22 24 26 28
Pasitionin read (bp)

30

32

34

36

a8

40

42

44

46

48



[TpoBepka KavyecTBa COH0OPKM
(N50)
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Busyanmnsauyna aHHotauum (Ugene)
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CpaBHeHue ¢ reHomMomMm E. coli 55989
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E. coli 55989 (pedepeHcHbIli reHoM)



Kak Mbl CKa/IN HY>XXHbIN y4acTOK?
Pyukamu.




Note: 'enterotoxin’
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Escherichia coli 55989



Pe3ynbrar.
BoipaBHMe BLASToM Ha
OMOJIOTNYHbIE BESIKW

Conserved |

| Stnuchure Home | A0 Kacromalecular Sinicturas Consended Domains | Pubchem | Beos

NewSearch

Conserved domains on [icjg2020] view | Standard Results

Local queny Sequesnse

1 ] 0 226 T ITE A50 Fan

Huery seq.

Specific hits
Superfanilies
Hulti=domains

Toxin_ 1% superfamnily

= enleroloxin, M-terminal region The B 12
Search for similar domain architeciures | Z  members of this family are are sequences that are :—:J-rnllar o

[Specific hif] plam0 7906, SNET2 pam

. — the N-terminal half of e ShETZ enterotoxin produced by
List of domain hits Shigella flexneri and Escherichia coli. This protein was found
- Mame Accession Description i conter ioxigenicity in the Ussing chamber, and the

_|_

] RS R ST e e e S ey | " -1rminal reglon was found to he imporian for the protein’s
[ PRK12409 PREK1240%  D.amino acid dehydrogenase small subunit: Provisional enterctoxic effect it is thought to be a hydrophobic protein
that forms inclusion bodies within the bacternal cell, and I'HEI'}'

be secrefed by e Mxi system, Most members of this family
Blast search parameters are annotated as putative enteroioxins, but one membearis a
Data Source: Live blast search RID = XN13ALMNBIIR regulator of acetyl CoA synthetase, and another two members

oA : f careannatated as ankyrin-like regulatony prateins and conain
User Options Database; COSEARCH ol v3.11 Low complexity filier; ves Compesition Based Adj Ank repeats (pfam00023).
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[ pynna Ne2

0OJTI0KO3 AnekcaHap
"ycak Konusa

KOTEHKO AHacTacus
ManunHoBcKun Nnbs
HeHapokoBa AHHa
Opnosa MapuHa



KayeCcTBO UCXOAHbIX PNOOB

@ Basic Statistics

@ Per base sequence quality
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Persequence quality scores
36
@ Per base sequence content
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@ Perbase CC content
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@ Persequence CGC content
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@ Perbase M content
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@ Sequence Length Distribution 5
| Sequence Duplication Levels o4

@ Overrepresented sequences 55

@ Kmer Content
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Quality scores across all bases (Sanger/ llurnina 1.9 encoding)
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OTUET 0 KayecTBe COOPKN

Statistics without reference  contigs

# contigs
Largest contig
Total length
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CpaBHeHMe 1n3ydyaemMoro wramMmma c
POACTBEHHbLIM
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CKpUNT AN aBTOMaTUYECKOW
06paboTKM pnaoB

FEMATE

in dazali

+ Tiluieru -




CKpunT ana cpaBHeHUa gbk
- ghannos

1. CpaBHMBaAET NO HA3BAHWUIO TEHOB U B output
BblaeT Ha3BaHMsl HOBbIX FTEHOB N X GESIKOB

2. CpaBHMBaET nocsenoBaTe/ibHOCTU OenkoB
N BbloaeT Ha3BaHNA HOBbIX OE/KOB



[pynna 3

IBaHOB Kunpunn
dypmeHKoB AneKkcaHap
MuTpodhaHoBa Onbra



OTt4eT B FastQC

Logz Obs/Exp
ACCATTA
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Position inread (bp)



[TpnoBpeTeHHbIN ONbIT

HaBbikM paboTbl C paHee He3HAKOMbIM
6ronHdopmMaTnyeckum copTom

3HaKOMCTBO C HOBbIMK chopmMaTamu
npeacTaBfieHNs AaHHbIX U UX CTPYKTYPOW

[TpakTU4ecknin CKnI cbopKn reHoma C
NpoBepKamMn KayecTBa, paHee He3HaKOMbI

YnydlleHne macTtepcTsa B YePHON Maruu,
HeobxoaAnMoWn ANA NoYyYeHNs pPe3ysibTaToB TaM,
rae apyrne Metoabl He noaxoasT



Pe3ynbsrarhl

 HanaeH reH wmra-ToKkCMHa, KOTopbIi OTCYTCTBYET
Y pedepeHCHOoro wramMmma

* HanpaeHsbl reHbl doumopun | Tnna

e HaingeHbl reHbl Apyrx TOKCUHOB, KOTOPbIX HET Y
nepepeHCcHOro wraMmma

* B 6a3e NCBI HanaeHbl rOMOTIOrNYHbIE
nocsnieaoBaTe/ibHOCTUN AN HecobpaHHbIX
KOHTUIOB, OHU NMpuHaanexart E.coli n

POACTBEHHLIM BUAAM




Cnacmnoo 3a BHnmMaHune!
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