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65. SARS13053.420.. CAGOGTCTTTL L GRARGTGARAT CTOATTCAACALCARAT COCGCAGE C CAL GOC TOALT GLLGGAR AL C T CATOCTOAIC CAKE ADCA GAACDGAGE CAGA AT CT GTTOC TACGARAS
66. SARS13053 154,  CAGGETCTTTICC GOAAGTMARAT CYOATOCAAC ACT ARAT COGGEAGEC GAL IOC T GAGC ] OCCGRARE CCGARACTTOATC CTOAR. CAACADCA GAAT COGAGD CAGA AL CTOTTCC TACLAARM
107 58R513053.66... CAGGETCTTTE CGOAAGTGARAL CYGATE CAACADCAAAL CEGEA GEC GAD GOETGAGE © COGAR CEGARKCT CRGAAL T GAAC T GATCCTOARKE CAAC AL CA GAAT CHOAGE CAGAAC CTGTTCE TALGAAAM
68, SAAS13053.267... EAGGGTCTTTIEC GRAAGTGARM CTGATECAACACE AAAL COGGAGEC GACGOCTGAGEL AL G CGRARE CIE SN P CGARACE TGATCE TGARE CAACAL CA GAACCOHAGE CAGAACC TGTTEE TACGAAAN
63, SARS13053.144,.  CAGGTCTTITC GRAAGTGARAL CTRATE CAAT ACE AAAT CLGGRA G E AL L T GAGE freiaddl dq 4 ABACCTGATCC TGRARE CAACADCA GAACOGEAGT CARAACC TETTEE TADRANAN
70, SARSTI053.119,,  CAGOET T T G G AR T GARAL T A T C A A A AR G A A GO T GALE » GO CGRAR CEGARCT LT GATE CTGAIE CARCAL £ A GAAL CEEAGE CAGAACCT GTTOC TACSAARR
108 SRR513051.73,.. CAGGETCTTTGNC GLARGTGARAT CTGATTC AR ACT ARAL UL GEA G GACGECT CGEARE TG TAL G C AN AT T A T C T Gk AT AL C A T L A AR A CT G T TADSARRN
71.SARS13052.265..  ICAGGETETTTC CGrAAGTIANAL CTIATTCA A AT CANAL T T T G GO T AL ¢ A I (20 C AR C AR CTAC GOl ATCCTEARE CAKEAL CAGAAT CLEALE CALAAT CTETTOE TALSARAN
72 SARS13053.129.. CACGGTCTTTOCC GLAAGTOARAT CTOATCCAACALCAMAT CCGLA G0 C DAL GO T CALC OO A AL (R (. AR CICLARCCTAC GO ORI CCTOARE CAAT AL CA CAAD CORAGECALAACCT GTTOL TACGARAM
100 5RR513053.11..  CAGETCTTTIL COGAAETEARAL CTOATOCAAD ACTARAT COGEA DT GATGOCTEHA GEARE CIGARCCTAL GO O GAAC T CARAT T T GATCCTGAR CAAT AL CA CAAT COGAGT CALA AL CTOTTCC TATGAAAR
73 5AR513053.773.. CAGGETCTTTG COGRAAGTRAAMT CTCATCC AADACCARAT TEGGA G0 C GAD GOUTGAGE O A AL G CGGARE CHIGARICC TAL GECRGA TOARK CAAD AL CA CAAT CLGAGD CAGAACCT GTTOC TAC GARRM
T4, SHRS13063 264, EARGGTCTTTE CGRARGTGARAE CTGATUC ARC AT ARAL TEGRATE T GAR GEC T GAGE T A AL (o TG AT CIGAR T TAT GO BCCAADAL CAGAAC CLOALD L ACA AL CTGTTOD TALGAAAK
75, SRAS13053.247,. CADGETCTTTECGEAAGT AL CT AT A AT ARAD O G EA G AL GOC T AL IR A A (ol O GA R CIGARICC TAL OO RN CCAMCADCA GAAC CRRAGD CAGA AT T THTTEE TADGARAR
76, SRR513053.279 T T T C GoAA G T GARAL T T GATOCARC AT ANAL CC GG A G T AT T A C GO AT AR C T AL GO GANC CRAAT R AL A AR CGRAGE CAGA AL CT G TTOC TACGARAR
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78 SAR513053.126.
79, SAA513053.771.

BO. SRA513053.129.. CGOAAGTEAAAT T GATOC AR ADT ARAT COGGAGE T GAD GUE T GAGE I 4O GO OO GARE CIGARC O TAL GOORGAAL C CARACETIATC
81, SAR513053.239.. [ GEAAGTRAAAD CTEATT O AAD ATC ARAL UOGLA L U GAD GOOT GAGE (I * AL (o G AR CIEAR T T AL GO CIGAAL T GAAC CTOATE
82, SARS13053.264... GRAAGTGAAAC L TGATEC AAC AL ARAL CEGLATEE GALGELT lrr:cr“rrwrracr:qr.\ucmrrTaTrc

83, SAR513053.179... AETGARAT CTGATEC AR AL ARAL CC LA C GAD T TAC CCRGARCC GABACE TCATCCTGA
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Name:

Type: Palymorphism

Track: Variants: ygh| paired lllumina reads properties
Length: 3

Interval: 193 - 195 (3,196,782 - 3,196,784)
Bases: GAG

Change: -GAG

Reference Nucleotide(s): GAG
Coverage: 48

Variant Nucleotide(s):

Variant Frequency: 100.0%

Variant Raw Freguency: 48

Strand-Bias: 100.0%

Variant P-Value (approximate): 2.5 x 10 1ae

Strand-Bias >50% P-value: 7.1 x 10 "~

Strand-Bias >65% P-value: 2.1 x 10
Polymorphism Type: Deletion

CDS5 Codon Number: 65

CDS Position: 193

CDS Position Within Codon: 1

gene: ygh)

product: inner membrane lipoprotein
protein_id: YP_002388453.1
locus_tag: ECIAIT_ 3114

note: Evidence 2b : Function of strongly homelegous gene; PubMedld : 1644747; Product type |p : lipoprotein
CDS: ygh| CDS

Codon Change: GAG >

Amino Acid Change: E =

Protein Effect: Deletion

Average Quality: 23
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1,542
1.941
1,535
1.927
1,523
1.917
1,514
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1,887
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Tor
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Codon Change

TG = ACA
GTG = GTT
GGG = GGET
AAA > CGT
TTC = TTT

GTG - GTC
ACG -= ACT
GAG = GAT
ALT -= ACC

GGT =

GTG > GTA

AGT == AGC

TCA -5
CIG = TTG
ATC -= ATT

AAG -= AAA
GAT == GAG
GGC - GGT
GrGE-> GTC
TIT = TTC

GG -Gl
ALT -= ACC
TCT ->TCC

ATT -= ATC

GAL -> GAT
AAL = ACC
AAG - AAT
ATC
AAT - AAT

= ATT
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