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NTDB id 1177 A1552VC RS01165 WP 000422572.1 ....MELNQYLDGMLTHKASDLYITVGAPILYRVDGELRAQGEA.LSVADVTALLHAMMDDARQAEFKQTREANFAVVR. 74
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ....MDFNDLLNLMAKHKASDLFITAGVEPSLKINGEITPVSKTKLDGDMIAQLIDSITTQKQRQEFIETHECNFAILNR 76
NTDB id 85862 LYSHEL RS09360 WP 213433758.1 .MSSIDFTSFLKLMAHQKASDLFITAGMPPSMKVHGKISPITQNPLTPQQSRDLVLNVMNPQQREEFEKTHECNFAIGVA 79
NTDB id 1203 PSJM300 01605 AFN76401.1 ....MEFEKLLRLMVEKGGSDLFITAGVPPSMKVNGKILPVNKTPMSPEMTRETVHGVMNEQQRREFTENHECNFAISAR 76
NTDB id 1307 DR RS10055 WP 010888596.1 MTSGIDITDILRLAADKGASDIILAAGLPPQFKLSGDYDAQGFEPLSASDTRKLMYSMMNERQQRIFEEKRELDFSFALG 80
NTDB id 1194 PAKAF RS01995 WP 003084552.1 ....MDITELLAFSAKQGASDLHLSAGLPPMIRVDGDVRRINLPPLEHKQVHALIYDIMNDKQRKDFEEFLETDFSFEVP 76
NTDB id 1283 ACE17W RS02630 WP 010947729.1 ....MDIAELLAFSVKNKSSDLHISAGMPPMIRVDGDLRKINLPPLEHKDVIKIIYDIMNDRQRKEYEEFFETDFSFEIA 76
NTDB id 1259 GCO85 RS10305 WP 010947729.1 ....MDIAELLAFSVKNKSSDLHISAGMPPMIRVDGDLRKINLPPLEHKDVIKIIYDIMNDRQRKEYEEFFETDFSFEIA 76
consensus *** **! **!!* ***!*** *** !** * ** * ** ************ ! ! *

logo

EKD
N
G
I
K
N
S
L
V

E
G
ARFRVNSCAFFMQYNQNSRDEGNRMNQLGPVAAGGMAVMILFRLTR I EPSTNRTEKVIRLPSTFPVIMADEDEMLHNKGMLGPDQEPTIV I

V
F
L
I
Q
K
D
K
N
R
T
E
I
V
M
L
S
A
D
I
L
N
M
S

S
V
A
F
T

P
S
KRGI

L
I
V
I
LFVSVTGAPTGTSGKSTSTMLASAVML

T
I
Q
G
D
H
Y
L
I
RNKNTSQHNSTKRSSKTYHLEGHI

NTDB id 1177 A1552VC RS01165 WP 000422572.1 .DSGRFRVSAFFQRELPGAVIRRIETRIPTFEELKLPEVLQNLAIAKRGLVLVVGATGSGKSTTMAAMTGYRNQHRTGHI 153
NTDB id 1019 ACIAD RS04205 WP 004922051.1 EKNERFRVSAFQQRDMPGMVIRRIETKIPSPDDLHLPPILKELAMSKRGIIIFSGATGTGKSTSLASMIQHRNQHSKGHI 156
NTDB id 85862 LYSHEL RS09360 WP 213433758.1 .GVGRFRVSCFYQRNQVGMVLRRIETKIPSVEELNLPPVIKTLAMTKRGIIIFVGATGTGKSTSLAAMIGYRNQNSTGHI 158
NTDB id 1203 PSJM300 01605 AFN76401.1 .GIGRFRVSAFYQRNLAGMVLRRIETNIPTIEDLKLPDVLKKLALTKRGLVLFVGATGTGKSTSLAAMIGYRNKNSSGHI 155
NTDB id 1307 DR RS10055 WP 010888596.1 .DKARFRVNAFMQRGNVGGVMRLIPTTVRTIAEMGLPQTVIDIANAPRGLVLVTGPTGSGKSTTLASMIDHINTTKKLHI 159
NTDB id 1194 PAKAF RS01995 WP 003084552.1 .GVARFRVNAFNQNRGAGAVFRTIPSKVLTMEELGMGEVFKRVSDVPRGLVLVTGPTGSGKSTTLAAMLDYLNNTKYHHI 155
NTDB id 1283 ACE17W RS02630 WP 010947729.1 .NLARFRVNAFNQSRGAAAVFRTIPSEILSMEDLGLPPIFKEMASFSRGLVLVTGPTGSGKSTTLAAVIDYINSSRYEHI 155
NTDB id 1259 GCO85 RS10305 WP 010947729.1 .NLARFRVNAFNQSRGAAAVFRTIPSEILSMEDLGLPPIFKEMASFSRGLVLVTGPTGSGKSTTLAAVIDYINSSRYEHI 155
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 LTVEDPIEFVHEHKRCIVTQREVGLDTESYEVALKNSLRQAPDMILIGEIRSRETMEYAMTFAETGHLCMATLHANNANQ 233
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ITIEDPIEFIHEHAGCIITQREVGIDTDSFEIALKNTLRQAPDVILIGEIRSREVMDYALAFAETGHLVFATLHANNANQ 236
NTDB id 85862 LYSHEL RS09360 WP 213433758.1 ITIEDPIEFVHKHEGCIITQREVGIDTDSWDAALKNTLRQAPDVIMIGEVRTREGMDHAIAFAETGHLVLCTLHANNANQ 238
NTDB id 1203 PSJM300 01605 AFN76401.1 ISIEDPIEFIHQHQNCIVTQREVGIDTDSFEVALKNTLRQAPDVILIGEVRTRETMDHAVAFAETGHLCLATLHANNANQ 235
NTDB id 1307 DR RS10055 WP 010888596.1 LTIEDPIEFMHPNKASIINQREVGSDTLSFDDALRAALRQAPDVILVGEMRDYETIKAAVTAAETGHLVMGTLHTNSAPE 239
NTDB id 1194 PAKAF RS01995 WP 003084552.1 LTIEDPIEFVHESKKCLVNQREVHRDTLGFSEALRSALREDPDIILVGEMRDLETIRLALTAAETGHLVFGTLHTTSAAK 235
NTDB id 1283 ACE17W RS02630 WP 010947729.1 LTVEDPIEFVHQSKKCLVNQREVHKDTLSFNAALRSALREDPDIILVGELRDLETIRLAMTAAETGHLVFGTLHTNSATK 235
NTDB id 1259 GCO85 RS10305 WP 010947729.1 LTVEDPIEFVHQSKKCLVNQREVHKDTLSFNAALRSALREDPDIILVGELRDLETIRLAMTAAETGHLVFGTLHTNSATK 235
consensus ***!!!!!!*! * *** !!!!* !! *** !!* !!**!!*!**!!*! !** !** !!!!!!* *!!! * !

logo

S
A
T
M
L
I
E
N
DRVI LVIHNDLFVVFDPKEADEQERHQRKAQENSMQFLIVFWLRLVMSQMDLASNELSNLVQKSGAI

V
M
I
V
T
S
AQ

T
S
QLVILRKPDRTAHPKI

N
D
K
G
Q
G
K
S
GRHRVGLVAVAFHIMVYLEVI LMMILACGNNSTGPRLAALVIQSARANDYL IRDKQREDGEKLTVI FYAHEKQI

L
M
T
Y
K
A
G
E
S
A
T
L
S
V

I
M
A
K
Q
E
R
T
G
S
A
G
T
Q

D
N
R
S
A
E

E
V
K
LGMKVQ

NTDB id 1177 A1552VC RS01165 WP 000422572.1 ALERILHLVPKEQREQFLLDLSLNLKGVIAQQLLRDKNGKGRHGVFEVLLNSPRIADLIRRGELHELKATMARSQEVGMQ 313
NTDB id 1019 ACIAD RS04205 WP 004922051.1 TLERIIHFFDADRHQQIFMDLSLNLKAVISQQLIPTHDGQSRRAAVEVLINTPLLSDYIRQGEIYKIKELMARSGELGMQ 316
NTDB id 85862 LYSHEL RS09360 WP 213433758.1 AMDRIINFFPEDRRNQLLMDLSLNLKGVVAQQLIPTPDGKSRRVAMEIMLGTPLVQDYIRDGEIHKLKEVMKESTNLGMK 318
NTDB id 1203 PSJM300 01605 AFN76401.1 ALDRIINFFPADRQNQVWMDLSLNLKAIVAQQLVPTPDGKGRRAVIEVLINTPLAADLIRKGEVHELKGLMKRSTDLGMQ 315
NTDB id 1307 DR RS10055 WP 010888596.1 SIDRIVDVFPEEQQEQIRVQLANNLVAVMTQQLLPRADGQGRVLAYEILLANPAVRALIREGKTFQITSVMQTGAREGMV 319
NTDB id 1194 PAKAF RS01995 WP 003084552.1 TIDRVVDVFPAEEKAMVRSMLSESLQSVISQTLIK.KIGGGRVAAHEIMIGTPAIRNLIREDKVAQMYSAIQTGGSLGMQ 314
NTDB id 1283 ACE17W RS02630 WP 010947729.1 TINRIIDVFPAEEKSMVRSMLSESLQAVVAQSLLK.KNKGGRVAALEIMMCTGAIRNLIREDKIAQMYSSIQTGQAKGMQ 314
NTDB id 1259 GCO85 RS10305 WP 010947729.1 TINRIIDVFPAEEKSMVRSMLSESLQAVVAQSLLK.KNKGGRVAALEIMMCTGAIRNLIREDKIAQMYSSIQTGQAKGMQ 314
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NTDB id 1177 A1552VC RS01165 WP 000422572.1 TFDQALYQLVVDDKISEQDALHSADSANDLRLMLKTKRGDDYG.S...GSLQNVK....IDME................. 368
NTDB id 1019 ACIAD RS04205 WP 004922051.1 TFDQALFDLYDHQHISYADALKHADSPNNLRLQIKLSEEANKP.LDNRERMSEME....RKMTFDGQRRNLK........ 383
NTDB id 85862 LYSHEL RS09360 WP 213433758.1 TFDQSLFELYQAGEISYEDALRYADSANEVRLRIKLAQGGDAR.TLSQG.LDGVE....VAEAR................ 376
NTDB id 1203 PSJM300 01605 AFN76401.1 TFDQALYNLYVQGEITYEDALLHADSSNDLRLMIKLGSETDGE.HLTSV.SQGLT....LEMSDDDPGRSFR........ 381
NTDB id 1307 DR RS10055 WP 010888596.1 TMDAYLAGLFRRHLITYDKGLERAIDPKEFARLANDASAGLGGASMTPA.APPVPAYNSASSSSTGRGGDFGRGAAAPAT 398
NTDB id 1194 PAKAF RS01995 WP 003084552.1 TLDMCLKGLVAKGLISRENAREKAKIPENF.................................................. 344
NTDB id 1283 ACE17W RS02630 WP 010947729.1 TLDQHLTELVNKNIISKHTAHEAALNKSLF.................................................. 344
NTDB id 1259 GCO85 RS10305 WP 010947729.1 TLDQHLTELVNKNIISKHTAHEAALNKSLF.................................................. 344
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