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NTDB id 310545 D0T92 RS02735 WP 318527727.1 MSKTTMGRRSAKPTKKDKGVRFSFEGRNIETEQMVRGEVVAKNEEEARKKIQRRGIKPLRVSKV.....KAVRKKRITQE 75
NTDB id 1112 NGFG RS09215 WP 003689811.1 .....MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KTSSKRKITQE 70
NTDB id 1113 AAA85695.1 219..1451( ) .....MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KTSSKRKITQE 70
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ...........MDKNSPPLLTFHYQGINKAGQ.KMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR.KNKKITQA 67
NTDB id 1198 PSJM300 03950 AFN76868.1 ...........MAQKAIKNSVFTWEGLDRQGA.KIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS..AGKKIKPM 66
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ..........MAVKKAQMMPTFAYEGVDRKGV.KIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGLFKKKVTTL 69
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ..........MAAKKTQVMPVFAYEGVDRKGI.KLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGLLKKKVKPL 69
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NTDB id 310545 D0T92 RS02735 WP 318527727.1 DITVFTRQLATMMKAGLPLMQAFEIVAKGHSNPSVTQMLMEIRADVEQGSALGKAFSKHPKYFDRFYCNLIAAGEAGGVL 155
NTDB id 1112 NGFG RS09215 WP 003689811.1 DITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVL 150
NTDB id 1113 AAA85695.1 219..1451( ) DITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVL 150
NTDB id 1252 GCO85 RS07730 WP 011213805.1 DITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGEKSGSL 147
NTDB id 1198 PSJM300 03950 AFN76868.1 DIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQSGSL 146
NTDB id 1059 ABD1 RS01610 WP 000279215.1 DITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGEQSGAL 149
NTDB id 1016 ACIAD RS01680 WP 004920476.1 DIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQSGSL 149
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NTDB id 310545 D0T92 RS02735 WP 318527727.1 ETLLDKLAVYKEKTQAIKKKVKSALTYPIAIVVVAIVLVFIMMVFVLPAFGQVYSSMGAELPGLTQIVMSISDFFVEYAW 235
NTDB id 1112 NGFG RS09215 WP 003689811.1 ESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFFVSYGW 230
NTDB id 1113 AAA85695.1 219..1451( ) ESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFFVSYGW 230
NTDB id 1252 GCO85 RS07730 WP 011213805.1 DIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFMQAYWY 227
NTDB id 1198 PSJM300 03950 AFN76868.1 ETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQAWWY 226
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWMQEYWF 229
NTDB id 1016 ACIAD RS01680 WP 004920476.1 EIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQDYWF 229
consensus ***!!**!*!!!!******!*!*!**!!*****!!**** *****!*! ! **** *!!*!!**!**!* *!**** ***

logo

M
V
I
L
M
I
V
F
V
I
L
A
G
L
V
I
V
G
A
F
T
I
L
V
G
F
G
A
I
V
A
A
C
V
I
A
Y
R
S
G
A
A
F
K
F
L
Y
E
K
Q

W
L
A
H
R
Y
K
N
T
A
K
H
K
RSELPIKERTKLIFAQRKNQDRGQTWRFIVLMDKAR I

V
L
A
V
M
LLKRVMLPVI IVFGPDLI LVEKRYKSGAASITVIARFYWGSARTTLSAI

TLTFAAGLVPL IVEDVALAEKDSVTSAGAATNGNTILVLVI FYARE
NTDB id 310545 D0T92 RS02735 WP 318527727.1 VIVVGTVAICYAAFQWYKKSPTLQKRVDAVLLRLPIFGPIVKKATIARWARTTSTLFAAGVPLVEVLDSVSGAAGNILYE 315
NTDB id 1112 NGFG RS09215 WP 003689811.1 MVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYE 310
NTDB id 1113 AAA85695.1 219..1451( ) MVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYE 310
NTDB id 1252 GCO85 RS07730 WP 011213805.1 IIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATGNIIYA 307
NTDB id 1198 PSJM300 03950 AFN76868.1 VVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNVVFR 306
NTDB id 1059 ABD1 RS01610 WP 000279215.1 IMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATNNVIYE 309
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATNNTVYE 309
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NTDB id 310545 D0T92 RS02735 WP 318527727.1 EATQDIRAKVTQGLSLTSSMQGTDMFPNMVLQMASIGEESGSLDDMLNKAAEFYEDEVDNSVAQLSSLMEPIIMVVLGSI 395
NTDB id 1112 NGFG RS09215 WP 003689811.1 EATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIIIVILGLV 390
NTDB id 1113 AAA85695.1 219..1451( ) EATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIIILILGLV 390
NTDB id 1252 GCO85 RS07730 WP 011213805.1 KATDKIREEVATGQQMFIAMENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIMSILGIL 387
NTDB id 1198 PSJM300 03950 AFN76868.1 SATNKIKSDVSSGMQLNFSMRTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVLGVL 386
NTDB id 1059 ABD1 RS01610 WP 000279215.1 KAVMKIREDVATGQQLQFAMRISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMAILGVL 389
NTDB id 1016 ACIAD RS01680 WP 004920476.1 QAVLKIREDVSTGQQLNFAMRVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMAILGIL 389
consensus !* *!* *! *!*** *!* * *!!*!**!! *!!!!!!*!**!! !*!**!!*!!***!**!****!!*!* *!!**

<0

logo

I
VGVTGI

L
I
L
V
I
VAMYLPLI FKNQMLGNSAVVGAO

NTDB id 310545 D0T92 RS02735 WP 318527727.1 IGVILVAMYLPLFNLGNVVG. 415
NTDB id 1112 NGFG RS09215 WP 003689811.1 IGTLLVAMYLPLFNLGNVVA. 410
NTDB id 1113 AAA85695.1 219..1451( ) IGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1252 GCO85 RS07730 WP 011213805.1 VGGLVVAMYLPIFKLGSAV.. 406
NTDB id 1198 PSJM300 03950 AFN76868.1 VGGLIIAMYLPIFQMGSVV.. 405
NTDB id 1059 ABD1 RS01610 WP 000279215.1 VGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1016 ACIAD RS01680 WP 004920476.1 VGGLVIAMYLPIFQMGSVV.. 408
consensus *!****!!!!!*!**!**!

X non conserved

X similar

X ≥ 50% conserved


