
logo

MALTTTSKPNSAASK
M
T
AKANAGTGMAFK

M

D
K
V
A
S

Q
L
T
K
I
N
P
Q
F
K

I
S
T
A
A
I
L
K
P
Q

M
Q
T
V
P
K

N
T
E
M
L

L
N
S
P
K
N
R
V
T

Y
F
H
S
T
A
I
R

F
W
Y
Q
K
EGLTRVIHNDKRSNQSAKSGAINQVDKKLLMTIVEQNSKGDNQEMILVNQLPSGAGIKMVFRNTSLMPETEIA I

L
E
V
A
K
R
D
E
K
V
A

D
L
Q
R
T
KLDKARADKRQHGVIKNQVRTATVIPNQLRKNSTQKLVIVKRTERKGVKRSVIKNPSFIL ILFADGSTEKGT

NTDB id 1402 DSB67 RS12670 WP 010643257.1 ....................MKTIAPQLKNYRWKGINSSGKK.TSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFIT. 58
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ...................MKATQTLPLKNYRWKGINSNGKK.VSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLA. 59
NTDB id 1113 AAA85695.1 219..1451( ) ..............MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KT 61
NTDB id 1112 NGFG RS09215 WP 003689811.1 ..............MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KT 61
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ....................MDKNSPPLLTFHYQGINKAGQK.MEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFD. 58
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ...................MAAKKTQVMPVFAYEGVDRKGIK.LKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEG 60
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ...................MAVKKAQMMPTFAYEGVDRKGVK.IKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEG 60
NTDB id 310765 D0B88 RS07785 WP 151056319.1 MALTTTSKPNSAASKTKAATKSKPIATTNTYSYKGTDKKGNK.IQGEINGGSPTIVRALLAKQGITAKSVTKKSKPLFG. 78
NTDB id 1198 PSJM300 03950 AFN76868.1 ....................MAQKAIKNSVFTWEGLDRQGAK.IKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS. 58
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 KISHRVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDLI 138
NTDB id 1169 A1552VC RS11075 WP 000648511.1 RLTHRVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLV 139
NTDB id 1113 AAA85695.1 219..1451( ) SSKRKITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLV 141
NTDB id 1112 NGFG RS09215 WP 003689811.1 SSKRKITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLV 141
NTDB id 1252 GCO85 RS07730 WP 011213805.1 RKNKKITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLV 138
NTDB id 1016 ACIAD RS01680 WP 004920476.1 LLKKKVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLI 140
NTDB id 1059 ABD1 RS01610 WP 000279215.1 LFKKKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLV 140
NTDB id 310765 D0B88 RS07785 WP 151056319.1 SSGKAIKPGDIAVFSRQMATMMKAGVPLVQAFDIVADGLENPNLKKLVLQIRDSVAAGGGFANSLREHPKYFDELFCNLV 158
NTDB id 1198 PSJM300 03950 AFN76868.1 .AGKKIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLV 137
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 ATGEQSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLNL 218
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ETGEMSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKL 219
NTDB id 1113 AAA85695.1 219..1451( ) AAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDM 221
NTDB id 1112 NGFG RS09215 WP 003689811.1 AAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDM 221
NTDB id 1252 GCO85 RS07730 WP 011213805.1 DAGEKSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITM 218
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ESGEQSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNM 220
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ESGEQSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNM 220
NTDB id 310765 D0B88 RS07785 WP 151056319.1 DAGEQSGALETMLDRIATYKEKTEALKAKIKKALTYPIAVVIVAIVVTGILLVKVVPQFAQTFSGFGADLPAFTLFVLYL 238
NTDB id 1198 PSJM300 03950 AFN76868.1 DSGEQSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGL 217
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 SAWTQNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTTS 298
NTDB id 1169 A1552VC RS11075 WP 000648511.1 SHWVQAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTA 299
NTDB id 1113 AAA85695.1 219..1451( ) SDFFVSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTA 301
NTDB id 1112 NGFG RS09215 WP 003689811.1 SDFFVSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTA 301
NTDB id 1252 GCO85 RS07730 WP 011213805.1 SEFMQAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVA 298
NTDB id 1016 ACIAD RS01680 WP 004920476.1 SNWMQDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTA 300
NTDB id 1059 ABD1 RS01610 WP 000279215.1 SKWMQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTA 300
NTDB id 310765 D0B88 RS07785 WP 151056319.1 SELAQAYWLIILVGLIGFVFLFKEAARRSPAVAYAIDKYLLKLPIIGKILYLSVMARFARTLATTFAAGVPLIDALTSVA 318
NTDB id 1198 PSJM300 03950 AFN76868.1 SEALQAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVA 297
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 KTSGNMHYQLAIEEVYRDTAAGMPMYIAMRHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILEP 378
NTDB id 1169 A1552VC RS11075 WP 000648511.1 KTSGNVHFETAINEVYRDTAAGMPMYIAMRNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEP 379
NTDB id 1113 AAA85695.1 219..1451( ) GAAGNLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEP 381
NTDB id 1112 NGFG RS09215 WP 003689811.1 GAAGNLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEP 381
NTDB id 1252 GCO85 RS07730 WP 011213805.1 GATGNIIYAKATDKIREEVATGQQMFIAMENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEP 378
NTDB id 1016 ACIAD RS01680 WP 004920476.1 GATNNTVYEQAVLKIREDVSTGQQLNFAMRVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEP 380
NTDB id 1059 ABD1 RS01610 WP 000279215.1 GATNNVIYEKAVMKIREDVATGQQLQFAMRISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEP 380
NTDB id 310765 D0B88 RS07785 WP 151056319.1 GAAGNKIYSDAIIKVREDVSTGIQLNTALKARTIFPTLLIQMAAIGEESGALDAMLDKVAVYYEEAVDNMVDTLTSLLEP 398
NTDB id 1198 PSJM300 03950 AFN76868.1 GATGNVVFRSATNKIKSDVSSGMQLNFSMRTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEP 377
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 LIIVFLGVVVGGLVTAMYLPIFNLMSVLG. 407
NTDB id 1169 A1552VC RS11075 WP 000648511.1 LIIVFLGTVVGGLVVAMYLPIFNLMSVLG. 408
NTDB id 1113 AAA85695.1 219..1451( ) IIILILGLVIGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 IIIVILGLVIGTLLVAMYLPLFNLGNVVA. 410
NTDB id 1252 GCO85 RS07730 WP 011213805.1 IIMSILGILVGGLVVAMYLPIFKLGSAV.. 406
NTDB id 1016 ACIAD RS01680 WP 004920476.1 LIMAILGILVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 LIMAILGVLVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 310765 D0B88 RS07785 WP 151056319.1 IIMSVLGVLVGGLLIAMYLPIFQLGAVV.. 426
NTDB id 1198 PSJM300 03950 AFN76868.1 MIMAVLGVLVGGLIIAMYLPIFQMGSVV.. 405
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