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NTDB id 1029 TT RS02230 WP 011228203.1 ........................MPVYQYKARDRQGRL.VEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEVRI 55
NTDB id 1402 DSB67 RS12670 WP 010643257.1 .................MKTIAPQLKNYRWKGINSSGKK.TSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFITK... 59
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ................MKATQTLPLKNYRWKGINSNGKK.VSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLAR... 60
NTDB id 1112 NGFG RS09215 WP 003689811.1 ...........MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KTS.. 62
NTDB id 1113 AAA85695.1 219..1451( ) ...........MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KTS.. 62
NTDB id 1198 PSJM300 03950 AFN76868.1 .................MAQKAIKNSVFTWEGLDRQGAK.IKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS.... 58
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ................MAVKKAQMMPTFAYEGVDRKGVK.IKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGL.. 61
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ................MAAKKTQVMPVFAYEGVDRKGIK.LKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGL.. 61
NTDB id 1016819 ABU614 RS11685 WP 363796231.1 MSATRSATRAATKQPQPQMRRANPLDVFVWEGTDKRGIK.MKGEQAAKNANLLRAELRRQGITPTVVKPKGKPLFGA... 76
NTDB id 1252 GCO85 RS07730 WP 011213805.1 .................MDKNSPPLLTFHYQGINKAGQK.MEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR... 59
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NTDB id 1029 TT RS02230 WP 011228203.1 PALERGPGLKDLAIFSRQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKHK.IFSRLYVNL 134
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ..ISHRVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDL 137
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ..LTHRVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDL 138
NTDB id 1112 NGFG RS09215 WP 003689811.1 ..SKRKITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNL 140
NTDB id 1113 AAA85695.1 219..1451( ) ..SKRKITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNL 140
NTDB id 1198 PSJM300 03950 AFN76868.1 ..AGKKIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNL 136
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ..FKKKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSL 139
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ..LKKKVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSL 139
NTDB id 1016819 ABU614 RS11685 WP 363796231.1 ..AGKRITPGDIAIFSRQIATMMKSGVPIVGALEIIGEGHKNPRMKKLLNAVRGDLESGLSLYEAMSKHPVQFDELYRNL 154
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ..KNKKITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNL 137
consensus **** !*****!!**!!***!************** ** ****** ** ****!**** ****** *!* ****!

logo

I
V
K
R
D
A
E

T
S
AGEKMSTQAGSGAGNSVLPSDEELQISTI

L
M
V

F
L
E
D
T
K
R
L
VASVITFYLRKENKEITSLQEEILTVQAI

LKRGQAKKVIRIKSTKAMLFNIKTYPSIVAI
A
M
S
TVFMIVALVFVAVLI ILVGLVAVSTFIAYFGLVIMLMLVTIGMRYFKI

V
I
L
VPAEVQFAEKQAKQESDI

T
M
L
V

L
Y
F
K
T
A
D
G
N
S

L
M
FGSADELPLPWAMLFTLRQAFLQTML

V
L
M
V
I
A
K
T
D
G
N

NTDB id 1029 TT RS02230 WP 011228203.1 VRAGETSGGLDLILDRLASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIA 214
NTDB id 1402 DSB67 RS12670 WP 010643257.1 IATGEQSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLN 217
NTDB id 1169 A1552VC RS11075 WP 000648511.1 VETGEMSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLK 218
NTDB id 1112 NGFG RS09215 WP 003689811.1 VAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMD 220
NTDB id 1113 AAA85695.1 219..1451( ) VAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMD 220
NTDB id 1198 PSJM300 03950 AFN76868.1 VDSGEQSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIG 216
NTDB id 1059 ABD1 RS01610 WP 000279215.1 VESGEQSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVN 219
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IESGEQSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVN 219
NTDB id 1016819 ABU614 RS11685 WP 363796231.1 VKAGESAGVLETVLDTVATYKENIETLKGKIKKALFYPATVVAVAILVSAILLIFVVPQFQATFKSFGADLPAFTLMVIG 234
NTDB id 1252 GCO85 RS07730 WP 011213805.1 VDAGEKSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVIT 217
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NTDB id 1029 TT RS02230 WP 011228203.1 VSDLLRAATLPLLLLAVALFFAYRW.YYGTPQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALDIT 293
NTDB id 1402 DSB67 RS12670 WP 010643257.1 LSAWTQNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTT 297
NTDB id 1169 A1552VC RS11075 WP 000648511.1 LSHWVQAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTT 298
NTDB id 1112 NGFG RS09215 WP 003689811.1 MSDFFVSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDST 300
NTDB id 1113 AAA85695.1 219..1451( ) MSDFFVSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDST 300
NTDB id 1198 PSJM300 03950 AFN76868.1 LSEALQAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSV 296
NTDB id 1059 ABD1 RS01610 WP 000279215.1 MSKWMQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALEST 299
NTDB id 1016 ACIAD RS01680 WP 004920476.1 MSNWMQDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALAST 299
NTDB id 1016819 ABU614 RS11685 WP 363796231.1 MSDFMIAWWWAVLAAVIAAAVAFVMAKNRSPAFAHFLDRMMLKIPVVGQILHNAAIARFSRTLAVTFRAGVPLVEALDTV 314
NTDB id 1252 GCO85 RS07730 WP 011213805.1 MSEFMQAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSV 297
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NTDB id 1029 TT RS02230 WP 011228203.1 KGTAGNSVVEEIVEAAKLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAAI 373
NTDB id 1402 DSB67 RS12670 WP 010643257.1 SKTSGNMHYQLAIEEVYRDTAAGMPMYIAMR.HCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKIL 376
NTDB id 1169 A1552VC RS11075 WP 000648511.1 AKTSGNVHFETAINEVYRDTAAGMPMYIAMR.NTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKIL 377
NTDB id 1112 NGFG RS09215 WP 003689811.1 AGAAGNLIYEEATREIRTRVIQGLSMTSGMR.ATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMM 379
NTDB id 1113 AAA85695.1 219..1451( ) AGAAGNLIYEEATREIRTRVIQGLSMTSGMR.ATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMM 379
NTDB id 1198 PSJM300 03950 AFN76868.1 AGATGNVVFRSATNKIKSDVSSGMQLNFSMR.TTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALM 375
NTDB id 1059 ABD1 RS01610 WP 000279215.1 AGATNNVIYEKAVMKIREDVATGQQLQFAMR.ISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMM 378
NTDB id 1016 ACIAD RS01680 WP 004920476.1 AGATNNTVYEQAVLKIREDVSTGQQLNFAMR.VSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMM 378
NTDB id 1016819 ABU614 RS11685 WP 363796231.1 AGATGNVVYEKAVYRIRDDVSVGYQVNMAMK.QVNLFPHMVIQMTAIGEEAGALDTMLVKVAEFYEQEVNNAVDALSSLL 393
NTDB id 1252 GCO85 RS07730 WP 011213805.1 AGATGNIIYAKATDKIREEVATGQQMFIAME.NTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLL 376
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NTDB id 1029 TT RS02230 WP 011228203.1 EPLMIIFLGVIVGMIVAGMFLPLFKIIGTLSVQ 406
NTDB id 1402 DSB67 RS12670 WP 010643257.1 EPLIIVFLGVVVGGLVTAMYLPIFNLMSVLG.. 407
NTDB id 1169 A1552VC RS11075 WP 000648511.1 EPLIIVFLGTVVGGLVVAMYLPIFNLMSVLG.. 408
NTDB id 1112 NGFG RS09215 WP 003689811.1 EPIIIVILGLVIGTLLVAMYLPLFNLGNVVA.. 410
NTDB id 1113 AAA85695.1 219..1451( ) EPIIILILGLVIGTLLVAMYLPLFNLGNVVA*. 410
NTDB id 1198 PSJM300 03950 AFN76868.1 EPMIMAVLGVLVGGLIIAMYLPIFQMGSVV... 405
NTDB id 1059 ABD1 RS01610 WP 000279215.1 EPLIMAILGVLVGGLVIAMYLPIFQMGSVV... 408
NTDB id 1016 ACIAD RS01680 WP 004920476.1 EPLIMAILGILVGGLVIAMYLPIFQMGSVV... 408
NTDB id 1016819 ABU614 RS11685 WP 363796231.1 EPLIMIILGVIVGGMVVAMYLPIFKLAATI... 423
NTDB id 1252 GCO85 RS07730 WP 011213805.1 EPIIMSILGILVGGLVVAMYLPIFKLGSAV... 406
consensus !!*****!!***!*****!*!!*!******

X non conserved

X similar

X ≥ 50% conserved


