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NTDB id 1029 TT RS02230 WP 011228203.1 ..........................MPVYQYKARDRQGR.LVEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEV 53
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ..................MKATQTLPLKNYRWKGINSNGK.KVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLARL 61
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ...................MKTIAPQLKNYRWKGINSSGK.KTSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFITKI 60
NTDB id 1112 NGFG RS09215 WP 003689811.1 .............MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKTS..... 62
NTDB id 1113 AAA85695.1 219..1451( ) .............MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKTS..... 62
NTDB id 202547 BKK80 RS18500 WP 071015565.1 MATRAPAAAARTAAPSRSKPGRKAATQYIFEWEGKDRKGK.TFTGEQRAEDQAEVNAMLRKQGLTVVKMKRRRAA..... 74
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ...................MDKNSPPLLTFHYQGINKAGQ.KMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR. 59
NTDB id 1198 PSJM300 03950 AFN76868.1 ...................MAQKAIKNSVFTWEGLDRQGA.KIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS.. 58
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ..................MAAKKTQVMPVFAYEGVDRKGI.KLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGL 61
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ..................MAVKKAQMMPTFAYEGVDRKGV.KIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGL 61
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NTDB id 1029 TT RS02230 WP 011228203.1 RIPALERGPGLKDLAIFSRQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKHK.IFSRLYV 132
NTDB id 1169 A1552VC RS11075 WP 000648511.1 .....THRVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYV 136
NTDB id 1402 DSB67 RS12670 WP 010643257.1 .....SHRVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYT 135
NTDB id 1112 NGFG RS09215 WP 003689811.1 ....SKRKITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYC 138
NTDB id 1113 AAA85695.1 219..1451( ) ....SKRKITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYC 138
NTDB id 202547 BKK80 RS18500 WP 071015565.1 ....RGRKITEKDIAYFTRQLSTMLKAGVPLLQSIDIIARGHANPNFTQLLAQIRFDIEAGSSMAQAFRRHPRYFDTLYC 150
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ....KNKKITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFC 135
NTDB id 1198 PSJM300 03950 AFN76868.1 ....AGKKIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYC 134
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ....LKKKVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFC 137
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ....FKKKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFC 137
consensus **** !*****!!**!!***!****!****** ** ** ****** ** ****!*** ****** *!* ***

logo

D
S
NL IVRADETSAGEKMTQGSGAGINVSLPSDEAELQISTI

V
M
L
F
LEDKRVLSAMSVITFYLMRKEKEISTI

L
Q
E
E
I
L
V
Q
A
I
LKRGSQAKQKVIRIKSTKALMNKITYPSAIV I

M
S
T
AVFLMVITALVFVAFVLIAILVGLVASVTVAFIYFGLVIMLLML

V
T
I
G
M
R
Y
F
K

I
V
L
I
VPEVAQFAQEKGKQESDI

M
L
V
L
Y
F
K
T
A
D
G
N
S

L
M
FGSANDELPLPWAMPLFTLRQALQFTML

V
NTDB id 1029 TT RS02230 WP 011228203.1 NLVRAGETSGGLDLILDRLASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFL 212
NTDB id 1169 A1552VC RS11075 WP 000648511.1 DLVETGEMSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQV 216
NTDB id 1402 DSB67 RS12670 WP 010643257.1 DLIATGEQSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMV 215
NTDB id 1112 NGFG RS09215 WP 003689811.1 NLVAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTV 218
NTDB id 1113 AAA85695.1 219..1451( ) NLVAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTV 218
NTDB id 202547 BKK80 RS18500 WP 071015565.1 NLIDAGEQGGILDALLERLSMYMEKTIALKSQIKSAMIYPIAVLTVAFAVTVILMLFVIPAFKGVFASFGANLPAPTLFV 230
NTDB id 1252 GCO85 RS07730 WP 011213805.1 NLVDAGEKSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAV 215
NTDB id 1198 PSJM300 03950 AFN76868.1 NLVDSGEQSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMV 214
NTDB id 1016 ACIAD RS01680 WP 004920476.1 SLIESGEQSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLV 217
NTDB id 1059 ABD1 RS01610 WP 000279215.1 SLVESGEQSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMV 217
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NTDB id 1029 TT RS02230 WP 011228203.1 IAVSDLLRAATLPLLLLAVALFFAYRW.YYGTPQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALD 291
NTDB id 1169 A1552VC RS11075 WP 000648511.1 LKLSHWVQAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLK 296
NTDB id 1402 DSB67 RS12670 WP 010643257.1 LNLSAWTQNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALK 295
NTDB id 1112 NGFG RS09215 WP 003689811.1 MDMSDFFVSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLD 298
NTDB id 1113 AAA85695.1 219..1451( ) MDMSDFFVSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLD 298
NTDB id 202547 BKK80 RS18500 WP 071015565.1 IAISDFFVAYWYIVIGVPVAAIALYLRALRKSEKVQRATDRALLKMPIFGSLFRKAVIARWTRTLATMFAAGTPLVESME 310
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ITMSEFMQAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALK 295
NTDB id 1198 PSJM300 03950 AFN76868.1 IGLSEALQAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALD 294
NTDB id 1016 ACIAD RS01680 WP 004920476.1 VNMSNWMQDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALA 297
NTDB id 1059 ABD1 RS01610 WP 000279215.1 VNMSKWMQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALE 297
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NTDB id 1029 TT RS02230 WP 011228203.1 ITKGTAGNSVVEEIVEAAKLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTA 371
NTDB id 1169 A1552VC RS11075 WP 000648511.1 TTAKTSGNVHFETAINEVYRDTAAGMPMYIAM.RNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGK 375
NTDB id 1402 DSB67 RS12670 WP 010643257.1 TTSKTSGNMHYQLAIEEVYRDTAAGMPMYIAM.RHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSK 374
NTDB id 1112 NGFG RS09215 WP 003689811.1 STAGAAGNLIYEEATREIRTRVIQGLSMTSGM.RATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSA 377
NTDB id 1113 AAA85695.1 219..1451( ) STAGAAGNLIYEEATREIRTRVIQGLSMTSGM.RATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSA 377
NTDB id 202547 BKK80 RS18500 WP 071015565.1 SVAGAAGNWVYHDATREVEQAVRIGTSLTNAM.QATHVFDNMVLQMTQIGEESGALDNMLLKVAEFYEREVDDAVAAISS 389
NTDB id 1252 GCO85 RS07730 WP 011213805.1 SVAGATGNIIYAKATDKIREEVATGQQMFIAM.ENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSS 374
NTDB id 1198 PSJM300 03950 AFN76868.1 SVAGATGNVVFRSATNKIKSDVSSGMQLNFSM.RTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTA 373
NTDB id 1016 ACIAD RS01680 WP 004920476.1 STAGATNNTVYEQAVLKIREDVSTGQQLNFAM.RVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTS 376
NTDB id 1059 ABD1 RS01610 WP 000279215.1 STAGATNNVIYEKAVMKIREDVATGQQLQFAM.RISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTS 376
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NTDB id 1029 TT RS02230 WP 011228203.1 AIEPLMIIFLGVIVGMIVAGMFLPLFKIIGTLSVQ 406
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ILEPLIIVFLGTVVGGLVVAMYLPIFNLMSVLG.. 408
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ILEPLIIVFLGVVVGGLVTAMYLPIFNLMSVLG.. 407
NTDB id 1112 NGFG RS09215 WP 003689811.1 MMEPIIIVILGLVIGTLLVAMYLPLFNLGNVVA.. 410
NTDB id 1113 AAA85695.1 219..1451( ) MMEPIIILILGLVIGTLLVAMYLPLFNLGNVVA*. 410
NTDB id 202547 BKK80 RS18500 WP 071015565.1 LIEPLIIVILGVLIGGMVIAMYLPIFKLGQVV... 421
NTDB id 1252 GCO85 RS07730 WP 011213805.1 LLEPIIMSILGILVGGLVVAMYLPIFKLGSAV... 406
NTDB id 1198 PSJM300 03950 AFN76868.1 LMEPMIMAVLGVLVGGLIIAMYLPIFQMGSVV... 405
NTDB id 1016 ACIAD RS01680 WP 004920476.1 MMEPLIMAILGILVGGLVIAMYLPIFQMGSVV... 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 MMEPLIMAILGVLVGGLVIAMYLPIFQMGSVV... 408
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