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NTDB id 1169 A1552VC RS11075 WP 000648511.1 ....................MKATQTLPLKNYRWKGINSNGKK.VSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLA 59
NTDB id 1402 DSB67 RS12670 WP 010643257.1 .....................MKTIAPQLKNYRWKGINSSGKK.TSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFIT 58
NTDB id 1112 NGFG RS09215 WP 003689811.1 ...............MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVK..... 60
NTDB id 1113 AAA85695.1 219..1451( ) ...............MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVK..... 60
NTDB id 1252 GCO85 RS07730 WP 011213805.1 .....................MDKNSPPLLTFHYQGINKAGQK.MEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFD 58
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ....................MAAKKTQVMPVFAYEGVDRKGIK.LKGELPARNMALAKVTLRKQGITIRTIREKRKNIFE 59
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ....................MAVKKAQMMPTFAYEGVDRKGVK.IKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILE 59
NTDB id 310788 D0C16 RS11250 WP 151032475.1 MALASTTKSSSASTSKAKQAIKPKAVPVTNTYVYKGVDKKGNK.IQGEINGISPTIVKTLLAKQGITTRSISKKAKPLFG 79
NTDB id 1198 PSJM300 03950 AFN76868.1 .....................MAQKAIKNSVFTWEGLDRQGAK.IKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS 58
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 R.LTHRVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDL 138
NTDB id 1402 DSB67 RS12670 WP 010643257.1 K.ISHRVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDL 137
NTDB id 1112 NGFG RS09215 WP 003689811.1 TSSKRKITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNL 140
NTDB id 1113 AAA85695.1 219..1451( ) TSSKRKITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNL 140
NTDB id 1252 GCO85 RS07730 WP 011213805.1 R.KNKKITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNL 137
NTDB id 1016 ACIAD RS01680 WP 004920476.1 GLLKKKVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSL 139
NTDB id 1059 ABD1 RS01610 WP 000279215.1 GLFKKKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSL 139
NTDB id 310788 D0C16 RS11250 WP 151032475.1 .AGGKSIKPADIAVFSRQMATMMKAGVPLVQAFEIVADGLENQNLRKMVLQIKDSVSAGGGFANALREHPKYFDDLFCNL 158
NTDB id 1198 PSJM300 03950 AFN76868.1 .A.GKKIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNL 136
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 VETGEMSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLK 218
NTDB id 1402 DSB67 RS12670 WP 010643257.1 IATGEQSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLN 217
NTDB id 1112 NGFG RS09215 WP 003689811.1 VAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMD 220
NTDB id 1113 AAA85695.1 219..1451( ) VAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMD 220
NTDB id 1252 GCO85 RS07730 WP 011213805.1 VDAGEKSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVIT 217
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IESGEQSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVN 219
NTDB id 1059 ABD1 RS01610 WP 000279215.1 VESGEQSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVN 219
NTDB id 310788 D0C16 RS11250 WP 151032475.1 VDAGEQSGSLETMLDRIATYKEKTEALKAKIKKALTYPTAVIVVAIIVTGILLVKVVPQFASTFSGFGADLPAFTLFVLH 238
NTDB id 1198 PSJM300 03950 AFN76868.1 VDSGEQSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIG 216
consensus ***!!**! !*******!*!*!!** ** !***!* !! !**!!**** *****!*! ! *** *!!*!!**!* !*

logo

L
MSAHKNDEALFWALTVFMVQDENSAW

Y
S
G
W
L
P
W
Y
F

F
V
W
M
I
A
L
M
I
V

G
F
I
L
A
G
L
I
S
V
G
A
M
F
I
L

A
V
G
S
F
A
G

G
L
V
A
L
V
A
I
I
A
F
Y
R
S
A
G

G
L
F
F
K
L
A
I
Q
Y
K
E

M
A
L
H
N
S
R
K
N
Q
R
T
A
K

H
N
RSDEFLPIKEQRSKI

F
A
S
Q
R
N
Q
Y
D
L
R

G
K
Q
T
W
L
R

A
F
I
T
V
L
M

A
S
D
A
K
R
S
V
Y
I
L
A
G
S
L
M
VLRKFMVLPVI LVFIGNQPDLVI ILVAESRYLKGSAASTIMVIAKRW

Y
F
A
G
SRTTLSAI

TLSTFSAAGLIVP I
L
L
I
V
A
E
T
D
S
V
ALAETDKTSVT

NTDB id 1169 A1552VC RS11075 WP 000648511.1 LSHWVQAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTT 298
NTDB id 1402 DSB67 RS12670 WP 010643257.1 LSAWTQNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTT 297
NTDB id 1112 NGFG RS09215 WP 003689811.1 MSDFFVSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDST 300
NTDB id 1113 AAA85695.1 219..1451( ) MSDFFVSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDST 300
NTDB id 1252 GCO85 RS07730 WP 011213805.1 MSEFMQAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSV 297
NTDB id 1016 ACIAD RS01680 WP 004920476.1 MSNWMQDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALAST 299
NTDB id 1059 ABD1 RS01610 WP 000279215.1 MSKWMQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALEST 299
NTDB id 310788 D0C16 RS11250 WP 151032475.1 LSELAQAYWFIILLGMAGGAFAFKELNRRSPKFSYLVDKYVLKLPIIGQIIYLSIMARFSRTLATTFAAGVPLIDALTSV 318
NTDB id 1198 PSJM300 03950 AFN76868.1 LSEALQAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSV 296
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 AKTSGNVHFETAINEVYRDTAAGMPMYIAMRNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILE 378
NTDB id 1402 DSB67 RS12670 WP 010643257.1 SKTSGNMHYQLAIEEVYRDTAAGMPMYIAMRHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILE 377
NTDB id 1112 NGFG RS09215 WP 003689811.1 AGAAGNLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMME 380
NTDB id 1113 AAA85695.1 219..1451( ) AGAAGNLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMME 380
NTDB id 1252 GCO85 RS07730 WP 011213805.1 AGATGNIIYAKATDKIREEVATGQQMFIAMENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLE 377
NTDB id 1016 ACIAD RS01680 WP 004920476.1 AGATNNTVYEQAVLKIREDVSTGQQLNFAMRVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMME 379
NTDB id 1059 ABD1 RS01610 WP 000279215.1 AGATNNVIYEKAVMKIREDVATGQQLQFAMRISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMME 379
NTDB id 310788 D0C16 RS11250 WP 151032475.1 AGATGNKIYTDAIIKVREDVSTGIQMNTALKARGTFPTLLIQMAAIGEESGALDTMLDKVAVYYEEAVDNMVDSLTSLLE 398
NTDB id 1198 PSJM300 03950 AFN76868.1 AGATGNVVFRSATNKIKSDVSSGMQLNFSMRTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALME 376
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 PLIIVFLGTVVGGLVVAMYLPIFNLMSVLG. 408
NTDB id 1402 DSB67 RS12670 WP 010643257.1 PLIIVFLGVVVGGLVTAMYLPIFNLMSVLG. 407
NTDB id 1112 NGFG RS09215 WP 003689811.1 PIIIVILGLVIGTLLVAMYLPLFNLGNVVA. 410
NTDB id 1113 AAA85695.1 219..1451( ) PIIILILGLVIGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1252 GCO85 RS07730 WP 011213805.1 PIIMSILGILVGGLVVAMYLPIFKLGSAV.. 406
NTDB id 1016 ACIAD RS01680 WP 004920476.1 PLIMAILGILVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 PLIMAILGVLVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 310788 D0C16 RS11250 WP 151032475.1 PMIMSVLGILVGGLMIAMYLPIFQLGSVV.. 427
NTDB id 1198 PSJM300 03950 AFN76868.1 PMIMAVLGVLVGGLIIAMYLPIFQMGSVV.. 405
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