
logo

MAS
M
K
A
M
D
K
V
A
Q
S
T
K
N
K
GGFSL IQFGST

A
L
I
K
P
Q

M
Q
V
P
K
N
E
L
M

F
L
S
P
K
L
N
R
T
V

Y
F
E
H
Q
T
A
I
R

F
W
Y
Q
K
E
A
G
K
L
V
I
R

H
N
D
K
S
R
S
K
N
Q
A

SD
G
A
I
Q
R
V
K
I
L
K
L
M
T
I
V
R
E
N
S
K

A
G
D
N
Q
T
E
M
T
I
L
V

E
Q
R
L
P
S

G
A
E
G
I
K
M
V
F
R

D
G
N
S
T

P
L
M
E
N
R
E
I
A
I
Q
T
L
E
I
V
A
A
Q
K
R
D
E
R
K
V
A

D
L
M
Q
R
T
KLDKARARDKRQHGLVI FKNQVRTTVIPANQSKLRENTQKLVIVTRKREKPRGVKGKSRVITKGPRNSFIL IQLFDSTAEEKGRVLR IPAAF

G
I
K
S
L

E
N
S
T
G
K
H
R
K
G
R
K
P
V
I
G
T
K

NTDB id 1029 TT RS02230 WP 011228203.1 ................MPVYQYKARDRQ.GRLVEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEVRIPALERGPG 63
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ..MKAT......QTLPLKNYRWKGINSN.GKKVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLAR.....LTHRVK 66
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ...MKT......IAPQLKNYRWKGINSS.GKKTSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFITK.....ISHRVK 65
NTDB id 1112 NGFG RS09215 WP 003689811.1 ...MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKTS.........SKRKIT 68
NTDB id 1113 AAA85695.1 219..1451( ) ...MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKTS.........SKRKIT 68
NTDB id 1115001 BN2297 RS01400 WP 003062193.1 MASAASK......GIKEFLFEWEGKDRN.GKIVRGETRAGGENQIQAMLRRQGVTPSKIKKRRTR.........GGKKIK 64
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ...MDKN......SPPLLTFHYQGINKA.GQKMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR.....KNKKIT 65
NTDB id 1198 PSJM300 03950 AFN76868.1 ...MAQK......AIKNSVFTWEGLDRQ.GAKIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS......AGKKIK 64
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ..MAAKK......TQVMPVFAYEGVDRK.GIKLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGL....LKKKVK 67
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ..MAVKK......AQMMPTFAYEGVDRK.GVKIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGL....FKKKVT 67
consensus *** * * * ****** **** *** * ** ** !***** * ****** ** ****

logo

G
L
S
T
P
Q

A
M
E
L
KDLIATLVI LFSTRQI

M
L
S
ATMI

L
M
E
G
M
N
T
K
S
T
AGI

L
V
T
P I
L
M
L
VQ

G
S
A
L
F
A
K
D
E
L
I
I
L
V
E
S
G
A
D
K
E
R
Q
N
G
F
N
Q
T
L
H
D
K
R
S
T
G
E

K
N
K
R
A
P
K
R
A
E
N
S

F
L
V
M
K
T
R
D
K
S
E
M
V
I
L

I
V
L
A
D
E
K
N
L
M

S
T
D
E
G
Q

L
V
I
T
K
R
H
K
N
Q
R
S
T
G

A
S
Q
D
E

I
V
A
E
Q
T
A
GGLMNSTAPTSMFLASAGEKRSSAMFL ISRNTKFKAYHKSPATKLQI

H
YFSNDDEPSTNRFLFYTVCDSNL IVRDAETSAGEAKMTQAGSG

NTDB id 1029 TT RS02230 WP 011228203.1 LKDLAIFSRQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKHK.IFSRLYVNLVRAGETSG 142
NTDB id 1169 A1552VC RS11075 WP 000648511.1 SKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLVETGEMSG 146
NTDB id 1402 DSB67 RS12670 WP 010643257.1 GKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDLIATGEQSG 145
NTDB id 1112 NGFG RS09215 WP 003689811.1 QEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGG 148
NTDB id 1113 AAA85695.1 219..1451( ) QEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGG 148
NTDB id 1115001 BN2297 RS01400 WP 003062193.1 PKDIALFTRQLATMMKAGVPLLQSFDIVGRGNTNPNVTKLLNDIRSDVETGTSLSAAFRKFPLYFNSLYCNLVEAGEAAG 144
NTDB id 1252 GCO85 RS07730 WP 011213805.1 QADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGEKSG 145
NTDB id 1198 PSJM300 03950 AFN76868.1 PMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQSG 144
NTDB id 1016 ACIAD RS01680 WP 004920476.1 PLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQSG 147
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NTDB id 1029 TT RS02230 WP 011228203.1 GLDLILDRLASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIAVSDLLRAA 222
NTDB id 1169 A1552VC RS11075 WP 000648511.1 NLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKLSHWVQAY 226
NTDB id 1402 DSB67 RS12670 WP 010643257.1 NLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLNLSAWTQNW 225
NTDB id 1112 NGFG RS09215 WP 003689811.1 VLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFFVSY 228
NTDB id 1113 AAA85695.1 219..1451( ) VLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFFVSY 228
NTDB id 1115001 BN2297 RS01400 WP 003062193.1 ILESLLDRLATYMEKTEAIKSKIKSALMYPTSVMIVAFVVVTVIMIFVIPAFKEVFTSFGADLPAPTLLVMGISDYFVQY 224
NTDB id 1252 GCO85 RS07730 WP 011213805.1 SLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFMQAY 225
NTDB id 1198 PSJM300 03950 AFN76868.1 SLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQAW 224
NTDB id 1016 ACIAD RS01680 WP 004920476.1 SLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQDY 227
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWMQEY 227
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NTDB id 1029 TT RS02230 WP 011228203.1 TLPLLLLAVALFFAY.RWYYGTPQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALDITKGTAGNSV 301
NTDB id 1169 A1552VC RS11075 WP 000648511.1 SLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTAKTSGNVH 306
NTDB id 1402 DSB67 RS12670 WP 010643257.1 GPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTTSKTSGNMH 305
NTDB id 1112 NGFG RS09215 WP 003689811.1 GWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLI 308
NTDB id 1113 AAA85695.1 219..1451( ) GWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLI 308
NTDB id 1115001 BN2297 RS01400 WP 003062193.1 WWLIFGVLGGGIYFFMQAWKRNERVQQFMDRTILKLPIFGVLIEKSCVARWTRTLSTMFAAGVPLVEALDSVGGASGNYL 304
NTDB id 1252 GCO85 RS07730 WP 011213805.1 WYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATGNII 305
NTDB id 1198 PSJM300 03950 AFN76868.1 WYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNVV 304
NTDB id 1016 ACIAD RS01680 WP 004920476.1 WFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATNNTV 307
NTDB id 1059 ABD1 RS01610 WP 000279215.1 WFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATNNVI 307
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NTDB id 1029 TT RS02230 WP 011228203.1 VEEIVEAAKLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAAIEPLMIIFL 381
NTDB id 1169 A1552VC RS11075 WP 000648511.1 FETAINEVYRDTAAGMPMYIAMR.NTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEPLIIVFL 385
NTDB id 1402 DSB67 RS12670 WP 010643257.1 YQLAIEEVYRDTAAGMPMYIAMR.HCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILEPLIIVFL 384
NTDB id 1112 NGFG RS09215 WP 003689811.1 YEEATREIRTRVIQGLSMTSGMR.ATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIIIVIL 387
NTDB id 1113 AAA85695.1 219..1451( ) YEEATREIRTRVIQGLSMTSGMR.ATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIIILIL 387
NTDB id 1115001 BN2297 RS01400 WP 003062193.1 YKNATDRIQSEVSTGTSLTVAMA.NANIFPSMVLQMCAIGEESGAIDHMLGKAADFYESEVDEMVAGLSSLMEPIIIVFL 383
NTDB id 1252 GCO85 RS07730 WP 011213805.1 YAKATDKIREEVATGQQMFIAME.NTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIMSIL 384
NTDB id 1198 PSJM300 03950 AFN76868.1 FRSATNKIKSDVSSGMQLNFSMR.TTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVL 383
NTDB id 1016 ACIAD RS01680 WP 004920476.1 YEQAVLKIREDVSTGQQLNFAMR.VSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMAIL 386
NTDB id 1059 ABD1 RS01610 WP 000279215.1 YEKAVMKIREDVATGQQLQFAMR.ISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMAIL 386
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NTDB id 1029 TT RS02230 WP 011228203.1 GVIVGMIVAGMFLPLFKIIGTLSVQ 406
NTDB id 1169 A1552VC RS11075 WP 000648511.1 GTVVGGLVVAMYLPIFNLMSVLG.. 408
NTDB id 1402 DSB67 RS12670 WP 010643257.1 GVVVGGLVTAMYLPIFNLMSVLG.. 407
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NTDB id 1113 AAA85695.1 219..1451( ) GLVIGTLLVAMYLPLFNLGNVVA*. 410
NTDB id 1115001 BN2297 RS01400 WP 003062193.1 GTLIGGIVVSMYLPIFKLGQVV... 405
NTDB id 1252 GCO85 RS07730 WP 011213805.1 GILVGGLVVAMYLPIFKLGSAV... 406
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