
logo

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

Q
S
L
K
M
N
F
K
G
S
T
A
G
I
P
K
Q

M
P
V
K
D
L
N
E
M
L
R
S
K
P
T
R
V
Y
F
H
Q
T
I
A
W
F
Y
K
Q
E
A
G
I
K
L
V
R
H
N
D
I
K
S
R
Y
K
Q
A
T
S
G
A
I
Q
R
V
D
L
R
KLLMIVRENKAGDTE I

L
V
E
Q
V
P
S
G
A
A
E
K
V
F
R

D
N
S
T

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

T
V
P
A
N
Q
R
L
E
N
R
T
K
Q

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

R IPAAF
K
R
L
S

E
G
N
T
KK
R
G
K
P
V
I

NTDB id 1029 TT RS02230 WP 011228203.1 .................MPVYQYKARDRQGRL.VEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEVRIPALERGP 62
NTDB id 310518 D0T90 RS06325 WP 269471079.1 MSRSHKTLAAFFSMGGKDRRFAFEGKNIYTDRLVRGEVVAADEEEARKKLQRRGIRPLRIDKV.....KTV....RTRKI 71
NTDB id 1112 NGFG RS09215 WP 003689811.1 ....MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KTS....SKRKI 67
NTDB id 1113 AAA85695.1 219..1451( ) ....MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KTS....SKRKI 67
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ..........MDKNSPPLLTFHYQGINKAGQK.MEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR.....KNKKI 64
NTDB id 1198 PSJM300 03950 AFN76868.1 ..........MAQKAIKNSVFTWEGLDRQGAK.IKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS......AGKKI 63
NTDB id 1059 ABD1 RS01610 WP 000279215.1 .........MAVKKAQMMPTFAYEGVDRKGVK.IKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGL....FKKKV 66
NTDB id 1016 ACIAD RS01680 WP 004920476.1 .........MAAKKTQVMPVFAYEGVDRKGIK.LKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGL....LKKKV 66
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NTDB id 1029 TT RS02230 WP 011228203.1 GLKDLAIFSRQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKH.KIFSRLYVNLVRAGETS 141
NTDB id 310518 D0T90 RS06325 WP 269471079.1 TQEDITVFTRQLATMMKAGLPLLQAFDIIARGHSNPAVTQMLTGIRTDVEQGSSLAVSFGKYPKYFDRFYCNLVAAGETG 151
NTDB id 1112 NGFG RS09215 WP 003689811.1 TQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETG 147
NTDB id 1113 AAA85695.1 219..1451( ) TQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETG 147
NTDB id 1252 GCO85 RS07730 WP 011213805.1 TQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGEKS 144
NTDB id 1198 PSJM300 03950 AFN76868.1 KPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQS 143
NTDB id 1059 ABD1 RS01610 WP 000279215.1 TTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGEQS 146
NTDB id 1016 ACIAD RS01680 WP 004920476.1 KPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQS 146
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NTDB id 1029 TT RS02230 WP 011228203.1 GGLDLILDRLASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIAVSDLLRA 221
NTDB id 310518 D0T90 RS06325 WP 269471079.1 GVLETLLDKLATYREKTLAVKRKIKTMMIYPMAILVVSSGLVFVMMRFVLPAFKEIYTNMGAQLPLLTQYAINLSDFVVE 231
NTDB id 1112 NGFG RS09215 WP 003689811.1 GVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFFVS 227
NTDB id 1113 AAA85695.1 219..1451( ) GVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFFVS 227
NTDB id 1252 GCO85 RS07730 WP 011213805.1 GSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFMQA 224
NTDB id 1198 PSJM300 03950 AFN76868.1 GSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQA 223
NTDB id 1059 ABD1 RS01610 WP 000279215.1 GALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWMQE 226
NTDB id 1016 ACIAD RS01680 WP 004920476.1 GSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQD 226
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NTDB id 1029 TT RS02230 WP 011228203.1 ATLPLLLLAVALFFAYRWYYGT...PQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALDITKGTAG 298
NTDB id 310518 D0T90 RS06325 WP 269471079.1 YGWLLLVAT..IVAGVSLYRLHEKSYSLQKRTDALLLRTPLFGSIVRKAAIARWSRTLSTLFAAGVPLVEVLDSVAAASG 309
NTDB id 1112 NGFG RS09215 WP 003689811.1 YGWMVLIAL..GFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAG 305
NTDB id 1113 AAA85695.1 219..1451( ) YGWMVLIAL..GFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAG 305
NTDB id 1252 GCO85 RS07730 WP 011213805.1 YWYIIFGAL..GGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATG 302
NTDB id 1198 PSJM300 03950 AFN76868.1 WWYVVLAGF..VGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATG 301
NTDB id 1059 ABD1 RS01610 WP 000279215.1 YWFIMIIAI..GAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATN 304
NTDB id 1016 ACIAD RS01680 WP 004920476.1 YWFILILVI..GAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATN 304
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NTDB id 1029 TT RS02230 WP 011228203.1 NSVVEEIVEAAKLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAAIEPLMI 378
NTDB id 310518 D0T90 RS06325 WP 269471079.1 NLLYEEATLDIRAQVTQGLSLASSMQ.PTNMFPNMVVQMAAVGEESGALDDMLNKAAEFYEDEVDNLISRLSALIEPIIM 388
NTDB id 1112 NGFG RS09215 WP 003689811.1 NLIYEEATREIRTRVIQGLSMTSGMR.ATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIII 384
NTDB id 1113 AAA85695.1 219..1451( ) NLIYEEATREIRTRVIQGLSMTSGMR.ATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIII 384
NTDB id 1252 GCO85 RS07730 WP 011213805.1 NIIYAKATDKIREEVATGQQMFIAME.NTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIM 381
NTDB id 1198 PSJM300 03950 AFN76868.1 NVVFRSATNKIKSDVSSGMQLNFSMR.TTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIM 380
NTDB id 1059 ABD1 RS01610 WP 000279215.1 NVIYEKAVMKIREDVATGQQLQFAMR.ISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIM 383
NTDB id 1016 ACIAD RS01680 WP 004920476.1 NTVYEQAVLKIREDVSTGQQLNFAMR.VSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIM 383
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NTDB id 1029 TT RS02230 WP 011228203.1 IFLGVIVGMIVAGMFLPLFKIIGTLSVQ 406
NTDB id 310518 D0T90 RS06325 WP 269471079.1 IVIGVTVGILLIAMYLPLLNLGKAVG.. 414
NTDB id 1112 NGFG RS09215 WP 003689811.1 VILGLVIGTLLVAMYLPLFNLGNVVA.. 410
NTDB id 1113 AAA85695.1 219..1451( ) LILGLVIGTLLVAMYLPLFNLGNVVA*. 410
NTDB id 1252 GCO85 RS07730 WP 011213805.1 SILGILVGGLVVAMYLPIFKLGSAV... 406
NTDB id 1198 PSJM300 03950 AFN76868.1 AVLGVLVGGLIIAMYLPIFQMGSVV... 405
NTDB id 1059 ABD1 RS01610 WP 000279215.1 AILGVLVGGLVIAMYLPIFQMGSVV... 408
NTDB id 1016 ACIAD RS01680 WP 004920476.1 AILGILVGGLVIAMYLPIFQMGSVV... 408
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