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NTDB id 1198 PSJM300 03950 AFN76868.1 .MAQKAIKNSVFTWEGLDRQGAKIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS.......AGKKIKPMDIALFT 72
NTDB id 1016 ACIAD RS01680 WP 004920476.1 MAAKKTQVMPVFAYEGVDRKGIKLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGL.....LKKKVKPLDIAIFT 75
NTDB id 1059 ABD1 RS01610 WP 000279215.1 MAVKKAQMMPTFAYEGVDRKGVKIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGL.....FKKKVTTLDITIFT 75
NTDB id 293277 DKM44 RS06820 WP 109826392.1 ........MPVFEYRVRDRSGKVLKSQVEADTVAQVRDSLRAKGLMIVDIKAPKTGLQGDINIPFLNDRPPGLKPVAIFS 72
NTDB id 1029 TT RS02230 WP 011228203.1 ........MPVYQYKARDRQGRLVEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEVRIPALE.RGPGLKDLAIFS 71
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NTDB id 1198 PSJM300 03950 AFN76868.1 RQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQSGSLETLLDR 152
NTDB id 1016 ACIAD RS01680 WP 004920476.1 RQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQSGSLEIMLDR 155
NTDB id 1059 ABD1 RS01610 WP 000279215.1 RQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGEQSGALETMLDR 155
NTDB id 293277 DKM44 RS06820 WP 109826392.1 RQLATLINAGVPLVQGLTIMQRQLEHKGLQNVVRKVRVDVEAGTPFSESIAKHPKVFNRLYVNLVRAGETSGTLDSVLER 152
NTDB id 1029 TT RS02230 WP 011228203.1 RQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKH.KIFSRLYVNLVRAGETSGGLDLILDR 150
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NTDB id 1198 PSJM300 03950 AFN76868.1 VATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQAWWYVVLAGF 232
NTDB id 1016 ACIAD RS01680 WP 004920476.1 VAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQDYWFILILVI 235
NTDB id 1059 ABD1 RS01610 WP 000279215.1 VAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWMQEYWFIMIIAI 235
NTDB id 293277 DKM44 RS06820 WP 109826392.1 ISDFQEKDLALRGKLKSAMTYPVIVLIFALLITYFLLTTVVPQFGGILAQLGGDLPVITRILIAVSDFLKTKTIIIVA.I 231
NTDB id 1029 TT RS02230 WP 011228203.1 LASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIAVSDLLRAATLPLLL.L 229
consensus ** **!!** !**!***!! !!* !***!**** *!****!!*! **** *!**!!**! *****!**** ******* *

logo

A
V
G
G
V
A
V
A
A
L
I
Y
A
F
G
A
F
A
F
K
M
Y
L
Q
E
R
Q
W
A
H
K
R
Y
T
K
Y
G
RTSAEPKQRKGFRNDRGQWVFILDDKRFLAMVKLRKVLP I

V
V
FGNTDI

L
N
L
V
R
Y
R
K
T
A
S
S
A
I
V
IASRYFASRTFLGSALTLTI

L
F
S
A
S
AGVNP I

L
V
I
E
D
S
ALADE I

S
V
TKAGTAATGNNASTVI

V
F
V
Y
R
E
D
E
K
Q
S

I
T
A
I
T
V
L
M
N
E
A
N
K
A
I

NTDB id 1198 PSJM300 03950 AFN76868.1 VGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNVVFRSATNKI 312
NTDB id 1016 ACIAD RS01680 WP 004920476.1 GAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATNNTVYEQAVLKI 315
NTDB id 1059 ABD1 RS01610 WP 000279215.1 GAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATNNVIYEKAVMKI 315
NTDB id 293277 DKM44 RS06820 WP 109826392.1 GAVIFFAMRQYYRTAKGRRVIDDFKLKVPVFGTLLRRSAIASFARTFGLLISSGVNIIESLEITKGTANNAIVEDTIENA 311
NTDB id 1029 TT RS02230 WP 011228203.1 AVALFFAYRWYYGTPQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALDITKGTAGNSVVEEIVEAA 309
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NTDB id 1198 PSJM300 03950 AFN76868.1 KSDVSSGMQLNFSMRTTG.TFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVLGVLVGGLI 391
NTDB id 1016 ACIAD RS01680 WP 004920476.1 REDVSTGQQLNFAMRVSN.RFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMAILGILVGGLV 394
NTDB id 1059 ABD1 RS01610 WP 000279215.1 REDVATGQQLQFAMRISN.RFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMAILGVLVGGLV 394
NTDB id 293277 DKM44 RS06820 WP 109826392.1 KNVVMVGEQMSGSLAASP.VFPPMVVSMVAIGEETGALDTMLAKVADFYDREVEEAVEGLTAAIEPIMIVFLGGIVGLIV 390
NTDB id 1029 TT RS02230 WP 011228203.1 KLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAAIEPLMIIFLGVIVGMIV 389
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NTDB id 1198 PSJM300 03950 AFN76868.1 IAMYLPIFQMGSVV... 405
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IAMYLPIFQMGSVV... 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 IAMYLPIFQMGSVV... 408
NTDB id 293277 DKM44 RS06820 WP 109826392.1 AGMFLPMFSIINKLSQ. 406
NTDB id 1029 TT RS02230 WP 011228203.1 AGMFLPLFKIIGTLSVQ 406
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