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NTDB id 993798 TPHSE RS12145 WP 343342662.1 MLKILKYLTKKDWIFVLFSFLFVVVQVYLDLRLPDYMSEITRLVQTPNSEMREILSAGSYMLLCAFGSLIGAFIVGYFAA 80
NTDB id 369 SMU RS04255 WP 002263293.1 MFKIFKRLNAKEWGMVLLSTAFICLAVWMDLKTPEYMSNITTLLQTKGTTASDIMDPGSKMLMFSFGSFFMAVLVGFLAS 80
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NTDB id 993798 TPHSE RS12145 WP 343342662.1 QIASNLSWKLRSSVYDKIEGFSMAEINKFSTPSLITRSTNDITQIQNIVAMGLQLIIKAPITAVWAVCKILDKGWQWSSA 160
NTDB id 369 SMU RS04255 WP 002263293.1 RTAASFTTRLRSDIFNRVMDYSEAEIKKFSIPSLLTRTTNDLTQLQIMIVMGMQVVTRGPIMAVWALTKIWGKSDEWTGA 160
consensus ! * *!!! ** ** *! !!! !!! !!!*!!*!!!*!!*! ** !!*!** **!! !!!!**!! ! !* !
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NTDB id 993798 TPHSE RS12145 WP 343342662.1 TGGAILVLVLIILVIMIFALPRFKKIQKLTDRLNLVTRENLTGIRVVRAYNAENYQNSKFENVNEEITNNNLVINRVMSI 240
NTDB id 369 SMU RS04255 WP 002263293.1 VGVAVLIVFIMLSVLMFVAFPRQRQVQSLTDALNSTTRESLTGVRVVRAYNAEDYQDTKFKRENKNLTKLNLLVYRLMSL 240
consensus ! !*!** *** !*! ! !! * *! !!! !! !!! !!!*!!!!!!!!! !! *!! ! *! !!** !*!!*
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NTDB id 993798 TPHSE RS12145 WP 343342662.1 LQPGMMFVLNGLTLAIYWIGAYLINDAN............IMDKMNLFSDMIVFSSYSMQVIMAFMMLTMIFIMMPRASV 308
NTDB id 369 SMU RS04255 WP 002263293.1 MNPVMTVVSSGLTLAIYWIGAYLLNDIKIPMTSVTAAKGAIADRISVFSDMVVFSSYAMQVVVGFMMMVAIFIILPRALV 320
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logo SAKR I LNEVLANLTKNESS IVHVDFGKDEGYKSFKAEDKNTASKR I
KGE I

VEFHKDNVSFKRYPSDKNSEGSDRAYVI
L
E
R
D
H
I
V
N
SFSTAKAMGETVAFI IGSTGSGKSTSTL IVNL I

NTDB id 993798 TPHSE RS12145 WP 343342662.1 SAKRILEVLNTKESIVDGDGKFEKTSKIGEIEFKNVSFKYPDSEGSDYVLRDINFTAKMGETVAIIGSTGSGKTSLINLI 388
NTDB id 369 SMU RS04255 WP 002263293.1 SAKRINEVLALNSSVHFKEYSKADNARKGEVEFHDVSFRYSKN..SRAVIEHVSFSAKAGETVAFIGSTGSGKSTLVNLI 398
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NTDB id 993798 TPHSE RS12145 WP 343342662.1 PRFYDVTEGEVLVNGVNVKKYKQKELNNLLGYVHQKAVLFSGDITSNVAYGNNGKENYSEFDVKRAVKIAQGTEFVENME 468
NTDB id 369 SMU RS04255 WP 002263293.1 PRFYDATEGWIKIDGIKVQDYSHDDLNNKVGYIPQRAVLFSGTIRSNIAFGQSDQAPLDDAKIWEALELAQAKNFVEEKE 478
consensus !!!!! !!! * * !* ! ! * *!!! *!!* !*!!!!!! ! !!*!*!* * * * !* *!!* !!! !

logo

K
N
G
T
L
Y
D
N
A
T
E
S
I
V
A
SQGGSTNFVSGGQKQRLAS IARAI

L
A
C
K
RKAPE I LY I FDDSFSALDYKTDRI

KLRNSDVLAKHKEKI
T
K
S
E
N
A
MTKNL IVAQR IGSTI IMDADHK

NTDB id 993798 TPHSE RS12145 WP 343342662.1 NTYNASISQGGSNVSGGQKQRLSIARAICKKAEIYIFDDSFSALDYKTDRKLRSVLKHEISNATNLIVAQRIGTIIDADK 548
NTDB id 369 SMU RS04255 WP 002263293.1 KGLDTEVAQGGTNFSGGQKQRLAIARALARKPEILIFDDSFSALDYKTDRILRNDLAKKTKEMTKLIVAQRISTIMDADH 558
consensus * !!!*! !!!!!!!! !!!!***!*!! !!!!!!!!!!!!!!! !! ! * ! !!!!!!! !!*!!!*
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NTDB id 993798 TPHSE RS12145 WP 343342662.1 IIVLDEGQIAGMGTHHELMKKCRVYQEIAYSQLSKEELANA. 589
NTDB id 369 SMU RS04255 WP 002263293.1 ILVLDQGKVVGQGTHKELLANNDIYQEIAYSQLSKEELENGK 600
consensus !*!!! ! * ! !!!*!!* * *!!!!!!!!!!!!!! !**
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