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NTDB id 75398 THMIRH RS01310 WP 173290002.1 MFNLFRRNKKTPNTPEASEKSEELL...P.............AEAMAEVI.......................ETPQAP. 40
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !! !!! !! * ** ! ***************** ! *!! ************************! ! **

logo EAPAEPQRVAEASAAKDEAPTVAETVGPAEATPVEGQVPVQEKAVTVASETPTEEPHVKI
L
G
S
L
W
A
F
A
TRLKNQGSLAWKSTRDQGKFMATEKS ILASAGLLVFLGGRGKEQIDGERDFLLYDEELEMTI

VL IL
NTDB id 75398 THMIRH RS01310 WP 173290002.1 EPAPQVAAAADPT....PATPEVPQKVTSEPEPVKISLFTRLKNSLWKTRQGFTESISALLLGRKEIDRDFLDELEMILL 116
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAG.VFGGGQIGEDLYEELETVLI 159
consensus !*!* ! ! ** ***** * *! *!**!* !!!* ! !*! !* *** ! ! ! *!!! *!*
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NTDB id 75398 THMIRH RS01310 WP 173290002.1 TADVGLDATDKIIGNLTQQLSRKELKDPEALIHSLKNQLKQLLEPVQSPLKIEPPTDGPFVILMVGVNGVGKTTTIGKLA 196
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVL.PETKEPFVIMLAGINGAGKTTSIGKLA 238
consensus !*!*!**!!* ** * *! ! !!!* ! * !! ! !* !* !! **!*! !!!!** !*!! !!!!*!!!!!
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NTDB id 75398 THMIRH RS01310 WP 173290002.1 KKFQNEGKSVMLAAGDTFRAAAVEQLQTWGERNKVPVIAQKTGADSAAVIFDAIQSAKAKKIDVLIADTAGRLHTQSNLM 276
NTDB id 1118 NGFG RS11455 WP 003696286.1 KYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTG.DSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLM 317
consensus ! !! !!!!*!!!!!!!!!!! !!!! !! !! !*!! ! !!*!!!!!*!!!*! !!!* !!***!!!!!!! !! *!!
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NTDB id 75398 THMIRH RS01310 WP 173290002.1 EELRKVKRVIQKVDASAPHEVMLVLDAGTGQNAINQAKQFHEAMHLTGLTLTKLDGTAKGGVIFALAQQLGIPVRFIGVG 356
NTDB id 1118 NGFG RS11455 WP 003696286.1 EEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVG 397
consensus !!**!!!!!*!! * !!!!***!!!! !!!!*!! ! !**!**!!!! *!!!!!!!!!!** !!! **!!!*!!!!

logo EAGIDDLRPFDNANRADFAVDEALFLDQSA
NTDB id 75398 THMIRH RS01310 WP 173290002.1 EAIDDLRPFNANDFAEALFDQSA 379
NTDB id 1118 NGFG RS11455 WP 003696286.1 EGIDDLRPFDARAFVDALLD... 417
consensus !*!!!!!!! ! ! *!! !***
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