
logo MPF ITKI STQKKNTERFNI FLDDEKYAFSVDADVLVKRFDELKKGKELDDELDI ILE IQHYGDDEVKKAGFNRALVDEFLSYRMRSETKEV
NTDB id 1063349 ACGLYC RS04305 WP 032867741.1 MPFITKISTQKKNTERFNIFLDEKYAFSVDADVLVRFDLKKGKELDELDILEIQHGDDVKKAFNRAVEFLSYRMRSEKEV 80
NTDB id 116 BSU 08520 NP 388733.1 MPFITKISTQKKNTERFNIFLDDKYAFSVDADVLVKFELKKGKELDDLDIIEIQYGDEVKKGFNRALDFLSYRMRSTKEV 80
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!*!!!!!!!!*!!!*!!!*!!*!!!*!!!!**!!!!!!!! !!!
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NTDB id 1063349 ACGLYC RS04305 WP 032867741.1 RDHLKKKETPDMVISEVIHKLYDYRYLNDKEFAEAYANTHKKTNGKGPDVLFRELKAKGIDDDTIKETLSAFTFDEQIQE 160
NTDB id 116 BSU 08520 NP 388733.1 EDHLKKKETSPPVIAEVIHRLNDYKYLNDQEFAAAYVSTHKKTNGKGPDVLFRELRAKGIDDDTIKEALSSFSFEDQTRE 160
consensus !!!!!!!!***!! !!!!*! !!*!!!! !!! !! !!!!!!!!!!!!!!!!!*!!!!!!!!!!! !! !*!**! !
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RQRAQLMQLQRKGFPSFDVINSATALMDEQI

TEYENDDEDEATEKMEALKRALHAEKAFIRKYRYDGSYESAGMK
NTDB id 1063349 ACGLYC RS04305 WP 032867741.1 ALKHIGKILKKDKKLSTKEIRQRAQMQLQRKGFPFDVINTALEQTEYENDDEAEMEALKAHAEKAIRKYRYDGSYESGMK 240
NTDB id 116 BSU 08520 NP 388733.1 AVKHVEKLLKKDKKLSTKELKQRAQLQLQRKGFSFDVISAAMDQIEYENDEDTEKEALRLHAEKAFRKYRYDGSYESAMK 240
consensus !*!!* !*!!!!!!!!!!!**!!!!*!!!!!!!*!!!! !**! !!!!!** ! !!!* !!!!! !!!!!!!!!!!*!!

logo VKQFYLFRKGFS ILDDL IDEQFLLQEEEY
NTDB id 1063349 ACGLYC RS04305 WP 032867741.1 VKQYLFRKGFSIDDIDQFLQEEE. 263
NTDB id 116 BSU 08520 NP 388733.1 VKQFLFRKGFSLDLIEQLLQEEEY 264
consensus !!!*!!!!!!!*! !*! !!!!!*
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