
logo MPF ITKI STQKKNTERFNI FLDDEKYAFSVDADVLVKRFDELKKGKELDDELDI ILE IQYGDDEVKKAGFNRALVDEFLSYRMRSETKEV
NTDB id 1060505 ACF0HW RS14095 WP 012117114.1 MPFITKISTQKKNTERFNIFLDEKYAFSVDADVLVRFDLKKGKELDELDILEIQYGDDVKKAFNRAVEFLSYRMRSEKEV 80
NTDB id 116 BSU 08520 NP 388733.1 MPFITKISTQKKNTERFNIFLDDKYAFSVDADVLVKFELKKGKELDDLDIIEIQYGDEVKKGFNRALDFLSYRMRSTKEV 80
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!*!!!!!!!!*!!!*!!!!!!*!!!*!!!!**!!!!!!!! !!!
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RDHLKKKETPSDPMPVIASEVIHKRLNYDYKRYLNDKQEFAAEAYAVSTHKKTNGKGPDVLFRELKRAKGIDDDTIKEATLSASFSTFDEDEQI
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NTDB id 1060505 ACF0HW RS14095 WP 012117114.1 RDHLKKKETPDMVISEVIHKLYDYRYLNDKEFAEAYASTHKKTNGKGPDVLFRELKAKGIDDDTIKETLSAFTFDEQIQE 160
NTDB id 116 BSU 08520 NP 388733.1 EDHLKKKETSPPVIAEVIHRLNDYKYLNDQEFAAAYVSTHKKTNGKGPDVLFRELRAKGIDDDTIKEALSSFSFEDQTRE 160
consensus !!!!!!!!***!! !!!!*! !!*!!!! !!! !! !!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !! !*!**! !
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L
K
RQRAQLMQLQRKGFPSFDVINSAALMDEQI

TEYENDDEDEATEKMEALKRALHAEKAFIRKYRYDGSYESAGMK
NTDB id 1060505 ACF0HW RS14095 WP 012117114.1 ALKHIGKILKKDKKLSTKEIRQRAQMQLQRKGFPFDVINAALEQTEYENDDEAEMEALKAHAEKAIRKYRYDGSYESGMK 240
NTDB id 116 BSU 08520 NP 388733.1 AVKHVEKLLKKDKKLSTKELKQRAQLQLQRKGFSFDVISAAMDQIEYENDEDTEKEALRLHAEKAFRKYRYDGSYESAMK 240
consensus !*!!* !*!!!!!!!!!!!**!!!!*!!!!!!!*!!!! !!**! !!!!!** ! !!!* !!!!! !!!!!!!!!!!*!!

logo VKQFYLFRKGFS ILDDL IDEQFLLQEEEY
NTDB id 1060505 ACF0HW RS14095 WP 012117114.1 VKQYLFRKGFSIDDIDQFLQEEE. 263
NTDB id 116 BSU 08520 NP 388733.1 VKQFLFRKGFSLDLIEQLLQEEEY 264
consensus !!!*!!!!!!!*! !*! !!!!!*
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