
logo MAQEQHQESLAPDLFQDLDKLTETEELPFYLMKGTMVLNSTTVI FYHYNADETNLFYSTVLVKR I
V
K
LVKTETNSAEADI

W
D
E
D
EKADI

V
I
SVTGFYFPALHQEEQETVYTFYGKI

M
Q
V
E
THAPKFGLQQFKQADEHRF

NTDB id 21768 lmo1509 NP 465034.1 MAEQESLALFDDTTEELFMKGTMLSTIFYNAENLFSVVRILVKETNADWDEKDIIVTGFFPALHEQEVYTFYGKMQEHAKFGQQFKADRF 90
NTDB id 355 BSU 27480 NP 390625.1 MQQH...PDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGLQFQAEHF 87
consensus ! ***** !!***!!!* * !**! !!**!*** ! !! **! * !!!*!!!!*! ! !!!!!!* !*!!! !! !**!

logo

K
RKE I

MPQTSTKRAEGI
L INQYLSGSDELFEKGIGKKVTAEENIVDKKTI

LGDDSAINTKI LASDAPSLVLNYDTVPKRLPSKSGKAKADESTLALAGASLQRERHNQGLEHQI
VMI

V
G
SLNEQFYGFGPQL

NTDB id 21768 lmo1509 NP 465034.1 RKEMPQSRAGLINYLSGELFKGIGKVTAENIVDTIGDDAITKILSDPSLLNTVPKLPSGAAESLLASLRENQGLEHVMVGLNEYGFGPQL 180
NTDB id 355 BSU 27480 NP 390625.1 KKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQGLEQIMISLNQFGFGPQL 177
consensus *!!*! ** !*!*!!! *!! !!!! !!! !! *!! !! !!! !*!*! !!*!* !**! * ! *!!!!**!* !! *!!!!!!

logo SMKI FYQAYEKQSENATI
LEKVI

L
E
Q
E
NNPYKQL IVEKDVEKGIGFGQKRADELGRSKRLMGLGSGNHPERLVKRAAGI LFYMTLDESTTVCLMQSEQGHTVYI

MEQTEQVL ILGIDETVQTSYLLENEQSAR
NTDB id 21768 lmo1509 NP 465034.1 SMKIFQAYKQNAIEVLENNPYKLIEDVKGIGFQRADELGRKLGLGGNHPERLRAGILFMLDSVCMQQGHVYMEQEVLLGEVTYLLEES.. 268
NTDB id 355 BSU 27480 NP 390625.1 SMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETTCLSEGHTYIETEQLIIDTQSLLNQSAR 267
consensus !!!!*!!! *! * !!! !* !! !!!! *!!!!! **!! !!!!!!**!*!!* !** !* !! !*! ! !* * !! !**

logo EGI
QR IDTEQMSDIALAVANAQI

V
E
I
A
KLAGEENKQDKI IV I

TEDNGTRCVYFMPSLFYYASEQSGNFVAKYHRVKHRI
M
A
L
K
SQTEYEQENQFPEQSEFLLALGELEER I

M
D
GVHQYAGDPSQKREQAI

L
E
Q
K
QA

NTDB id 21768 lmo1509 NP 465034.1 EGIRIDQSILVAQVEKLAEEQKIITENTRVYMPSLYYSESGFAYHVKRMLKQTEYQEQFPQSEFLLALGELEERIGVHYGDSQRQALEQA 358
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NTDB id 21768 lmo1509 NP 465034.1 ADFTKNSADRSFFHCTVNQIGDVVEQVVKNAKNKGFRAKDIQVLAPMYRGPAGIDILNKKLQEIFNPNDTGRRKEVQFGDIKYRVHDKVL 628
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NTDB id 21768 lmo1509 NP 465034.1 TGVTRSKQFLILCGEEEAFRMGIERIDENKRNTTLSERLMSEDVLLEQMTNKRILTAENITEIDPMIGMEGITPEQFMVG... 798
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