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RFKTNSLFLGPNRKSQSGFVGLME ITPERVNLVAQI

LTKSQGQNSYKRLARKFCGHTAVDS ILPEGI FEQEGKIVDSPALASE I IQELMLSTENYGKIKNETKQR
NTDB id 32145 PCC7424 RS16195 WP 015955283.1 MLTFFKNLLPNKSQGFGMEITPERVNLAQITKQGQNYRLAKFCTVDLPEGIFQEGKIVDSPALSEIIQEMLTEYKIKEKR 80
NTDB id 1411 SGL RS10685 WP 010872897.1 MFSRFTSLFGRKSSGVGLEITPERVNVAQLTSQGQSYKLRKFGHASIPEGIFEEGKIVDSPALAEIIQELLSENGINTKQ 80
consensus ! * ! ! * !! ! !*!!!!!!!!*!!*! !!! !*! !!** *!!!!! !!!!!!!!!! !!!!!*!*! ! !

logo VATAGVPMREAI IR I
M
I
LP I

VPAEQLDENQELMRDMVLNHEAASLYLPYPREEVDLDYMQKLGLYFEDEDGI EKVQVLLVATRREVTDNSY
NTDB id 32145 PCC7424 RS16195 WP 015955283.1 VATGVPMREAIIRIIPIPAQLDEQEMRDMVLNHEASLYLPYPREEVDLDYMKLGYFEDEDGIEKVQVLLVATRREVTNSY 160
NTDB id 1411 SGL RS10685 WP 010872897.1 VATAVPMREAIIRMLPVPAELDENELRDMVLNHEAALYLPYPREEVDLDYQKLGLFEDEDGIEKVQVLLVATRREVTDSY 160
consensus !!!*!!!!!!!!!**!*!! !!!*!*!!!!!!!!! !!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!! !!

logo LDTFLQQAVGLQVDVI
LE INSFAL IRTIREQLRQFGSSNREAAVLVDI EQFDNSTE IA I IVVDNGVPQFSRTVP IGTYQLMQNALSRAMN

NTDB id 32145 PCC7424 RS16195 WP 015955283.1 LDTLQQVGLQVDVIEINSFALIRTIREQLRQFSSNEAAVLVDIQFDNTEIAIVVNGVPQFSRTVPIGTYQLQNALSRAMN 240
NTDB id 1411 SGL RS10685 WP 010872897.1 LDTFQQAGLQVDVLEINSFALIRTIREQLRQFGSREAAVLVDIEFDSTEIAIIVDGVPQFSRTVPIGTYQMQNALSRAMN 240
consensus !!! !! !!!!!!*!!!!!!!!!!!!!!!!!! ! !!!!!!!! !! !!!!!*! !!!!!!!!!!!!!!!*!!!!!!!!!

logo LPPSSRNSPDE I LQGMTIPVTAQFDSTLMSTQTGATAI
VNPGMNTALMRVLMGELTDELRRS INFYLNQSEELE I

LVQLLLAGPGGGLAIQLD
NTDB id 32145 PCC7424 RS16195 WP 015955283.1 LPSSRSPDILQGMTIPVTAFDSLSTTGAAINPGMTALMRVLGELTDELRRSINFYLNQSEELEIVQLLLAGPGGGLAQLD 320
NTDB id 1411 SGL RS10685 WP 010872897.1 LPPSRNPEILQGMTIPVTQFDTMSTQGTAVNPGMNALMRVMGELTDELRRSINFYLNQSEELELVQLLLAGPGGGLIQLD 320
consensus !!*!! !*!!!!!!!!!! !!**!! ! !*!!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!! !!!

logo EFYFTQRLS IPTMVKQIDPFIAEALAS ILDTTVDQENFIASDS IVEQRPGSLAGTVLGLGI
LREAVV

NTDB id 32145 PCC7424 RS16195 WP 015955283.1 EFFTQRLSIPTMQIDPIAALSLTVDQEIASVQRPGLGTVLGLGLREVV 368
NTDB id 1411 SGL RS10685 WP 010872897.1 EYFTQRLSIPTVKIDPFEALAIDTDQNFSDIERPSLATVLGLGIREA. 367
consensus !*!!!!!!!!!* !!! !! * !! * !! !*!!!!!!*!! *
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