
logo

MKQIRKTWPLKDQALLLKRLGEMMTAGGYTLLDGLRLMELQMNKRQAVADLATDASVTCHLREGAPFYQVLKSLSFHKEAI
VGICY

NTDB id 1022038 ABZM97 RS12665 WP 202327196.1 MKQIRKTWPLKDQALLLKRLGEMMAGGYTLLDGLRLMELQMNKRQVADLADAVTHLREGAPFYQVLKSLSFHKEAIGICY 80
NTDB id 97 BSU 24720 NP 390352.1 ......................MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICY 58
consensus **********************! !!!!!!!!!!!!!!!!!!!!! !!! ! !! !!!!!!!!!!!!!!!!!!!!*!!!!

logo FAEVTHGELPASMIQSGELLERKIAQADQLKRVLRYPLFL I FTVAVMFYMLHQS I I I PQFSGIYQSMNMETSRSTDMLFACFF
NTDB id 1022038 ABZM97 RS12665 WP 202327196.1 FAVTHGELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLHSIIIPQFSGIYQSMNMETSRSTDMLFACF 160
NTDB id 97 BSU 24720 NP 390352.1 FAETHGELPASMIQSGELLERKIAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFF 138
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo QHI
SDLMVI

V
I
V
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S
A
L
A
VLFATAGIG I

LYYWLVFKKKSPAVRQML IC I
VR IPLVGKLVKRLFNSYFFSLQLSSLLKSGLS IYDSLNAFKHQST

NTDB id 1022038 ABZM97 RS12665 WP 202327196.1 QHSDLMVVSAALFAAGIGLYYWLVFKKKSPVRQMLICVRIPLVGKLVRLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQS 240
NTDB id 97 BSU 24720 NP 390352.1 QHIDLVIILLVLFTAGIGIYYWLVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQT 218
consensus !! !!*** !! !!!!*!!!!!!!!!!! !!!!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo FLPFYRCEAEQLVI ERLKAGES I EASAICDGSLPFYETDFLSKVI SHGQLSGRLDRELFTYSQF I LQRLEHKAQKWTGI LQPMIY
NTDB id 1022038 ABZM97 RS12665 WP 202327196.1 FLPFYRCEAEQVIERLKAGESIEAAICDSPFYETDFSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIY 320
NTDB id 97 BSU 24720 NP 390352.1 FLPFYRCEAEQLIERLKAGESIESAICGSLFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIY 298
consensus !!!!!!!!!!!*!!!!!!!!!!! !!! !*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GFVAAMI L ILVYLSMLLVPMYQMMNQM
NTDB id 1022038 ABZM97 RS12665 WP 202327196.1 GFVAAMILIVYLSMLLPMYQMMNQM 345
NTDB id 97 BSU 24720 NP 390352.1 GFVAAMILLVYLSMLVPMYQMMNQM 323
consensus !!!!!!!!*!!!!!!*!!!!!!!!!
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