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NTDB id 39727 TSC RS10150 WP 041438673.1 MRTALMKLVIPGLLALGMGVLAGSLPQEPRFDAKVDLKVSESQVRAGLTMPLDVVLEALARSVGLQPLIYRAYDASGDPAKAQPP 85
NTDB id 1027 TT RS05145 WP 011173436.1 MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPLIYRAYDPSGDPATAQPP 85
consensus !**! ** ***! *!! !!!! ! !!!! !*! !!!!!!!!*!! !*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!

logo LPNI
VKLDFQGKPFREVWDLLFATYGNTQFYNSLDYLFLLPPDVVVVAPTQVITALVDAPSRTGAMERKRPYI

LVAGI
VPE IAYKRRTETDAQGQ

NTDB id 39727 TSC RS10150 WP 041438673.1 LPNIKLDFQGKPFREVWDLLFATYGTQFNLDYLLLPPDVVVVAPTQVITALVDAPSRTGAMERKPYLVAIPEIAYRRTETDAQGQ 170
NTDB id 1027 TT RS05145 WP 011173436.1 LPNVKLDFQGKPFREVWDLLFATYGNQYSLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYIVGVPEIAYKRTETDAQGQ 170
consensus !!!*!!!!!!!!!!!!!!!!!!!!! !* !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!**!!!!!*!!!!!!!!!
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PRTVVNIDEGAKAGWVQNDLLPFLSREAASGLNSVNWIVVEEGGKRLKRALVLSVLATPEQHAIRFSDI LQRAGIDFRPLPALATLQPKPRVEKRT

NTDB id 39727 TSC RS10150 WP 041438673.1 ARTVVNIDGAKGWVQNDLLPFLSREASGLSVNWIVVEEGGKLRALLSVLATPEQHIRFSDILQRAGIDFRPLPALTLPKPRVERT 255
NTDB id 1027 TT RS05145 WP 011173436.1 PRTVVNIEGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDILQRAGIDFRPLPALAQPKPRVEKT 255
consensus *!!!!!!*!!!*!!!!!!!!!!!!!! !! !!!!!!!!!!*!*!*!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!*!
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NTDB id 39727 TSC RS10150 WP 041438673.1 YALTHSTFSEILSFLQTQVPNAQVAVVPTDPKRALITATEEDHTRIAELLKVVDVPKPTPVVRRVYALQNLTFQEAQQRLKPVLE 340
NTDB id 1027 TT RS05145 WP 011173436.1 YTLTYATFPDLLAFLQSRLPEAQIGVVPTNPQRAIVLATEEDHARLSELLKTADVPK...TVRRVYTLQNLTFAEAQERLKPLLE 337
consensus ! !!* !!***! !!!* *! !!**!!!! ! !!** !!!!!! !* !!!! !!!!*** !!!!! !!!!!! !!! !!!!*!!
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NTDB id 39727 TSC RS10150 WP 041438673.1 RELKGARLEGVPGNPKALLLEATEADQAFFAEILKAADVPPQVAPPTQEATVRRLYPLRFADAEKVAPFLAREVPGIVVQTVPGQ 425
NTDB id 1027 TT RS05145 WP 011173436.1 KDLKGARLESLPGNPKALLLEAPEAEHALFAEILKALDVPPQAPQAPQEATLRRLYPLHYANAEQVAPFLAREVPGIVVQTVPGQ 422
consensus **!!!!!!! *!!!!!!!!!!!*!!**! !!!!!!! !!!!! ****!!!!*!!!!!!**! !! !!!!!!!!!!!!!!!!!!!!

logo PLVLSVRGTEAKQLRSEVENSLLAQIDRAPPEQGPPVFQRASYQLSNAKATVELAKQVLQEALKQARQAQNVPQGQSQAQNQPQAQAPPTREQATVVADEPRTN
NTDB id 39727 TSC RS10150 WP 041438673.1 PVLSVRGTEKQLSEVENLLAQIDRAPEQGPPVFQRSYQLSNAKATELAKVLQEALQARQAQVPQSQAQPQAPTRQATVVADERTN 510
NTDB id 1027 TT RS05145 WP 011173436.1 PLLSVRGTEAQLREVESLLAQIDRPPEQGPPVFQRAYQLSNAKAVELAQVLQEALKARQAQNQG.QQNQAPPTREATVVADPRTN 506
consensus !*!!!!!!! !! !!! !!!!!!!*!!!!!!!!!! !!!!!!!! !!! !!!!!! !!!!! * *! ** *!!! !!!!!!*!!!

logo TL IVTGTQEDLALVEGL IPKLDQAPVPQVNLRVR IQEVQSNFLTRNSLGI
LKWNSTIAGGNVAAS I LDSGLSL I FDSTRSLAALNI LMATL

NTDB id 39727 TSC RS10150 WP 041438673.1 TLIVTGTQEDLALVEGLIPKLDQAVPQVNLRVRIQEVQSNFTRNLGIKWNTIAGGNVAASILDSGLSLIFDSTRSLAALNILATL 595
NTDB id 1027 TT RS05145 WP 011173436.1 TLIVTGTQEDLALVEGLIPKLDQPVPQVNLRVRIQEVQSNLTRSLGLKWNSIAGGNVAASILDSGLSLIFDSTRSLAALNIMATL 591
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !! !!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!
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NTDB id 39727 TSC RS10150 WP 041438673.1 EALQRQGLSRALRDVNQTVLNNQTARLQSGETFLIRRVVNDRVERVPFDIGIIVEVTPQITADGQILLNIKAEVSGNVQRNPVDG 680
NTDB id 1027 TT RS05145 WP 011173436.1 DALQQQGLSRALRDVNQTVLNNQTARLQSGETFFIRRVVNDQVERVPFDVGLIVEVTPQITADGQILLNIKAEVSGNVQRNPVDG 676
consensus *!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!!!*!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DVDRFTKQVVTTTLRVKRDGEQTVVLGGLTSQENSNTQSVQQGVPLLMDIPL IGELFKQRSTNQESTTDKRELLVVITADI LKEATASARNP
NTDB id 39727 TSC RS10150 WP 041438673.1 DVDRFTKQVVTTTLRVRDGQTVVLGGLTSQENTQVQQGVPLLMDIPLIGELFKQRSQETTDRELLVVITADILKETASR.. 759
NTDB id 1027 TT RS05145 WP 011173436.1 DVDRFTKQVVTTTLRVKDGETVVLGGLTSQESNQSQQGVPLLMDIPLIGELFKQRTNESTDKELLVVITADILKEAASANP 757
consensus !!!!!!!!!!!!!!!!*!! !!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!**!*!!*!!!!!!!!!!!!! !! **
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