
 
HOMSA_6382064        LAKELKFVTLVFRHGDRSP---IDTFPTDPIKE-SSWPQGFGQLTQLGMEQHYELGEYIRKRYRKFLNESYKHE-QVYIRSTDVDRTLMSAMTNLAALFPPEGVSIWN--PILLWQPIPVHTVPLSE-DQLLYLPFRN-CPRFQ 
RATNO_9910502        QAKELKFVTLVFRHGDRGP---IETFPNDPIKE-SSWPQGFGQLTKWGMGQHYELGSYIRRRYGRFLNNSYKHD-QVYIRSTDVDRTLMSAMTNLAALFPPEGISIWN--PRLLWQPIPVHTVSLSE-DRLLYLPFRD-CPRFQ 
GALGA_71895941       RPRSLRFATLVYRHGDRSP---IKAYPRDPFQE-SAWPQGFGQLMQVGMRQQWELGQALRRRYHGFLSASYRRQ-EIFIRSTDYDRTLMSAEANLAGLYPPEEQQMFN--PNISWQPIPVHTVPESG-EMLLKFPLTP-CPRYE 
TRICAS_91085409      LCDDLISVVVIYRHGDRTP---IQPYPRDPYRNASFWPVGFGQLTNLGKQQHFRLGQWLRQRYGGFLSPHYSEK-DFSIRSTDVDRTLMSAEANLAGLYPPKADQVWD--PALPWQPIPIHTTPELE-DNLLSMKKN--CPKYN 
DROME_25012594       LPGQLKFVHVIYRHGDRTP---VDPYPTDPWGDRKFWPTGWGDLTNLGKQEHYDLGKWLRNRYSNLLPPIYSNE-NIYVQSTDVDRTLMSAQSNLAGLYEPQGEDIWN--TDINWQPIPIHTSPERE-DPILAAKAP--CPAYD 
APIME_61656214       VQAELKQINVIFRHGDRIPDEKNEMYPKDPYLYYDFYPLERGELTNSGKMREYQLGQFLRERYGDFLGDIYTEES-VSALSSFYDRTKMSLQLVLAALYPPNKLQQWN--EDLNWQPIATKYLRRYEDNIFLPEDCLLFTIELD 
cluster-39           AEEKLKFVFVTARGADYEA----CDYKGGPMITKRDEKES--KLTENGKRNAFELGQKIGETYKTKLGVSKWDP-----KTNFWPIAAPSKRAQTSTLITAAGMEGDQSKRDKSWTDEELKKTTFPAVFAFFNYMNPRECPKYF 
phos-1A              AEEKLKFVFVTVRGADYEA----CDYKGGPKITNKDEKES--KLTENGKKDAFELGQKIGETYKTKLGVSKWDP-----KTNFWPIAAPSKRSQTSTLVAAAGMEGDQSKRDKSWTDEELKKTTFPAVLAFSNYMNERECPKFY 
phos-1               AAEQLKFVFVTVRGADYEV----CDIPGGPKITNKDGKDS--KLTEEGKNTVYQLGVKVSELYKSKLGVSKWDS-----SKNYWPIATNSRRSQISTLITGAGLEGDQSKRDKSWTDEELKKTSFPAMLQFWKFIDPAKCPKFF 
phos                 ADD-LKFVFVMARGGDFVA----GDYAGGPKIINKEAKDS--ELTEQGKQEAFQLGTKLSELYKTKLGVSKWDS-----KTTYWPVALSQKRTQVSTLITGAGLEGDQSKRNKAWTNEELKATSFPAMESFSRFIKPNECPKYL 
phos-2               ----------------------------------------------------------------------------------------------------------------------------FPAMESFSRFIKPSECPNYL 
phos-6               AKDNLQFVFVTAKGQDHQA----CNYPQGPKITNIEEPDS--ELTEDGKKEAYEFGQKLSSEYKSRLGVTKWDS-----AQNYWAIAAIEKRTKKATLITAGVIAKRQSVTSKTWSDEELQKTSFPALNDFFRFINPQHCPKYI 
phos-7               DDLELKFVFVAVRGSAHWP----CDYPGGPVIFHMPEQFS--RLSWRGREDAYGYGQEISDMYRQRLGVNHWSK------KNYLSLGSYSLRTMQAALVLGAGLENKHYKINWQWSEAKKSSTQFPAMQQYLKIYSSQKCPKFV 
XC-69                ------------------------------------------------------------------------------------------------------------------------------------------------ 
cluster-175          DESSLQFLFIVARAGEIFPD--NYMMKADTNYEYKNYGFPAGELNKNGKTSMYELGDKIKKMYPNFLNKQATRKNLLQVTAVGSEYTLSTREAALLVLKGLTRKDKKESVKIRKWSAKQLSTTRNDEFTDAASNFYSD-CPNYQ 
cluster-155          NESTLKLLFVVAREGEVYPN--NYMIKACPKYEYANHGFPPGELNENGRISMYQLGHKLRLIYPEFLHRRYITKNLLKATAVGNKYTISTREGALLTLKGLRNENMNKAINTRKWSAKRLSTTRNDEFTDAASGYYQS-CPNFF 
                                                                                  
 
 
HOMSA_6382064        ELE-SETLKSEEFQKRLHPYKDFIATLGKLSGLHGQDLFGIWSKVYDPLYCESVHNFTLPSWATEDTMTKLRELSEL-SLLSLYGIHKQKEKSRLQGGVLVNEILNHMKRATQIPSYK--------KLIMYSAHDTTVSGLQMAL 
RATNO_9910502        ELK-SETLKSEEFLKRLQPYKSFIDTLPSLSGFEDQDLFEIWSRLYDPLYCESVHNFTFRTWATEDAMTKLKELSEL-SLLSLYGIHKQKEKSRLQGGVLVNEILKNMKLATQPQKAR--------KLIMYSAHDTTVSGLQMAL 
GALGA_71895941       QLQ-NETRNSAEYINKTRDNLQFLQMVANETGIRDLSLESVWS-VYDTLFCEQAHKMDLPSWVTPDVMTQMKQLKDF-GFEFLFGIHHRVEKARLQGGVLLDHIRKNLTKAANASAHQQL------KLLVYSAHDTTLVALQMAL 
TRICAS_91085409      SLL-TQLFKTEFFANISRQNRDLYAYLSKNSGA-NITSLETLEYLYNTLYIESLNKFVLPQWT--SGVYP-EKMAPW-AHLSFATQCYNRDLARLKTGPLFNEIIEHFRN-ATKKIENFR------KFLVFSAHDVTIANVLNTM 
DROME_25012594       YEL-ASLESSPEFKALTEKHRNLFAYLSEKGGR-PVKTFIDAQYLNNTLFIENLYNMTLPKWT--KMVYGREELTYV-SNFAFAISSYTRKLARLKAGPLLKDIFQRFKEKSSGSLKPDR------SMWVYSAHDTTVASVLNAL 
APIME_61656214       R-----VLESPRGKYEFSKYDKLKKKLEEWTGK-NITTPWDYYYIYHTLVAEQSYGLTLPSWTN--NIFPRGELFDA-TVFTYNITNSTPLLKKLYGGPLLRIFTKHMLDVVSGTQKKKR------KIYLFSGHESNIASVLHAL 
cluster-39           E---QLMMKKNKIKTILQKCGNSMIEIKKHYDSVDPTKPEHIWVTYETLKKLKTQQPSGLDWVTDNIMKNLKECS---AEFTWMATTSSKTLRQLTGGLILYDIFNDMNEILQGKAQPHATGGKENKLSLFTAPQELLIPKLAVF 
phos-1A              Q---QLRARENKIKTILQKCGNSMKEVKKHYESVNPNKPEHIWVTYETLKKLKTQHPSGLDWVTDDIMKNLKECS---ARYTWMATTSSRALRKLTGGLILYDIFNDMNEIMQGKAQPPATGGKESKLSLFTVPLEILIPKLAVF 
phos-1               K---EVSQQP-EIATTLQDCASQMQEVKKHYDTVDPTKPQHVWLTYETLKKMKKQQPSKVEWASDDMMKKLRECS---AKLNWLATTKTDTLRKLSGGLILSDILNDMKEITQGKAQPHATGGTSNKLSLFTTPQGLLIAKLAVF 
phos                 E---ELMKQKQEISTILKECSSSVQQVKSKYSAVNVNLPQHIWLAYETLKKLKRQQPSSSTWMTDDLMKNLRECS---AKITWLATTKTDTLRKLSGGLLLNDLFNDMDQITQGKAQPNAPGGKDSKLNVFTVSQFLVISQLAAF 
phos-2               K---ELLAQQGEITTIVKECISSVQQVKSKYPAVDEKMPQHIWLAYETLKKLKRQQPSSSTWMTDDLMNKLRECS---AKITWLAATKTDTLRKLSGGLLLNDLFNDMDQITQGKPQPNAPGGKETKLNVFTVSQFLVISQLAAF 
phos-6               K---SILSKQNDINTILGKCEAALKTVKEHYPAVNK--PQHTWLVYETFKRMKQQKASNLEWLTDDIMKQLQACS---AEITWFAATNSDEWRKISGGLLLTDIFTDLDQITQGKPQPYAPGGANNKMSLFTVPQVLVISHLAVI 
phos-7               QDVRSNFIRTHKLDPRFLYAYQIFTEDLAGINLSPQRRPEDIWLAYESMFNVFYSYKRRYHHKYRYWKLVREQFKKFSKELMWTSLTATEDLRKMSGGAIVHDVLNDMANITKNKSINDRP---DLKLAVLTATQGILAASVVAF 
XC-69                ---------------------------------------------------------------------------------VYEKVFSVTSLKRLSAGRYVSQLLDDVDHLRNKGETPDGK-----KMVLYGSTSPFLKSIMSAM 
cluster-175          KEY-NQALTKEFFKPNVKTRLERLIEMGKSKGD-EQNVIDMLRKDTDDNTKRLIKSLNENADAN-ITVENLTPLRDL-YELYCSSDLSNLPPPKWLDADLWDSFHLLMRRYVNAIYST-E------KLRLLSGGPIVKYFLNKLE 
cluster-155          KKQ-KIALKKELMPK----------EKNKRPAD-ESTITD---EDINSKTKNLINKLNENTGAN-ITGDNLVALKYL-ADLYEATERSNLLLPKWYDEDMWISLHFLMRRYIEASVST-N------DLRSLAGGRMVKYFFDKLD 
  
 
 
HOMSA_6382064        D-----------VYNGLLPPYASCHLTELYF-EKGEYFVEMYYRNETQHEPYP----LMLPGCS-PSCPLERFAELVGPVIP--QDWSTECMTTNSHQGTEDSTD----------------------------------------- 
RATNO_9910502        E-----------LYNGLLPPYASCHIMELYQ-DNGGTFVEMYYRNETQNEPYP----LTLPGCT-HSCPLEKFAELLDPVIP--QDWATECMGTSNHQASL--------------------------------------------- 
GALGA_71895941       D----------VYNKIQAP-YASCHLFELYQEDDGNFSVEMFFRNESGKEPFP----LTIPGCQ-QICPLQRFLELTDPVVP--QDWEQECQIASSMHDTGLFVGLAVCGSILLLLIILLLTVLFRIQSQPPGYRHVSNEGEEQA- 
TRICAS_91085409      G-----------AFEYHCPPYASTIMFELRRNSS--FYLNVFYKNS--SQVQK----ITPKGCD-FNCDFDEFIALLKPIVITRKQWDLECQLSNFER-YNHIFVYSSIAIGFLVFTLVLWVIIAWFKHLKNSGNDYTRLAIDEVA 
DROME_25012594       K-----------LFELHSPPYTACIMMELRVDETNTPLVSIFYKNTT-AEPLP----LDIPGCG-PSCPLTKLMNIYEDVLP--VDWERECKLSTMMMTYEEANLGTATGILILIVIALLFASYGLMIYYRRR-NYKLYSSYSQMA 
APIME_61656214       Q-----------LYYPHVPEYSSSIIMELHNIEGTHYVKIVYYLGIPSEARE-----LQLPGCE-VLCPLYKYLQLIENVIPSN--EELICDKRFVDESANNLSIEELDFVKLNLIRIAGTENK---------------------- 
cluster-39           MPPGTLLDNKEITPMDFYPEAGAHLNTEMYEENGKWKIKLIYYNGKNQPGKT-----IKLPNCE-EKCPFRKFQKKLQNFMINEEEHKKSCKGL---------------------------------------------------- 
phos-1A              TPKGTLLDDKPVTPMNIYPEAGAYLDTEMYEENGKWKIKLIYYNGKNQPGKT-----IRLPDCE-EKCPFNKFQKILEKFMINEKDHETLCKG----------------------------------------------------- 
phos-1               MPPGATLDGKVPTSSEVYPESGATMNTEMYEDNGTWKVKLIYYEGKDYPGKT-----IKLPGCE-EKCPFQQFQQILTKYAVNEQEHETLCKSAQWP------------------------------------------------- 
phos                 MPEGSKLNNKAVTASDIYPEDGSHVDIEMYQENNKWSVKLVYVSGKDKQPQT-----ITLPGCQ-EKCPYEQFKSALQKYKITDEEHQKACKN----------------------------------------------------- 
phos-2               MPEGSKLNNKAVTASDIYPEDGSHVDIEMYQENNKWSVKLVYVSGKDKQPQT-----ITLPGCQ-EKCPYEQFKSALQKYKITDEEHKKACKN----------------------------------------------------- 
phos-6               TPPGTKIGSKDVTAQNIYPEDGAYVNLELFKGDKEDWKVKIVYVKGKGEPQQT----IALPGCP-EKCPYNKFKQILQQYAISDDDHKKACGFPA--------------------------------------------------- 
phos-7               APNGTTLGGKPLGADDLYPEHGAMQVIEVYKQGESSWKIKVLYRKNREECLKP----MVISGCENELCDYDKFKSAVKGIDLEEKAHDNLCMKAQE-------------------------------------------------- 
XC-69                GGD----QGYHSENLLPYPEAGSMFITEIYQKEVEQTFHVRLHYSTNPNQPISDKNVLKLRDCD-ELCEFDKFKDLMKPMYLSKDDADKECLE----------------------------------------------------- 
cluster-175          D-----------KRKGKLEPCDTKLLLHIGYDSTVTALFAALAGKKGFKRLGD----QYLLKTM-RAYEGGMFIIEAHETDS---PYDYGLRVLYSEDLHAPVYEVASVECKYPCSFRQLKKNLSEIAVDKEKWLQLTM------- 
cluster-155          D-----------KLAGRLEPCETKLLLHIGYERTVVPFFAALAGEDGFEING-------LV-------------------------------------------------------------------------------------



 


