
E.coli|NP_417879.1    1 ------------------------------MNY--------EL--LTTENAPVKMWTKGVPVEADARQQLINTAKMPFIFKHIAVMPDVHLGKGS
P.horikoshii|pdb1UC2|A    1 --------MVVPLKRIDKIRWEIP-KFDKRMRVPGRVYADEVLLEKMKND--------------RTLEQATNVAMLPGIYKYSIVMPDGHQGYGF
C.elegans|NP_492498.1    1 -MPRTFEEECDFIDRLTDTKFRIKKGFVPNMNVEGRFYVNNSLEQLMFDELKFSCDGQGIGGFLPAVRQIANVASLPGIVGHSIGLPDIHSGYGF
C.reinhardtii|XP_001699521.1  1 ------------------------------MHVPGTFYVNDALKGLLFEELQQAVVRGDHGGFLPAVKQLANVAALPGIVKRSIALPDVHSGYGF
H.sapiens|AAH00151.1    1 -MSRSYNDELQFLEKINKNCWRIKKGFVPNMQVEGVFYVNDALEKLMFEELRNACRGGGVGGFLPAMKQIGNVAALPGIVHRSIGLPDVHSGYGF
M.musculus|NP_663397.1    1 -MSRNYNDELQFLDKINKNCWRIKKGFVPNMQVEGVFYVNDALEKLMFEELRNACRGGGVGGFLPAMKQIGNVAALPGIVHRSIGLPDVHSGYGF
D.melanogaster|NP_609965.1    1 MVVRPYNDELRYLEKVSDHCWRIKKGFQPNMNVEGCFYVNSRLERLMLEELKNSCRPGAVGGFLPGVKQIANVAALPGIVGRSIGLPDIHSGYGF

E.coli|NP_417879.1    56 TIGSVIP-----TKGAIIPAAVGVDIGCGMNALRTALTAEDLPENLAELRQAIETAVPHGRTTGRCKRDKGAWENPPVNVDAKWAELEAGYQWLT
P.horikoshii|pdb1UC2|A  73 PIGGVAAFDVK--EGVISPGGIGYDINCGVRLIRTNLTEKEVRPRIKQLVDTLFKNVPSGVGSQGRIKLHWTQIDDVLVDGAKWA-VDNGYGWER
C.elegans|NP_492498.1   95 SIGNIAAFDVGNPESVISPGGVGFDINCGVRLLRTNLFEENVKPLKEQLTQSLFDHIPVGVGSRGAIPMLASDLVECLEMGMDWT-LREGYSWAE
C.reinhardtii|XP_001699521.1   66 AIGNVAAFDMDNPEAVVSPGGVGFDINCGVRLLRTNLTEAEVGPVREQLAQALFDHIPVGVGSQGIIPTTAKDMESALELGMDWS-LREGYAWAE
H.sapiens|AAH00151.1    95 AIGNMAAFDMNDPEAVVSPGGVGFDINCGVRLLRTNLDESDVQPVKEQLAQAMFDHIPVGVGSKGVIPMNAKDLEEALEMGVDWS-LREGYAWAE
M.musculus|NP_663397.1    95 AIGNMAAFDMNDPEAVVSPGGVGFDINCGVRLLRTNLDESDVQPVKEQLAQAMFDHIPVGVGSKGVIPMNAKDLEEALEMGVDWS-LREGYAWAE
D.melanogaster|NP_609965.1  96 AIGNMAAFDMNDPLSVVSPGGVGFDINCGVRLLRTNLYEKDVQPVKEQLAQSLFDHIPVGVGSKGIIPMNARDLEEALEMGMDWS-LREGYVWAE

E.coli|NP_417879.1    146 QK-----YPRFLNT-----------NNYKHLGTLGTGNHFIEIC---------------LDESDQVWIMLHSGSRGIGNAIGTYFIDLAQKEMQE
P.horikoshii|pdb1UC2|A  165 DLERLEEGGRMEGADPEAVSQRAKQRGAPQLGSLGSGNHFLEVQVVDKIFDPEVAKAYGLF-EGQVVVMVHTGSRGLGHQVASDYLRIMERAIRK
C.elegans|NP_492498.1   189 DKEHCEEYGRMLQADASKVSLRAKKRGLPQLGTLGAGNHYAEVQVVDEIYDKHAASTMGIDEEGQVVVMLHCGSRGLGHQVATDSLVEMEKAMAR
C.reinhardtii|XP_001699521.1  160 DKEHCEEYGRMLNADPRYVSSRAKKRGLPQMGTLGAGNHYAEVQVVDEVYDAVAARRMGIDTPGQVVVMIHSGSRGLGHQVATDALVAMERAMAR
H.sapiens|AAH00151.1    189 DKEHCEEYGRMLQADPNKVSARAKKRGLPQLGTLGAGNHYAEIQVVDEIFNEYAAKKMGIDHKGQVCVMIHSGSRGLGHQVATDALVAMEKAMKR
M.musculus|NP_663397.1    189 DKEHCEEYGRMLQADPNKVSPRAKKRGLPQLGTLGAGNHYAEIQVVDEIFNEYAAKKMGIDHKGQVCVMIHSGSRGLGHQVATDALVAMEKAMKR
D.melanogaster|NP_609965.1  190 DKEHCEEYGRMLNADPAKVSMRAKKRGLPQLGTLGAGNHYAEIQVVDEIYDKWSASKMGIEEKGQVVVMIHSGSRGFGHQVATDALVQMEKAMKR

E.coli|NP_417879.1    210 TLETLPSRDLAYFMEGTEYFDDYLKAVAWAQLFASLNRDAMMENVVTALQSITQKTVRQPQTLAMEE-INCHHNYVQKEQHFG----EEIYVTRK
P.horikoshii|pdb1UC2|A  259 YRIPWPDRELVSVPFQSEEGQRYFSAMKAAANFAWANRQMITHWVRESFQEVFKQDPEG--DLGMDIVYDVAHNIGKVEEHEVDGKRVKVIVHRK
C.elegans|NP_492498.1   284 DGIVVNDKQLACARINSVEGKNYFSGMAAAANFAWVNRSCITFCVRNAFQKTFGMSAD---DMDMQVIYDVSHNVAKMEEHMVDGRPRQLCVHRK
C.reinhardtii|XP_001699521.1  255 DGIITNDRQLACARINSEEGQAYLKAMSCAANYAWVNRSSMTFLARQAFAKIFKSTPD---DLDMHVVYDVSHNIAKVEQHCVDGQHRRLLVHRK
H.sapiens|AAH00151.1    284 DKIIVNDRQLACARIASPEGQDYLKGMAAAGNYAWVNRSSMTFLTRQAFAKVFNTTPD---DFDLHVIYDVSHNIAKVEQHVVDGKERTLLVHRK
M.musculus|NP_663397.1    284 DKIIVNDRQLACARIASPEGQDYLKGMAAAGNYAWVNRSSMTFLTRQAFAKVFNTTPD---DLDLHVIYDVSHNIAKVEQHVVDGKERTLLVHRK
D.melanogaster|NP_609965.1  285 DKIETNDRQLACARINSVEGQDYLKAMAAAANFAWVNRSSMTFLTRQAFAKMFNTTPD---DLDMHVIYDVSHNIAKVENHMVDGKERKLLVHRK

E.coli|NP_417879.1    300 GAVSA-------------RAGQYGIIPGSMGAKSFIVRGL--GNEESFCSCSHGAGRVMSRTKAKKLFSVEDQIRATA----HVECRKDAEVIDE
P.horikoshii|pdb1UC2|A  352 GATRAFPPGHEAVPRLYRDVGQPVLIPGSMGTASYILAGTEGAMKETFGSTCHGAGRVLSRKAATRQYRGDRIRQELLNRGIYVRAASMRVVAEE
C.elegans|NP_492498.1   376 GATRAFPAHHPLIPVDYQLIGQPVLIGGSMGTCSYVLTGTEQGLVETFGTTCHGAGRALSRAKSRRTITWDSVIDDLKKKEISIRIASPKLIMEE
C.reinhardtii|XP_001699521.1  347 GSTRAFPPHHPLIPADYQLIGQPVLVGGTMGTSSYVLTGTEQGFTETFGSTCHGAGRARSRNNSRNKLDYQDVLDNLKAKGIAIRVASPKLVMEE
H.sapiens|AAH00151.1    376 GSTRAFPPHHPLIAVDYQLTGQPVLIGGTMGTCSYVLTGTEQGMTETFGTTCHGAGRALSRAKSRRNLDFQDVLDKLADMGIAIRVASPKLVMEE
M.musculus|NP_663397.1    376 GSTRAFPPHHPLIAVDYQLTGQPVLIGGTMGTCSYVLTGTEQGMTETFGTTCHGAGRALSRAKSRRNLDFQDVLDKLADMGIAIRVASPKLVMEE
D.melanogaster|NP_609965.1  377 GSTRAFPPHHPLIPVDYQLTGQPVLVGGTMGTCSYVLTGTEQGMQETFGSTCHGAGRALSRAKSRRNLDYKDVLDKLDQLGIAIRVASPKLVMEE

E.coli|NP_417879.1    376 IPMAYKDIDAVMAAQS--DLVEVIYTLRQVVCVKG
P.horikoshii|pdb1UC2|A  447 APGAYKNVDNVVKVVSEAGIAKLVARMRPIGVAKG
C.elegans|NP_492498.1   471 APESYKNVTDVVDTCDAAGISKKAVKLRPIAVIKG
C.reinhardtii|XP_001699521.1  442 APESYKDVSEVVDTCHQAGISKKAVKLRPIAVIKG
H.sapiens|AAH00151.1    471 APESYKNVTDVVNTCHDAGISKKAIKLRPIAVIKG
M.musculus|NP_663397.1    471 APESYKNVTDVVNTCHDAGISKKAIKLRPIAVIKG
D.melanogaster|NP_609965.1  472 APESYKDVTDVVDTCHAAGISKKCIKMRPIAVIKG
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