
                                                                                         
LanFP1                     MPLPA---THDIHLHGSINGHEFDMVGGGKGDPNAGSLVTTAKSTK-GALKFSPYLMIPHLGYGYYQYLPYPDG-P 
LanFP2                     MSLPT---THDLHIFGSVNGAEFDLVGGGKGNPNDGTLETSVKSTR-GALPCSPLLIGPNLGYGFYQYLPFPGG-A 
LanFP3                     MPLPA---THEIHLHGSVNGHEFDLVGSGKGDPKAGSLVTEVKSTM-GPLKFSPHLMIPHLGYGYYQYLPYPDG-P 
LanFP4                     MPLPT---THELHIFGSFNGVEFDLVGRGEGNPKDGSQNLHLKSTK-GPLQFSPWMLIPHIGYGFYQYLPYPDGEM 
LanFP5                     TPLPT---THELHIFGSFNGVEFDMVGRGIGNPNDGYEELNLKSTK-GALKFSPWILVPQIGYGFHQYLPYPDG-M 
LanFP6                     MPLPK---THELHIFGSFNGVKFDMVGEGTGNPNEGSEELKLKSTN-GPLKFSPYILVPHLGYAFNQYLPFPDG-M 
LanFP7                     MSVPT---NLDLHIYGSINGMEFDMVGGGSGNPNDGSLSVNVKSTK-GALRVSPLLVGPHLGYGHYQYLPFPDG-P 
LanFP8                     MSLPT---THDCHM GSINGHEFDLVGGGNGNPNDGTLETKVRSTK-GALPFSPVILAPNLGYGYHQYLPFPAG-T F
LanFP9                     MPLPA---THEIHLHGSINGHEFDLAGGGKGDPNAGSLVTTAKSTK-GPLKFSPHLMIPHLGYGYYQYLPYPDG-P 
LanFP10                    LPLPK---THELHIFGSFNGVEFDMVGRGIGNPNEGSEELNAKFTK-GPLKFSPYILVPHLGYAYYQYLPFPDG-M 
LanFP11                    MPLPA---THEIHIYGSVNGHEFDLVGGGKGDPNAGSLVTEVKSTM-GPLKFSPHLMIPHLGYGYYQYLPYPDG-P 
LanFP12                    QPLPT---THEVHVYGSINGVEFDLVGSGKGNPKDGSEEIQVKSTK-GPLGFSPYIVVPNIGYGFHQYLPFPDG-M 
GFP1_Ponme_33243032        MPDM----KLECHISGTMNGEEFELIGAGDGNTDEGRMTNKMKSIK-GPISFSPYLLSHILGYGYYHFATFPAGYE 
GFP1_Ponpl_33243026        MPAM----KIECRISGTLNGVVF LVGGGEGIPEQGRMTNKMKSTK-GALTFSPYLLSHVMGYGFYHFGTYPSGYE E
GFP_Chipo_85658701         MTTF----KIESRIHGNLNGEKFELVGGGVGE--EGRLEIEMKTKD-KPLAFSPFLLSHCMGYGFYHFASFPKGTK 
Nemve_156385591         56 YSLSKDAMKLHFKMEGSVNGHCFEIQGVGEGKAFDGEHWSKLCVVKGKHLPFSFDILMPSMSYGTKQFAKYPAGMT 
Nemve_156388065            MSLSKDAMKLHLILEGSVNGHCFEIHGEGEGKAFEGEQWSKFTVKKGGPLPFSFDLIAPCLKYGSKPFVKYPDDMT 
Monca_154814320            MSVIKTDMKIKLRMEGAVNGHKFVIEGEGEGKPFDGKQTMDLTVIEGAPLPFAYDILTTVFDYGNRVFAKYPKDIP 
Monca_154814322            MSVIKPDMKIKLRMEGAVNGHKFVIEGDGKGKPFEGKQTMDLTVIEGAPLPFAYDILTTVFDYGNRVFAKYPKDIP 
Azami-Green_52839539       MSV L MRG VNGHNFVIEGEGKGNPYEGTQILDL VTEGAPLPFAYDILTTVFQYGNRAFTKYPADIQ IKPEMKIK C T N
Dronpa_56201403            MSVIKPDMKIKLRMEGAVNGHPFAIEGVGLGKPFEGKQSMDLKVKEGGPLPFAYDILTTVFCYGNRVFAKYPENIV 
EosFP_55667942             MSAIKPDMKINLRMEGNVNGHHFVIDGDGTGKPFEGKQSMDLEVKEGGPLPFAFDILTTAFHYGNRVFAEYPDHIQ 
CyanFP_154814310           MSV L MDGIVNGHKF ITGEGEGKPFEGTHTIILKVKEGGPLPFAYDILTTAFQYGNRVFTKYPKDIP IKSVMKIK R M
Kaede_23503508             MSLIKPEMKIKLLMEGNVNGHQFVIEGDGKGHPFEGKQSMDLVVKEGAPLPFAYDILTTAFHYGNRVFAKYPDHIP 
Photoconvert_125395854     MSVIKSVMNVKLRLEGAVNGHPFVIEGKGNGHPFEGTQDIKLTVKEGGPLPFAYDILTTVFHYGNRVFVKYPDDIV 
YFP_Corca_72256906       4 KQV Y MDGCVNGHSFTIEGEGTGKPYEGNQTLKLRVTKGGPLPFAFDILTATFCYGNRCFCEYPEDMP ITQEMKMV H
NFCP_MONEF_55976263        MSVIATQMTYKVYMSGTVNGHYFEVEGDGKGRPYEGEQTVKLTVTKGGPLPFAWDILSPQCQYGSIPFTKYPEDIP 
RFP_Dissp_85002146       4 KNVIKEFMRFKVRMEGTVNGHEFEIEGEGEGRPYEGHNTVKLKVTKGGPLPFAWDILSPQFQYGSKVYVKHPADIP 
GFP3_Astla_42521556      4 KQEIKKEMTMDY MDGCVNGHSFTVKGDGAGKPYEGHQRLSL PLPFAFDILSAAFAYGNRCFTKYPKEIP V HVTGGQ
GFP_Renmu_12621060       7 NTCLQEVMSYKVNLEGIVNNHVFTMEGCGKGNILFGNQLVQIRVTKGAPLPFAFDIVSPAFQYGNRTFTKYPNDIS 
YFP_Phial_40365351       4 ALLFHGKIPYVVEMEGNVDGHTFSIRGKGYGDASVGKVDAQFICTT-GDVPVPWSTLVTTLTYGAQCFAKYGPELK 
GFP_AEQVI_1169893        4 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFSYGVQCFSRYPDHMK 
Secondary structure              sssssssssssss1sssssssssssss2sssssssssss3 
                                           
LanFP1                  --SPF GYAVYRVFDFE-DGG LTTEFKYSYEGS---HIKADMKLMGSGFPDDGPVMTSQIVDQDGCVSKKTYLNN QTSMLEGS K
LanFP2                  --SPFQTAIT-DGGYQVHRVFKFE-DGGVLSCNFRYTYEGG---KIKGEFQLIGSGFPAGGPVMSGGLTTLDRSVAKLQCSDD 
LanFP3                  --SPFQTAMLDGSGYKVHRVFNFE-DGGVLSIDYNYAYEGT---HIKSDFKLMGSGFPDDGPVMTSQIVDQDGCVSKKTYLND 
LanFP4                  --SPYQAAMYGGSGYLMHRTMQYE-DGAKISGHYKYTYEGS---HVKGEFQLIGTGFPTDGPVMTNQLTAADWCVDKLLYPND 
LanFP5                  --SPFQAAMQDGSGYQVHRTMQFE-DGASLTAHFRYTYEGS---HIKGEFQVIGTGFPADGPVMTNKLTAADWCVVKMVYPND 
LanFP6                  --SPFQAAMQDESGYQVHRTLQYE-DGAFVTANLRYTYEGS---HIKGEFQVIGTGFPPDGPVMTNKLTALDWSVVKFVYPND 
LanFP7                  --SPF GYQMHRSFNFE-DGAVLTATYNYSYSGG---KIQGEF LVGSCFPDDSPVMTNALTGLDRSVAKLMCVSD QAAVN-NG H
LanFP8                  --SPYQQAIT-NGGYQKHRTFKFE-DGGVMTINFRYTYSGN---KIKGEFHVVGSGFPDDGPVMTNSLQQHDHNVERLMVLGD 
LanFP9                  --SPFQATMLEGSGYTVHRVFDFE-DGGKLSIEFKYSYEGS---HIKADMKFTGTGFPEDGPVMTSQIVDQDGCVSKNTYLND 
LanFP10                 --SPFQAAMHDGSGYQVHRTIQYE-DGASVTAHYRYTYEGS---HIKGEFQVIGTGFPPDGPVMTNKLTAMDWSVTKMLYPND 
LanFP11                 --SPFQTAMLDGSGYSVHRVFDFE-DGGKLTLEFKYSYEGS---HIKADMKFTGSGFPDDGPVMTSQIVDEDGCVSKNTIHND 
LanFP12                 --SPFQAAADDGSGYVVHRNIQFE-DGASLTGIYRYSYDAG---HIKGEFRVVGSGFPADGPVMTKSLTAVDWSVATMLFPND 
GFP1_Ponme_33243032     --NIY GYSNVR YE-DGGIISITFNYRYEGN---KIIGDFKVVGTGFPTNSLIFTDKIIKSNPTCENMFPKAD LHAM-KNG TER
GFP1_Ponpl_33243026     --NPFLHAA-NNGGYTNTRIEKYE-DGGVLHVSFSYRYEAG---RVIGDFKVVGTGFPEDSVIFTDKIIRSNATVEHLHPMGD 
GFP_Chipo_85658701      --NIYLHAA-TNGGYTNTRKEIYE-DGGILEVNFRYTYEFN---KIIGDVECIGHGFPSQSPIFKDTIVKSCPTVDLMLPMSG 
GFP1_Nemve_156385591    --DFFKAAV-ENGGLSWERTMTFE-DGGYCTIVNTSELKDG---SLHYHTNFHGINLKPDGPVMQKRTMGWLPSVETNIPRRD 
GFP2_Nemve_156388065    --DFFKAAV-ENGGLSWERTMSLEQDGGFCSVVNTSKLDKD---GLHYHMTFQGINLDPNGPVMKKMTMGWLPSVETNIPRGN 
GFP1_Monca_154814320    --DYFKQTF--PEGYSWERSMTFE-DQGICTVTSDIKLEGD---CFFYEIRFYGVNFPSSGPVMQKKTLKWEPSTEIMYVRDG 
GFP2_Monca_154814322    --DYFKQTF--PEGYSWERSMTYE-DQGICIATNDITMMKGVDDCFVYKIRFDGVNFPANGPVMQRKTLKWEPSTEKMYVRDG 
Azami-Green_52839539    --DYFKQTF--PEGYHWERSMTYE-DQGICTATSNISMRGD---CFFYDIRFDGVNFPPNGPVMQKKTLKWEPSTEKMYVRDG 
Dronpa_56201403         --DYFKQSF--PEGYSWERSMNYE-DGGICNATNDITLDGD---CYIYEIRFDGVNFPANGPVMQKRTVKWEPSTEKLYVRDG 
EosFP_55667942          --DYFKQSF--PKGYSWERSLTFE-DGGICIARNDITMEGD---TFYNKVRFHGVNFPANGPVMQKKTLKWEPSTEKMYVRDG 
CyanFP_154814310        --DYFKQSF--PEGYSWERSMTFE-DQGVCTVTSDIKLEGD---CFFYEIRFYGVNFPSSGPVMQKKTLKWEPSTENMYVRDG 
Kaede_23503508          --DYFKQSF--PKGFSWERSLMFE-DGGVCIATNDITLKGD---TFFNKVRFDGVNFPPNGPVMQKKTLKWEASTEKMYLRDG 
Photoconvert_125395854  --DYFKLSF--PEGYSWERSMVYE-DGGVCLATSDIKLLKDEENCFFHKIRFDGVNFPANSPVMLKTTQKWEPSTEKMYARDG 
YFP_Corca_72256906      --DYYKQSF--PEGYSFERTMMFE-DGACCTTSVHLSLTKN---CFVHNSTFHGVNFPANGPVMQKKTLNWEPSSEKITPFEG 
NFCP_MONEF_55976263     --DYVKQSF--PEGFTWERIMNFE-DGAVCTVSNDSSIQGN---CFTYHVKFSGLNFPPNGPVMQKKTQGWEPHSERLFARGG 
RFP_Dissp_85002146      --DYKKLSF--PEGFKWERVMNFE-DGGVVTVTQDPSLQDG---CFIYKVKFIGVNFPSDGPVMQKKTMGWEASTERLYPRDG 
GFP3_Astla_42521556     --DMFKQAF--PGGMSWERTMTFE-DGGVASVSADISIEKDG--CFKHRSKFVGVNFPVNGPVMQNKTRGWEPSIEKMTVRDG 
GFP_Renmu_12621060      --DYFIQSF--PAGFMYERTLRYE-DGGLVEIRSDINLIED---KFVYRVEYKGSNFPDDGPVMQKTILGIEPSFEAMYMNNG 
YFP_Phial_40365351      --DFYKSCM--PEGYVQERTITFE-GDGVFKTRAEVTFENG---SVYNRVKLNGQGFKKDGHVLGKN-LEFNFTPHCLYIWGD 
GFP_AEQVI_1169893       QHDFFKSAM--PEGYVQERTIFFK-DDGNYKTRAEVKFEGD---TLVNRIELKGIDFKEDGNILGHK-LEYNYNSHNVYIMAD 
Secondary structure                 ssssssssssss4ssssssssssssssss5  ssssssssssss6                 sssssssss7    
 
LanFP1                  ---NTIVDSFDWSYNLQN--GKRYRARVSSHYIFDK-PFSADLMKKQPVFVYRKCHVKASK---TEVTLDEREKAFYELA 
LanFP2                  ---CTITGTNNWSFCTTD--GKRHQADVQTNYTFAK-PLPAGLKEKMPIFLGHQIEVQASK---TEINLSEKVKAFIDTV 
LanFP3                  ---NTIVDSFDWSYNLQN--GKRYRARVTSNYIFGK-PLAADVMKKQPVFVYRKCYVKSTQ---TEITLDEREKAFYEVN 
LanFP4                  ---KTIISKFDWSYTTTD--GKRYQAKVQTNFDFAK-PMAANYLQKQPMFVFRKVELEHSK---TEVKFKQWQKAFHDIM 
LanFP5                  ---KTILSTFDWTYTTTE--GKRYQSTVRTNYTFAK-PMAANILQKQPMFVFRKTELQHSK---TELTFKEWQKAFTDVM 
LanFP6                  ---KTILSTFDKTYTTTD--GKRYQCTFRENNTFAK-PMAADILQKQPMFIFHKTELQHSNN--AELTFKEKQTAFSDMK 
LanFP7                  ---DKL W Y TSS--GGRYRATVQTNFTFAK-PIAAGLKNNMPMFVFRQLEVTGSK---TEISLQEQQKAFSTVL AEFVD T R
LanFP8                  ---KTIGSDNMWTFTEKGGKDKRYKAEVMTNATFAQ-NLQPGLKNVMPLFVFRKVDIECSK---TEVSLVEKEKVFQDLI 
LanFP9                  ---NTIVDNFDWTYNLQN--GKRYRARVTSHYIFDK-PFSADLMKKQPVFVYRKCHVKASK---TEINLDEREKAFYELA 
LanFP10                 ---KTI G Y M L MFVFR L F EWQKAFTDVM LSTVDCSYTTTE-- KR QSK RENNTFAK-PMAADI QKQP KTE QHSK---TELT K
LanFP11                 ---NTIVDNFDWTNVLQN--GKRYRAHVTSHYIFGK-PLAADVMKKQPVFVYRKCYVKSTK---TEITLDEREKAFYEVV 
LanFP12                 ---TTVVSTIDWTCPTTS--GKRYHATVRTNYTFAK-PIAGSILQKQPMFVFRKTEVKASD---SEINLKESQKAFHDLV 
GFP1_Ponme_33243032     ---NTL YLLKD--GGYYSAQVNNHMHFKSAIHTTMLQNGGSMFTYRVVEETHTQ---NEVAIVEYQNVFKTPT VNAYTRT
GFP1_Ponpl_33243026     ---NVLVGSFARTFSLRD--GGYYSFVVDSHMHFKSAIHPSILQNGGSMFAFRRVEELHSN---TELGIVEYQHAFKTPT 
GFP_Chipo_85658701      ---NIIASSYARAFQLKD--GSFYTAEVKNNIDFKNPIH-ESFSKSGPMFTHRRVEETHTK---ENLAMVEYQQVFNSAP 
GFP1_Nemve_156385591    ----TL D M LKVND--GSFLRVQFETVYRFMKPVPAGFKMPPHHFMAYRLTRVDNDEHC-DTVIQHEWSEAFSCFL LG IN L
GFP2_Nemve_156388065    ----TLVGDINMLLKVND--GSFLRVKFVTVYRFMKPVPAGFKMPPHHFIAFKLTRVENDADC-NVVLLHEWGKAFSCFL 
GFP1_Monca_154814320    ----VLKGDVNMALLLEG--GGHYRCDFKTTYKAKK----FVQLPDYHFVDHRIEIVSHDKDY-NKVKLYEHAEAHSGLP 
GFP2_Monca_154814322    ----VL M LLLEG--GGHYRCDFKTTYKAKK----VVQLPDYHFVDHRIEIVSHDKDY-NKVKLYEHAEAHSGLP KGDVN A
Azami-Green_52839539    ----VLKGDVNMALLLEG--GGHYRCDFKTTYKAKK----DVRLPDYHFVDHRIEILKHDKDY-NKVKLYENAVARYSML 
Dronpa_56201403         ----VLKGDVNMALSLEG--GGHYRCDFKTTYKAKK----VVQLPDYHFVDHHIEIKSHDKDY-SNVNLHEHAEAHSELP 
EosFP_55667942          ----VL MALLLEG--NAHYRCDFRTTYKAKE---KGVKLPGYHFVDHCIEILSHDKDY-NKVKLYEHAVAHSGLP TGDIT
CyanFP_154814310        ----VLLGDVSRTLLLEG--NKHHRCNFRSTYRAKK----GVVLPEYHFVDHRIEILSHDKDY-NTVEVYENAVARPSML 
Kaede_23503508          ----VLTGDITMALLLKG--DVHYRCDFRTTYKSRQ---EGVKLPGYHFVDHCISILRHDKDY-NEVKLYEHAVAHSGLP 
Photoconvert_125395854  ----VV M LLLKG--GGHYRCDFKTTYKAKK----YVPLPDYHFVDHRIEITSHDKDY-NIVNVFEDAVAHSGLT KGDVN A
YFP_Corca_72256906      ----NLKGDVTMFLKLEG--GQQHRCQFQTTYKAHK----AVKMPPNHIIEHRLVRSQDG----DAVQLKEHAVAKCFTA 
NFCP_MONEF_55976263     ----MLIGNNFMALKLEG--GGHYLCEFKTTYKAKK----PVKMPGYHYVDRKLDVTNHNKDY-TSVEQCEISIARKPVV 
RFP_Dissp_85002146      ----VL LKLKD--GGHYLVEFKTIYMAKK----PVQLPGYYYVDSKLDITSHNKDY-TIVEQYERTEGRHHLF KGEIHKA
GFP3_Astla_42521556     ----TLKGHVTMFLKLEG--GGNYRCDFETTYKAKK----AVKMLDSHFIEHRLVTTIRG----NNVELQEDAEARNSGL 
GFP_Renmu_12621060      ----VLVGEVILVYKLNS--GKYYSCHMKTLMKSKG---VVKEFPSYHFIQHRLEKTYVEDG--GFVEQHETAIAQMTSI 
YFP_Phial_40365351      QANHGL I S VA TQMNTPIGGGPVHVPEYH ITYHVTLSKDVTDHRDNMSL EKSAFK MHEITG-- KEDFI DH H V TVRAVDCRK 
GFP_AEQVI_1169893       KQKNGIKVNFKIRHNIED--GSVQLADHYQQNTPIG--DGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITH 
Secondary structure         sssssssssssss8  ssssssssssssssss9         ssssssssssss10    sssssssssssss11  


