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Figure S1. FP molecular phylogeny of 15 species of Acropora, two Montipora, and one Astreopora in the family Acroporidae.
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A. GFP/CFP

                         1

mcac_s0872.g3.t1         MDGNVNGHSF VIKGEGEGKP YEGTHTIKLQ VVEGGPLPFS VDILSTVFQY GNRCFTKYPP NIVDYFKNSC PGGYTFERSF LYEDGAVCTA SGDITLDKKS FDHKSKFLGV NFPADGPVMK KATTNWEPSC EKMTPSGMTL KGDVTEFLLL KDGGRYKCQF HTFHE

aten_s0217.g35.t1        MEGCVDGHKF VITGHGNGNP FEGKQTINLC VVEGGPLPFS EDILSAVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESMFYGV NFPADGPVMK KMTTNWEPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DTVYK

aten_s0024.g134.t1       MEGCVDGHKF VITGHGNGNP FEGKQSINLC VVEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGHTWQRSL LFEDGAVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DTVYK

ayon_s0017.g53.t1        MEGCVDGHKF VITGHGNGNP FEGKQTINLC VVEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGHTWQRSL LIEDGAVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPSC EKIIPVPGIL KGDIAMYLLL KDGERYRCQF DTVYK

adig_s0077.g1.t1         MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

amur_s0439.g9.t1         MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

aech_s0097.g16_FGENESH   MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

amur_s0439.g7_FGENESH    MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

aawi_s1206.g1.t1         MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

acyt_s0141.g22.t1        MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

aflo_s0166.g22_FGENESH   MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFDY GNRVFTQYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

aint_s0981.g3.t1         MEGCVDGHKF VITGHGNGNP FEGKQTINLC VVEGGPLPFS EDILSAVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL IFEDGAVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

agem_s0214.g15.t1        MEGCVDGHKF VITGHGNGNP FEGKQTINLC VVEGGPMPFS EDILSAVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL IFEDGAVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

ayon_s0002.g203.t1       MEGCVDGHKF VITGNGNGNP FEGKQTINLC VVEGGPLPFS EDILSAVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFLGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

aech_s0097.g17.t1        MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVPMYLLL KDGGRYRCQF DSVYK

amur_s0439.g10.t1        MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVPMYLLL KDGGRYRCQF DSVYK

amur_s0439.g15.t1        MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVPMYLLL KDGGRYRCQF DSVYK

ahya_s0058.g36.t1        MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVPMYLLL KDGGRYRCQF DSVYK

amic_s0001.g132.t1       MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVPMYLLL KDGGRYRCQF DTVYK

amic_s0001.g131.t1       MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVPMYLLL KDGGRYRCQF DTVYK

anas_s0431.g5_FGENESH    MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPCC EKIIPLPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

aint_s0018.g49.t1        MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFC EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSF LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DSVYK

aflo_s0356.g13.t1        MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSF LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DSAYK

amic_s0001.g138.t1       MEGCVDGHKF VITGHGHGSP FEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHDSKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

aacu_s0216.g13.t1        MEGCVDGHKF VITGHGNGNP LEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGGVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

amic_s0001.g148.t1       MEGCVDGHKF VITGHGNGNP LEGKQTINLC VVEGGPLPFS EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGGVCTA SADITVEENC FYHESKFYGV NVPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMNLLL KDGGRYRCQL DTVYK

aawi_s0092.g12.t1_A      MEGCVDGHKF VITGHGNGNP FEGKQSINLC VVEGGPLPFC EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYKCQF DTVYK

aflo_s0166.g13.t1        MEGCVDGHKF VITGHGNGNP FEGKQSINLC VVEGGPLPFC EDILSAVFTY GNRVFTEYPQ GMVDYFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYKCQF DTVYK

ayon_s0017.g51.t1        MEGCVDGHKF VITGHGNGNP FEGKQTINLC VVEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTS IADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DTVYK

aten_s0024.g131_FGENESH  MEGCVDGHKF VITGHGNGNP FEGKQTINLC VVEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTS IADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DTVYK

aawi_s0092.g16_FGENESH   MEGSVDGHKF VITGHGNGNP FEGKQTMNLC VVEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWHRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPSC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

acyt_s0416.g3.t1         MEGSVDGHKF VITGHGNGNP FEGKQTMNLC VVEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWHRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DTVYK

adig_s0077.g23.t1        MEGSVDGHKF VITGHGNGNP FEGKQTMNLC VVEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWHRSL LFEDGAVCTA SADITVEENC FYHESQFHGV NFPADGPVMK KITTNWEPSC EKIIPVPGIL TGDIAMYLLL KDGGRYRCQF DTVYK

amur_s0994.g1_FGENESH    MEGSVDGHKF VITGHGNGNP FEGKQTMNLC VVEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWHRSL LFEDGAVCTT SADITVEENC FYHNSKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DTIYK

acyt_s0116.g40.t1        MEGSVDGHKF VITGHGNGNP FEGKQTMNLC VAEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWHRSL LFEDGAVCTT SADITVEENC FYHNSKFHGV NFPADGPVMK KMTTNWEPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DTIYK

aint_s0018.g44.t1        MEGCVDGHKF VITGHGNESP FEGKQTINLC VVEGGPLPFS EDILSPAFDY GNRVFTEYPQ DMVDFFKNSC PAGHTWHRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWDPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DSVYK

aech_s0097.g14.t1        MEGSVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSPAFDY GNRVFTEYPQ DMVDFFKNSC PAGHTWHRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWDPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DSIYK

aawi_s0092.g25_FGENESH   MEGSVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSPAFDY GNRVFTEYPQ DMVDFFKNSC PAGHTWHRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWDPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DSVYK

aflo_s0166.g21_FGENESH   MEGSVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSPAFDY GNRVFTEYPQ DMVDFFKNSC PAGHTWHRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWDPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DSVYK

aacu_s0216.g1.t1         MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSPAFDY GNRVFTEYPQ DMVDFFKNSC PAGHTWHRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWDPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DSTYK

ACH89429.1               MEGSVDGHKF VITGHGNGNP FEGKQTVNLC VAEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWHRSL LFEDGAVCTT SADITVEENC FYHNSKFHGV NFPADGPVMK KMTTNWEPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DTIYK

AAU06852.1               MEGSVDGHKF VITGHGNGNP FEGKQTMNLC VVEGGPLPFS EDILSAAFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWHRSL LFEDGAVCTT SADITVEENC FYHNSKFHGV NFPADGPVMK KMTTNWEPSC EKIIPVPGIL KGDIAMYLLL KDGGRYRCQF DTIYK

aech_s0097.g20_FGENESH   MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFS EDILSVVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWHRSL LFEDGAVCT- -----AWENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDGGRYRCQF DTVYK

aawi_s0092.g19_FGENESH   MEGSVDGHKF VITGHGNGNP FEGKQTINLC VVEGRPLPFS EDILSAAFDY GNRVFTEYP- ---DFFKNSC PAGYTWHRSL LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPILGIL KGDVTMYLLL KDGGRYQCQF DTVYK

aflo_s0166.g5_FGENESH    MEGCVDGHKF VITGHGNGNP FEGKQTTNLC VVEGGPLPFS EDILSSVFDY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSL LFEDGAVCTA SADITVEENC FYHESKFYGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAMYLLL KDETRKRCRS GASSN

aawi_s0092.g30.t1        MEGCVDGHKF VITGHGNGSP FEGKQTINLC VVEGGPLPFC EDILSAVFTY GNRVFTEYPQ GMVDFFKNSC PAGYTWQRSF LFEDGAVCTA SADITVEENC FYHESKFHGV NFPADGPVMK KMTTNWEPCC EKIIPVPGIL KGDVAVNYIA ENQSTYVCDT STWTQ

AAG16224.1               MEGTVNGHEF EIKGEGEGRP YEGHCSVKLM VTKGGPLPFA FDILSPQFQY GSKVYVKHPA DIPDYKKLSF PEGFKWERVM NFEDGGVVTV SQDSSLKDGC FIYEVKFIGV NFPSDGPVMQ RRTRGWEASS ERLYPRDGVL KGDIHMALRL EGGGHYLVEF KSIYM

AAN05449.1               MEGSVNGYQF KCTGEGDGNP YMGTQTMRIK VVEGGPLPFA FDILATSFMY GSKTFIKHTK GIPDFFKQSF PEGFTWERVT RYEDGGVFTV MQDTSLEDGC LVYHAKVTGV NFPSNGAVMQ KKTKGWEPNT EMLYPADGGL RGYSQMALNV DGGGYLSCSF ETTYR
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aten_s0297.g29.t1            MEGSVNGHEF TIEGLATGYP YEGKQMSELV II-GKPLPFS FDILSSVFQY GNRCFTKYPA DIPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KQTIGWDKSF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF HSTYK

ayon_s0069.g94.t1            MEGSVNGHEF TIEGVATGYP YEGKQMSELV IIKEKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KQTIGWDKSF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF HSTYK

ayon_s0069.g91_FGENESH       MEGSVNGHEF TIEGVATGYP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DVPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KQTIGWDKSF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF HSTYK

anas_s0982.g2.t1             MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KQTIGWDKSF EKMTVSKEML RGDVTMFLML EGGGYHRCQF HSTYK

aech_s0236.g2.t1             MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KQTIGWDKSF EKMTVSKEVL RGDVTMFLML EGGGFHRCQF HSTYK

aacu_s0263.g32.t1            MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFPTDGPVMK KQTIGWDKSF EKMTVSKEML RGDVTMFLML EGGGFHRCQF HSTYK

ahya_s0186.g17.t1_C          MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFQGV NFPADGPVMK KKTIGWDKSF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF HSTYK

ahya_s0186.g17.t1_A_FGENESH  MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIFQGV NFPADGPVMK KKTIGWDKSF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF HSTYK

asel_s0364.g17.t1_B          MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KQTIGWDKSF EKMSVAKEVL RGDVTMFLML EGGGYHRCQF DSTYK

aint_s0921.g2.t1_B           MEGSVNGQEF TIEGVGTGNP YEGKQTSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF VFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFAADGPVMK KQTIGWDKSF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF HSTYK

aflo_s0363.g33.t1_A          MEGSVNGQEF TIEGVGTGNP YEGKQTSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF VFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFAADGPVMK KQTIGWDKSF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF HSTYK

amic_s0168.g32.t1_B          MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA EMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIDWDKSF EKMTVSKEVL RGDVTMFLML EGGGSHRCQF HSTYK

asel_s0364.g20.t1            MEGSVNGHEF TIEGVGTGYP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIDWDKSF EKMTVSKEVL RGDVTMFLML EGGGSHRCQF HSTYK

ahya_s0024.g65_FGENESH       MEGSVNGHEF MIEGVGTGYP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWKIRLEGNC FMHNSIFHGV NFPADGPVMK KKTIGWDKSF EKMTVSKEVL RGDVTMFLML EGGGSHRCQF HSTYK

acyt_s0996.g1_FGENESH        MEGSVNGHEF TIEGVGTGYP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FMHNSIFHGV NFPADGPVMK KKTIGWDKSF EKMTVSKEVL RGDVTMFLML EGGGSHRCQF HSTYK

aech_s0236.g5.t1_A           MEGSVNGHEF TIEGVATGYP YEGKQMSELV IIKGKPLPFS FDILSSVFHY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KQTIDWEKSF EKMTVSKEVL TGDVTMFLML EGGGSHRCQF HSTYK

asel_s0364.g17.t1_A          MEGSVNGHEF TIEGVATGYP YEGKQMSELV IIKGKPLPFS FDILSSVFHY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KQTIDWEKSF EKMTVSKEVL RGDVTMFLML EGGGSHRCQF HSTYK

aacu_s0263.g33.t1            MEGSVNGHEF SIEGVGTGNP YEGKQTSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFPADGPIMQ KKTIGWDKSF EKMSVSKEVL RGDVTMFLML EGGGSHRCQF HSTYK

ahya_s0186.g17.t1_B          MEGSVNGHEF TIEGVGTGNP YEGKQTSELV IIKGKPLPFP FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIFHGV NFPADGPIMQ KKTIGWDKSF EKMSVSKGVL RGDVTMFLML EGGGSHRCQF HSTYK

aint_s0921.g2.t1_A           MEGSVNGQEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSILNGV NFPADGSVMK KQTIGWDKSF EKMTVSKEKL RGDVTMFLML EGGGYHRCQF HSTYK

AAU06846.1                   MEGSVNGHEF TIEGVGTGYP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIDWDKSF EKMTVSKEVL RGDVTMFLML EGGGSHRCQF HSTYK

aech_s0374.g2_FGENESH        MEGSVNGHEF TIEGVATGYP YEGKQMSELV IIKGKPLPFS FDILSSVFHY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGAVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTMFLLL EGGGYHRCQF HSTY-

aint_s0921.g4.t1             MEGTVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KKTVGWDKSF QKMTVSKEVL RGDLTMFLLL EGGGYHRCQF HSTYK

aflo_s0007.g2.t1             MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KKTVGWDKSF QKMTVSKEVL RGDLTMFLLL EGGGYHRCQF HSTYK

ahya_s0340.g1.t1_A           MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KKTVGWDKSF QKMTVSKEVL RGDLTMFLLL EGGGYHRCQF HSTYK

acyt_s0089.g41.t1_A          MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KKTVGWDKSF QKMTVSKEVL RGDLTMFLLL EGGGYHRCQF HSTYK

agem_s0168.g4_FGENESH        MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KKTVGWDKSF QKMTVSKEVL RGDLTMFLLL EGGGYHRCQF HSTYK

adig_s0061.g25_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSVYHGV NFPADGPVMK KKTVGWDKSF QKMTVSKEVL RGDLTMFLLL EGGGYHRCQF HSTYK

adig_s0061.g24.t1            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IMKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KKTVGWDKSF QKMTVSKEVL RGDLTMFLLL EGGGYHRCQF HSTYK

aacu_s0239.g10.t1            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSPVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRVEGNC FIHNSIYHGV NFPADGPVMK KKTVGWDKSF QKMTVSKEVL RGDLTMFLLL EGGGYHRCQF HSTYK

acyt_s0426.g1.t1             MEGSVNGHEF TIEGLGTGNP YEGTQMSELV IIKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIYNGV NFPADGPVMK KKTVGWDKSF QKMTVSKEVL RGDLTMFLLL EGGGYHRCQF HSTYK

agem_s0168.g3_FGENESH        MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KKTVGWDKSF QKMTVSKEVL RGDLTMFLLL EGGGYHRCQF HSTY-

agem_s0036.g31.t1            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF VFEDGGVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTQFLLL EGGGYHRCQF HSTYK

aawi_s0089.g45.t1            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNLCFTKYPA DMPDYFKQGF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIYHGV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTQFLLL EGGGYHRCQF HSTYK

anas_s0982.g1.t1             MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSTAFQY GNLCFTKYPA DMPDYFKQGF PDGMSYERSF MFEDGGVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTQFLLL EGGGYHRCQF HSTYK

aacu_s0263.g34.t1            MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSTAFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF MFEDGGVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTQFLLL EGGGYHRCQF HSTYK

asel_s2008.g1.t1             MEGIVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSTAFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTQFLLL EGGGYHRCQF HSTYK

anas_s0257.g31.t1            MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSTAFQY GNLCFTKYPA DMPDYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLEGNC FIHNSIFHAV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTQFLLL EGGGYHRCQF HSTYK

adig_s0146.g18.t1            MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSTAFQY GNLCFTKYPA DMPDYFKQGF PDGMSYERSF LFEDGGVATA SWKIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWDKSF QKMTVSKELL RGDVTQFLLL EGGGYHRCQF HSTYK

acyt_s0211.g20.t1            MEGIVNGHEF TIEGVGTGNP YEGKQMSELV IIKGEPLPFS FDILSTAFQY GNLCFTKYPA DMADYFKQGF PDGMSYERSF IFEDGGVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTQFLLL EGGGYHRCQF HSTYK

ahya_s0186.g16_FGENESH       MEGIVNGHEF TIEGVGTGNP YEGKQMSELV IIKGEPLPFS FDILSTAFQY GNLCFTKYPA DMADYFKQAF PDGMSYERSF MFEDGGVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTQFLLL EGGGYHRCQF HSTYK

asel_s0364.g19.t1            MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSTAFQY GNLCFTKYPA DVADYFKQGF PDGMSYERSF LFEDGGVATA SWTIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTQFLLL EGGGYHRCQF HSTYK

aech_s0236.g3_FGENESH        MEGIVNGHEF TIEGVGTGNP YEGKQMSELV IIKGEPLPFS FDILSTAFQY GNLCFTKYPA DMADYFKQGF PDGMSYQRSF RFEDGGVATA SWKIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWDKSF QKMTVSKEVL RGDVTQFLLL EGGGYHRCQF HSTYK

aflo_s0363.g34_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQGF PDGMSYERSF LFEDGGVATA SWTIRLEGNC FIHNSIYHGV NFPADGPVMK KKTIGWDKSF QKMTVSKETL RGDVTMFLLL EGGGYHKCQF HSTYK

aflo_s0363.g31.t1            MEGIVNGHEF TIEGVGTGNP YEGKQMSELV IIKRKPLPFS FDILSTVFQY GNRCFTKYPE GMPDYFKQAF PDGMSYERSF VFEDGGVATA SWNIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWDKSF EKMTVYKEVL RGDVTMFLLL EGGGYHKCKF DSTFK

aint_s0457.g19_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKRKPLPFS FDILSTVFQY GNRCFTKYPE DMPDYFKQGF PDGMTYERAF LFEDGGVATA SWNIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWDKSF EKMTVYKEVL RGDVTMFLLL EGGGYHKCKF DSTFK

amic_s0168.g31.t1            MEGIVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPE GMPDYFKQAF PDGMSYERSF IFEDGGVATA SWTIRLEGNC FIHKSIYHGV NFPADGPVMK KKTIGWDKSF EKMTLSKEVL RGDVTMFLLL EGGGYHKCKF DSTFK

amur_s0305.g31.t1            MEGIVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPE GMHDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWDKSF EKMTVSKEVL RGDVTMFLLL EGGGYHSCQF DSTFK

anas_s0257.g30.t1_B          MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FEILSSVFQY GNRCFTKYPE GMPDYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLEGNC FIHKSIFHGV NFPADGPVMT KKTIGWDKSF EKMTVSKEVL RGDVTMFLLL EGGGYHRCQF DSTFK

acyt_s0211.g18_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPE GMPDYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWDKSF EKMTVSKEVL RGDVTMFLLL EGGGYHRCQF DSTFK

adig_s0146.g21_FGENESH       MEGTVNGHEF TIEGVGTGNP YEGKQLSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPE GMPDYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLDGNC FIHKSIFHGV NFPADGPIMQ KKTIGWDESF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF DSTFK

amic_s0168.g30_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGKQLSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPE GMPDYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLEGNC FIHKSIFHGV NFPADGPIMQ KKTIGWDESF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF DSTFK

aflo_s0363.g32_FGENESH       MEGIVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWDESF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF DSTFK

aint_s0457.g20.t1            MEGIVNGHEF TIEGVGTGNP YEGKQISELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWDESF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF DSTFK

aint_s0457.g18_FGENESH       MEGIVNGHEF TIEGVGTGNP YEGKQISELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWDESF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF DSTFK

asel_s0267.g3_FGENESH        MEGIVNGHEF TIEGVGTGNP YEGKQLSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPE DMPDYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWDESF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF DSTFK

ahya_s0186.g19.t1            MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQGF PDGMSYERSF LFEDGGVATA SWTIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWDKSF EKMTVSKGVL RGDVTMFLML EGGGYHRCQF DSTFK

acyt_s0211.g19_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMADYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWDKSF EKMTVSKEVL RGDVTMFLLL EGGGYHSCQF DSTFK

agem_s0036.g32_FGENESH       MEGIVNGHEF KIEGVGTGNP YEGKQISELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMLDYFKQGF PDGMSYERSF MFEDGGVATA SWTIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWDESF EKMTVYKEVL RGDVTMFLML EGGGYHRCQF DSTFK

aint_s0457.g21.t1            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMQ KQTIGWDKSF EKMTVSNEVL RGDVTQFLLL EGGGYHKCQF RSTYK

aawi_s0089.g44_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTVFQY GNRCFTKYPA DMPDYFKQAF PDGMSYERSF VFEDGGVATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMQ KKTIGWDKSF EKMTVSKEVL RGDVTQFLLL EGGGYHKCQF RSTYK

asel_s0267.g2.t1             MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSSVFQY GNLCFTKYPA DMPDYFKQAF PDGMSYERSF IFEDGGVATA SWTIRLEGNC FIHKSIYHGV NFPADGPVMK KKTIGWDKSF EKMTVSKDVL RGDVTQFLQL EGGGYHKCQF RSTYK

aech_s0201.g1.t1             MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPA DMPDYFKQAF PGGMSYERSF IFEDGGVATA SWNIRLDGNC FIHNSIYHGV NFPADGPVMK KKTIGWDKSF EKMTVSKEVL RGDVTQFLQL EGGGYHKCQF RSTYK

anas_s0257.g30.t1_A          MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE GMHDYFKQAF PDGMSYERSF IFEDGGVATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMK KKTIGWDKSF EKMTVSKEVL RGDVTQFLLL EGGGYHKCQF RSTYK

aacu_s0263.g31.t1            MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE GMHDYFKQAF PDGMSYERSF IFEDGGVATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMK KKTIGWDKSF EKMTVSKEVL RGDVTQFLLL EGGGYHKCQF RSTYK

ahya_s0186.g18.t1            MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE GMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMQ KKTIGWDKSF EKMTVSKEVL RGDVTQFLEL EGGGYHKCQF RSTYK

amic_s0168.g32.t1_C_FGENESH  MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE GMTDYFKQAF PEGMSYERSF VFEDGGVATA SWTIRLEGNC FIHNSIYHGV NFPADGPIMN KKTIGWDKSF EKMTVSKEVL RGDVTQFLLL EGGGYHKCQF RSTYK

amic_s0168.g32.t1_A          MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE GMTDYFKQAF PEGMSYERSF VFEDGGVATA SWTIRLEGNC FIHNSIYHGV NFPADGPIMN KKTIGWDKSF EKMTVSKEVL RGDVTQFLLL EGGGYHKCQF RSTYK

aint_s0466.g3.t1             MEGSVNGHEF TIEGVGTGNP YEGTQMPELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPA GMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMK KKTTGWEKSF EKMTVSKGVL RGDVTQFLML EGGGYHRCQF HSTYK

adig_s0146.g16.t1            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFEY GNRCFTKYPE GMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWEKSF EKMTVSKEVL RGDVTQFLML EGGGYHRCQF HSTYK

adig_s0004.g88_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSAFQY GNRCFTKYPE SMPDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWEKSF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF HSTYK

aacu_s0401.g2.t1             MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFEY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMK KKTIGWEKSF EKMTVSKDVL RGDVTQFLML EGGGYHRCQF HFTYK

aech_s0236.g6.t1             MEGSVNGHEF TIEGVGIGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEEDC FIHKSIYHGV NFPADGPVMK KKTTGWEKSF EKMTVSKDVL RGDVTQFLML EGGGYHRCQF HSTYK

amur_s0565.g1.t1             MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGDC FIHKSIYHGV NFPADGPVMK KKTTGWEKSF EKMTVSKDVL RGDVTQFLML EGGGYHRCQF HSTYK

acyt_s0211.g25_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE GMTDYFKQAF PEGMSYERSF LFEDGGVATA SWNIRLEEDC FIHKSIYHGV NFPADGPVMK KKTTGWEKSF EKMTVSKGVL RGDVTQFLML EGGGYHRCQF HSTYK

adig_s0146.g13.t1            MEGSVNGHEF TIEGVGTGYP YEGKQMSELV IIKGKPLPFS FDILSSAFEY GNRCFTKYPE GMHDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGDC FIHKSIYHGV NFPADGPVMK KKTIGWEKSF EKMTASKDVL RGDVTMFLML EGGGYHRCQF HSTYK

adig_s0146.g15.t1            MEGSVNGHEF TIEGVGTGYP YEGKQMSELV ITKGKPLPFS FDILSSAFEY GNRCFTKYPE GMHDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGDC FIHKSIYHGV NFPADGPVMK KKTIGWEKSF EKMTASKDVL RGDVTMFLML EGGGYHRCQF HSTYK

anas_s0385.g12.t1            MEGSVNGHEF TIEGVGTGYP YEGKQTTELV IIKGKPLPFS FDILSSAFEY GNRCFTKYPE GMHDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGDC FIHKSIYHGV NFPADGPVMK KKTIGWEKSF EKMTVSKDVL RGDVTMFLML EGGGYHRCQF HSTYK

amic_s0168.g36.t1            MEGSVNGHEF TIEGVGTGYP YEGKQMTELV IIKGKPLPFS FDILSSAFEY GNRCFTKYPE GMHDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGDC FIHKSIYHGV NFPADGPVMK KKTIGWEKSF EKMTVSKDVL RGDVTMFLML EGGGYHRCQF HSTYK

ahya_s0186.g13.t1            MEGSVNGHEF TIEGVGTGYP YEGKQMSELV IVKGKPLPFS FDILSSAFQY GNRCFTKYPE GMHDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGDC FIHKSIFHGV NFPADGPVMK KKTIGWEKSF EKMTASKEVL RGDVTMFLML EGGGYHRCQF HSTYK

ahya_s0186.g14_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGKQMSELV IIKGKPLPFS FDILSSAFEY GNRCFTKYPE GMHDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGDC FIHKSIFHGV NFPADGPVMK KKTIGWEKSF EKMTASKDVL RGDVTMFLML EGGGYHRCQF HSTYK

acyt_s0211.g26_FGENESH       MEGSVNGHEF TIEGVGTGYP YEGKQMSELV IIKGKPLPFS FDILSSAFQY GNRCFTKYPE GMHDYFKQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHNSIFHGV NFPADGPVMK KKTIGWEKSF EKMTVSKDVL RGDVTMFLML EGGGYHRCQF HSTYK

asel_s0364.g15_FGENESH       MEGSVNGHEF TIEGVGTGYP YEGKQMSELL IIKGKPLPFS FDILSSAFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LFEDGGVATA SWTIRLEGNC FIHKSIFHGV NFPADGPVMK KKTIGWEKSF EKMTVSKEVL RGDVTMFLML EGGGYHRCQF HSTYK

aawi_s0089.g48_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE DLPDYFKKAF PDGMSYERSF LFEDGGVATA SWTIRLEGNC FIHKSIYHGV NFPADGPVMK KKTIGWEKSF EKMTGSKDVL RGDVTQFLML EGGGYHRCQF HSTYK

aflo_s0517.g1.t1             MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE DLPDYFKKTF PDGMSYERSF LFEDGGVATA SWTIRLEGNC FIHKSIYHGV NFPADGPVMK KKTTGWEKSF EKMTGSKGVL RGDVTQFLML EGGGYHRCQF HSTYK

aten_s0297.g27.t1            MEGSINGHEF TIEGEGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE GMPDYFKEAF PAGMSYERSF LFEDGGVATA SWTIRLEGNC FIHKSIYHGV NFPADGPVMQ KKTTGWEKSF EKMTVSQGVL RGDVTQFLML EGGGYHRCQF HSTYK

ayon_s0069.g100.t1           MEGSINGHEF TIEGEGTGNP YEGTQMSELV IIKGKPLPFS FDILSTAFQY GNRCFTKYPE GMPDYFKEAF PAGMSYERSF LFEDGGVATA SWTIRLEGNC FIHKSIYHGV NFPADGPVMQ KKTIGWEKSF EKMTVSQGVL RGDVTQFLML EGGGYHRCQF HSTYK

ayon_s0069.g97.t1            MEGSVNGHEF TIEGVGTGYP YKGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMPDYFKQAF PDGMSYERSF LYEDGGVATA SWNLRLEGDC FIHKSIYHGV NFPADGPVMK KKTIGWDKSF EKMTVSKGVL RGDLTEFLML EGGGYHSCQF HSTYK

ayon_s0069.g96_FGENESH       MEGSVNGHEF TIEGVGTGYP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMPDYFKEAF PAGMSYERSF LYEDGGVATA SWNLRLEGDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKGVL RGDLTEFLML EGGGYHSCQF HSTYK

aint_s0921.g6.t1             MEGSVNGHEF TIEGVGTGYP YEGTQMSELV IIKGKPLPFS FDILSTVFQY GNRCFTKYPA GMTDYFKEAF PDGMSYERSF LYEDGGIATA SWNIRLDGDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCKF HSTYK

agem_s0036.g30_FGENESH       MEGSVNGHEF TIEGVGTGYP YEGTQMSELV IIKGKPLPFS FDILSTVFQY GNRCFTKYPA GMTDYFKEAF PDGMSYERSF LYEDGGIATA SWNIRLDGDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHRCQF HSTYK

agem_s0036.g29.t1            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTVFQY GNRCFTKYPA GMTDYFKEAF PDGMSYERSF LYEDGGVATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDLL RGDVTEFLML EGGGYHSCQF YSTYK

aflo_s0363.g35_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPA GMTDYFKEAF PDGMSYERSF LYEDGGIATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF YSTYK

aawi_s0089.g46.t1            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSTVFQY GNRCFTKYPA GMTDYFKEAF PDGMSYERSF LYEDGGIATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

amic_s0168.g35.t2            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LYEDGGVATA SWNIRLERDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

anas_s0257.g32_FGENESH       MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LYEDGGVATA SWNIRLERDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

ahya_s0628.g2_FGENESH        MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LYEDGGVATA SWNIRLERDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

amur_s0993.g1_FGENESH        MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LYEDGGVATA SWNIRLERDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

amic_s0168.g34.t1            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LYEDGGVATA SWNIRLERDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

asel_s0364.g18.t1            MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LYEDGGVATA SWNIRLERDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

aacu_s0401.g1.t1             MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LYEDGGVATA SWNIRLERDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

acyt_s0211.g22_FGENESH       MEGSVNGHEF TIEGVGNGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LYEDGGVATA SWNIRLERDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

aech_s0236.g4.t1             MEGSVNGYEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LYEDGGVATA SWNIRLERDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

amur_s0993.g2_FGENESH        MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKRLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSYERSF LYEDGGVATA SWNIRLEGDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

AAU06849.1                   MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMTDYFKQAF PDGMSFERSF LYEDGGVATA SWNIRLERDC FIHKSIYHGV NFPADGPVMK KKTIGWDKAF EKMTVSKDVL RGDVTEFLML EGGGYHSCQF HSTYK

aten_s0297.g28_FGENESH       MEGSVNGHEF TIEGVLIGDP YEGTQMSELV ITKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFMQAF PDGMSYERSF LFEDGGVATA SWNIRLEGNC FIHKSIYHGV NFPADGPVMQ KKTIGWEKSF EKMTVSQGVL RGDVTQFLTL EGGGYHRCQF HSTYK

ayon_s0289.g1_FGENESH        MEGSVNGHEF TIEGVGTGNP YEGTQMSELV ITKGKPLPFS FDILSTVFQY GNRCFTKYPE GMPDYFKEAF PAGMSYERSF LYEDGGVATA SWNLRLEGNR FIHKSIYDSI KFPADGPVMK KKTIGWDKSC KKVTVSKEVL RGDVTMFLLF EGGGYHRCQF DSTFK

ayon_s0069.g90_FGENESH       MEGSLNGHEF TIEGVGTGNP YEGTQMSELV IIKGKPLPFS FDILSSVFQY GNRCFTKYPA DMPDYFKQAF PAGMSYERSF LFEDGGVATA TATVGPFGNR FIHKSIYDGI NFPADGPVMK DKTIGWDKSF EKVTVSKEVL RGDVTMFLLF EGGGYHRCQF DSTFK

spis_XP_022805203.1          MKGWVNGHEF TIEGEGNGKP YEGKQTANFK VITGAPLSFS FDIPSSVFQY GNRCFTRYPE GMPDYFKQAF PAGMSYERTF TFEDGGVATA SGHISLEGNC FKHKSIFHGV NFPADGPVMK KETTGWDPSF EKMTVCKGFL MGDITMFLLL KNGGYQRCHF NTTYK

spis_XP_022807490.1          MEGCVNGHPF TITGVGNGNP YEGKQNANFE V--GGPLPFS FDILSSAFMY GNRCFTKYPA NIPDYFKQAF PAGMSYERTF IFEDGGVR-- --YFSLEGKC FHHKSMFHGV NFPADGPIMK KETTGWDPSF EKMTVSEGLL KGDVTMFLVL KGGGYHKCQF HTTYK

spis_XP_022778185.1          MEGSVNGHAF TIEGEGTGKP YEGKQSGTFR VTKGGPLPFA FDIVAPTLKY GFKCFMKYPA DIPDYFKLAF PEGLKYDRKI TFEDGGCATA TVEMSLKGNT LMHKTNFQGG NFPIDGPVMQ KRTLGWEPTS EKMTPCDGII KGDTMMYLMV EGGKTLKCRY ENNYR

astr_s0038.g6_FGENESH        LEGTVNGHDF TIEGKGEGKP YEGLQHMKLT VTKGAPLPFS VHILTPCNMY GSKPFNKYPA DIPDYHKQSF PEGMSWERSM IFEDGGVCTA SNHSSLQENC FIYDVKFHGV NLPPDGPVMQ KTIAGWEPSV ETLYVRDGML KSDTAMVFKL KGGGHHRVDF KTTYK

mcac_s0003.g75_FGENESH       MEGIVNGHSF TIEGEGKGNP FLGVQDMKLR VTKGAPLPFA YDILTPAFMY GNRAFTKYPA DIPDYFKQTF PEGYSWERIM IFEDQGMCMA TSHISMKGDC FFYDVRFHGV NFPPNGPVMQ EKILRWEPST EKMYERDGLL RGDVNMALLL KDGGHYRCDF RTTYK

astr_s0054.g115_FGENESH      MNGSVNGHAF KIIGTGTGHP YKGTHTINLK VIEGGPLPFA YDILTTAFQY GNRAFTDYPS AIEDYFKQSF PKGYTWERTM TFEDNGICTV TSDISPAENS FTYIIRFDGV NFPPDGPVMQ KKTLRWEPST EAMFVRDKAL IGVVNRTLVL QGGGHYVCNF RTTYK

AAQ01187.1                   ISGTMNGEEF ELIGSGDGNT DQGRMTNNMK SIK-GPLSFS PYLLSHILGY GYYHFATFPA GYENIYLHAM KNGYSNVRTE RYEDGGIISI TFNYRYEGSK IIGDFKVIGT GFPTDSLIFT DKIIKSNPTC ENMFPADNIL VNAYTRTYLL KDGGYYSAQV NNTHR

AAQ01186.1                   ISGTMNGEEF ELIGAGDGNT DEGRMTNKMK SIK-GPISFS PYLLSHILGY GYYHFATFPA GYENIYLHAM KNGYSNVRTE RYEDGGIISI TFNYRYEGNK IIGDFKVVGT GFPTNSLIFT DKIIKSNPTC ENMFPADNTL VNAYTRTYLL KDGGYYSAQV NNTYR

BAE78442.1                   IHGNLNGEKF ELVGGGVGE- -EGRLEIEMK TKD-KPLAFS PFLLSHCMGY GFYHFASFPK GTKNIYLHAA TNGYTNTRKE IYEDGGILEV NFRYTYEFNK IIGDVECIGH GFPSQSPIFK DTIVKSCPTV DLMLPSGNII ASSYARAFQL KDGSFYTAEV KNTHR

meff_s0461.g3.t1             IRATAYGKQL RLDGEGVGRP YDGKLGSVLK STT-GPLHIP MHLLDIVAIF GYPTYSNYHE NTKDLNKISN --GYEYERNI KYENGGYMKT LHQITLSGD- ------FQIL ECTVQAPELE ----SIEPIV ETFIPAGGKI NSHAVLAWRK REGGYFTAQC ESQYR

aten_s0077.g62.t1            IRGTANGKTL RLVGEGQGRP YDGKIGSVLK STT-GPLHIP MHLLDIVASF GFPTYSNYHE DTKDLFKISD --EYEYERSI TFENGGHMKT LSKITLSGD- ------FQVL ECTVQAPELE ----CIEPVV ETFIPAGGKI DSYAVIAWRI KGGGYFTARC ESQYR

ayon_s0030.g5.t1             IRGTANGKTL RLVGEGQGRP YDGKIGSVLK STT-GPLHIP MHLLDIVASF GFPTYSNYHE DTKDLFKISD --EYEYERSI TFENGGHMKT LSKITLSGD- ------FQVL ECTVQAPELE ----CIEPVV ETFIPAGGKI DSYAVIAWRI KGGGYFTARC ESQYR

adig_s0116.g15.t1            IRGTANGKTF RLAGEGQGRP YDGKLGSVLK STT-GPLHIP MHLLDIVAIF GYPTYSNYHE DTKDLFKISD --GYEYERSI KYENGGHMKT LHKITLSGD- ------FQVL ECTVQAPELE ----CIEPVV ETFIPAGGKI DSHAVLAWRI KGGGYFTARC ESQYR

asel_s0502.g1.t1_A           IHGTANGKTF RLAGEGQGRP YDGELGSVLK STT-GPLHIP MHLLDIVSLF GFPTYSNYHE DTKDLFKISD --GYEYERSI TYENGGHMKT LHKVTLSGD- ------FQVL ECTVQAPELE ----CIEPVV ETFIPAPGKI NSHAVLAWRV KGGGYFTARC ESQYR

asel_s0502.g1.t1_B           IHGTANGKTF RLAGEGQGRP YDGELGSVLK STT-GPLHIP MHLLDIVSLF GFPTYSNYHE DTKDLFKISD --GYEYERSI TYENGGHMKT LHKVTLSGD- ------FQVL ECTVQAPELE ----CIEPVV ETFIPAPGKI NSHAVLAWRV KGGGYFTARC ESQYR

165

** *

chromophore
three amino acids

165



C. Chromoprotein
1

aten_s0152.g15.t1_A      MSGTVNGHYF EVEGDGKGKP YEGEQTVKIT VTKGGPLPFS WDILSPQSQY GSIPFTKYPE DIPDYVKQSF HEGYTWERIM NFKDGAVCTV SNDSSIQGNC FIYNVKFSAW NFPPNGPVMQ KKTGGWEPNT ERLFARDGML IENIKCGVMY AGNKNHSC-- --TPA

aten_s0096.g4.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDDAVCTV SNDSSIQGNC FIYHVKFSGV NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

ayon_s0380.g3.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQFQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDDAVCTV SNDSSIQGNC FIYHVKFSGV NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

adig_s0031.g213.t1       MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQYQY GSIPFTKYPD DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aacu_s0072.g34.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aacu_s0072.g33.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aint_s0079.g1.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aint_s0079.g4.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

ayon_s0006.g117.t1       MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

acyt_s1086.g1_FGENESH    MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aech_s0117.g49_FGENESH   MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

agem_s0534.g2_FGENESH    MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aint_s0079.g3.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aint_s0079.g2.t1         MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGMM IGNNFMALKL EGGGHYLCEF KSTYK

acyt_s0010.g54.t1        MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVRQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

ahya_s0699.g1_FGENESH    MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

acyt_s0010.g58.t1        MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

anas_s0389.g4.t1         MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

acyt_s0010.g55.t1        MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

anas_s0389.g3.t1         MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aacu_s1002.g2_FGENESH    MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

amur_s0400.g19_FGENESH   MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

adig_s0031.g210.t1       MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLLARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aflo_s0180.g41_FGENESH   MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPD DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aint_s0933.g3_FGENESH    MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPD DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aawi_s0090.g64_FGENESH   MSGTVDGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPD DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aint_s0079.g5.t1 MSGTVDGHYF EVEGDGKGKP YQGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPD DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

anas_s0389.g2.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFVRDGML IGNNFMALKL EGGGHYLCEF KSTYK

ahya_s0322.g5_FGENESH    MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

adig_s0031.g217.t1       MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAACTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFVRDGML IGNNFMALKL EGGGHYLCEF KSTYK

acyt_s0010.g57.t1        MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGALCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGIL IGNNFMALKL EGGGHYLCEF KSTYK

aflo_s0180.g40_FGENESH   MSGTVDGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQTQY GSIPFTKYPD DIPDYVKQSF PEGYTWERIM NFEDGAVCAV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

anas_s0389.g1.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPD DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGKL IGNNFMALKL EGGGHYLCEF KSTYK

adig_s0031.g212_FGENESH  MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQYQY GSIPFTKYPE DIPDYVKQSF PEGFTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

amic_s0437.g1.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQTQY GSIPFTKYPE DIPDYVKQSF PEGYTWDRIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML LGNNFMALKL EGGGHYLCEF KSTYK

ayon_s0026.g90.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQG-C FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

aacu_s0072.g31.t1        MSGTVNGHYF EVEGDGKGKP YEGEQTVTLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGFTWDRIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML LGNNFMALKL EGGGHYLCEF KTTYK

asel_s0129.g3.t1         MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGFTWDRIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTLGWEPNT ERLFARDGML LGNNFMALKL EGGGHYLCEF KTTYK

ayon_s0014.g149.t1       MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQFQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTRGWEPNT ERLFARDGIL IGNNFMALKL EGGGHYLCEF KSTYK

anas_s0389.g5.t1         MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTLGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

anas_s0412.g1_FGENESH    MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSAL NFPPNGSVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

amur_s0400.g21_FGENESH   MSGTVNGHYF EVEGDGKGKP YEWEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

anas_s0028.g2_FGENESH    MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQHQY GSIPFTKYPE VIPDYVKQSF PEGFTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

adig_s0031.g218.t1       MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGFTWDRIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPHS ERLFARDGML LGNNFMALKL EGGGHYLCEF KTTYK

amur_s0400.g20.t1        MSGTVNGHYF EVEGDGKGKP YEGEQTVRLA VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGFTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPHS ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

adig_s0031.g215_FGENESH  MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGFTWDRIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPHS ERLFARDGML LGNNFMALKL EGGGHYLCQF KTTY-

ahya_s0322.g6.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTEKLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGFTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPHS ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

asel_s0129.g2.t1 MSGTVNGHYF EVEGDGKGKP YEGEQTEKLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGFTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPHS ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

adig_s0031.g214.t1       MSGTVNGHYF EVEGDGKGKP YEGEQTEKLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGFTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPHS ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

aacu_s0072.g32_FGENESH   MSGTVNGHYF EVEGDGKGKP YEGEQTEKLT VTKGGPLPFS WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGFTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPHS ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

amur_s0400.g17_FGENESH   MSGTVNGHYF EVEGDGKGKP YEGEQTEKLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGFTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMR KKTQGWEPHS ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

asel_s0129.g1.t1 MSGTVNGHYF EVVGDGKGKP YEGEQTEKLT VTKGGPLPFS WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGFTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPHS ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

anas_s0389.g6_FGENESH    MSGTVNGHYF EVVGDGKGKP YEGEQTEKLT VTKGGPLPFS WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGFTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPHS ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

agem_s0534.g3_FGENESH    MSGTVNGHYF EVEGDGKGKP YEGEQTEKLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNS ERLFARDGML IGNNFMALKL EGGGHYLCEF KTTYK

ayon_s0022.g37.t1        MSGTVNGHYF EVQGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQTQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYNVKLSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

meff_s0351.g12_FGENESH   MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPLSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYNVKISGV NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

ayon_s0006.g114_FGENESH  MSGTVNGHYF EVEGDGKGKP YE--QTVKLT VTEGGPLPFA WDILSPQTQY GSIPFTKYPE DIPDYVKQSF PEGYSWERIM NFEDGAVCTV SNDSSIQGDC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

asel_s1654.g2_FGENESH    MSGTVNGHYF EVEGDGKGKP YEGEQRVRLT VTKDGPLTFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

ABB17949.1 MSGTVNGHYF EVQGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQAQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYNVKFSGL NFPPSGPVMQ KKTQGWEPNT ERLLARDGML IGNNFMALKL EGGGHYLCEF KSTYK

AAU06854.1               MSGTVNGHYF EVEGDGKGKP YEGEQTVKLT VTKGGPLPFA WDILSPQCQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPNT ERLFARDGML LGNNFMALKL EGGGHYLCEF KTTYK

ayon_s0006.g116.t1       MSGTVNGHYF EVEGDGKGKP YEGEQTVRLT VTKGGPLPFA WDILSPQSQY GSIPFTKYPE DIPYYVKQSF PEGYTWERIM NFEDGAVCTV SNDSSIQGNC FIYHGKFSGL NFPPNGPVMQ KKTQYWEPNT ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK

ahya_s0322.g7.t1         MSGTVNGHYF EVEGDGKGKP YEGKQTVRFT VTKGGHLPFA WDILSPQSQY GSIPFTKYPE DIPDYVKQSF PEGYTWERIM NFEDGAVCTV TNDSSIQGNC FIYHVKFSGL NFPPNGPVMQ KKTQGWEPHS ERLFARDGML IGNNFMALKL EGGGHYLCEF KSTYK
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Table S 1. FP genes for preliminary analysis
Coral species
Astrepora myriophthalama astr_s0038.g6.t1* astr_s0111.g1.t1 

astr_s0038.g10.t1_A astr_s0038.g11.t1_A
astr_s0054.g115.t1 

Montipora efflorescens meff_s0461.g3.t1 meff_s0351.g12.t1_A 

Montipora cactus mcac_s0003.g75.t1 mcac_s0872.g3.t1 

A. tenuis aten_s0010.g7.t1 aten_s0297.g29.t1 aten_s0024.g131.t1 aten_s0025.g63.t1 aten_s0096.g1.t1 aten_s0152.g11.t1 
aten_s0077.g62.t1 aten_s0366.g7.t1 aten_s0024.g134.t1 aten_s0217.g35.t1 aten_s0096.g3.t1 aten_s0152.g15.t1_A 
aten_s0297.g27.t1 aten_s0096.g4.t1 aten_s0182.g24.t1 
aten_s0297.g28.t1 aten_s0152.g9.t1_A

A. yongei ayon_s0030.g5.t1 ayon_s0069.g98.t1_A ayon_s0002.g203.t1 ayon_s0006.g113.t1 ayon_s0022.g37.t1 
ayon_s0069.g90.t1 ayon_s0069.g100.t1 ayon_s0017.g51.t1 ayon_s0006.g114.t1 ayon_s0026.g90.t1 
ayon_s0069.g91.t1 ayon_s0289.g1.t1 ayon_s0017.g53.t1 ayon_s0006.g115.t1 ayon_s0380.g3.t1 
ayon_s0069.g93.t1 ayon_s0289.g2.t1 ayon_s0006.g116.t1 
ayon_s0069.g94.t1 ayon_s0069.g96.t1 ayon_s0006.g117.t1 
ayon_s0069.g95.t1 ayon_s0069.g97.t1 ayon_s0014.g149.t1 

A. intermedia aint_s0457.g18.t1 aint_s0921.g1.t1 aint_s0018.g44.t1 aint_s0079.g1.t1 aint_s0933.g3.t1 
aint_s0457.g19.t1 aint_s0921.g2.t1_A aint_s0018.g49.t1 aint_s0079.g2.t1 aint_s5099.g1.t1
aint_s0457.g20.t1 aint_s0921.g2.t1_B aint_s0981.g3.t1 aint_s0079.g3.t1 
aint_s0457.g21.t aint_s0921.g4.t1 aint_s2084.g1.t1 aint_s0079.g4.t1 
aint_s0466.g3.t1 aint_s0921.g6.t1 aint_s0079.g5.t1 

A. gemmifera agem_s0036.g28.t1 agem_s0232.g2.t1 agem_s0214.g4.t1 agem_s0676.g1.t1 agem_s0534.g2.t1
agem_s0036.g31.t1 agem_s0927.g1.t1 agem_s0214.g5.t1 agem_s0534.g3.t1 
agem_s0036.g32.t1 agem_s0036.g29.t1 agem_s0214.g12.t1 agem_s0837.g1.t1
agem_s0168.g3.t1 agem_s0036.g30.t1 agem_s0214.g15.t1
agem_s0168.g4.t1 agem_s0214.g24.t1

A. awi aawi_s0089.g43.t1 aawi_s0089.g49.t1 aawi_s0092.g11.t1 aawi_s0092.g19.t1 aawi_s0090.g64.t1
aawi_s0089.g44.t1 aawi_s0089.g46.t1 aawi_s0092.g12.t1_A aawi_s0092.g25.t1 aawi_s0090.g65.t1
aawi_s0089.g45.t1 aawi_s0092.g16.t1 aawi_s0092.g26.t1
aawi_s0089.g47.t1 aawi_s0092.g17.t1 aawi_s0092.g30.t1
aawi_s0089.g48.t1 aawi_s0092.g18.t1_A aawi_s1206.g1.t1
aflo_s0007.g2.t1 aflo_s0363.g34.t1 aflo_s0166.g5.t1 aflo_s0356.g14.t1 aflo_s0012.g118.t1 aflo_s0180.g42.t1

A. florida aflo_s0363.g31.t1 aflo_s0363.g35.t1 aflo_s0166.g13.t1 aflo_s0012.g119.t1
aflo_s0363.g32.t1 aflo_s0363.g36.t1 aflo_s0166.g21.t1 aflo_s0180.g39.t1
aflo_s0363.g33.t1_A aflo_s0517.g1.t1 aflo_s0166.g22.t1 aflo_s0180.g40.t1
aflo_s0363.g33.t1_A aflo_s1975.g1.t1 aflo_s0356.g13.t1 aflo_s0180.g41.t1 

A. digitifera adig_s0004.g88.t1 adig_s0146.g16.t1 adig_s0077.g1.t1 adig_s0031.g210.t1 adig_s0031.g216.t1
adig_s0061.g24.t1 adig_s0146.g17.t1 adig_s0077.g2.t1 adig_s0031.g211.t1 adig_s0031.g217.t1
adig_s0061.g25.t1 adig_s0146.g18.t1 adig_s0077.g3.t1 adig_s0031.g212.t1 adig_s0031.g218.t1
adig_s0116.g15.t1 adig_s0146.g19.t1 adig_s0077.g23.t1 adig_s0031.g213.t1
adig_s0146.g13.t1 adig_s0146.g20.t1 adig_s0031.g214.t1
adig_s0146.g14.t1 adig_s0146.g21.t1 adig_s0031.g215.t1
adig_s0146.g15.t1

A. nasuta anas_s0191.g1.t1 anas_s0385.g12.t1 anas_s0431.g5.t1 anas_s0028.g1.t1 anas_s0389.g3.t1
anas_s0191.g2.t1 anas_s0982.g1.t1 anas_s0028.g2.t1 anas_s0389.g4.t1

anas_s0257.g30.t1_A anas_s0982.g2.t1 anas_s0028.g3.t1 anas_s0389.g5.t1
anas_s0257.g30.t1_B anas_s0257.g32.t1 anas_s0389.g1.t1 anas_s0389.g6.t1
anas_s0257.g31.t1 anas_s0982.g2.t1* anas_s0389.g2.t1 anas_s0412.g1.t1

A. microphthalma amic_s0168.g30.t1 amic_s0168.g33.t1 amic_s0001.g131.t1 amic_s0437.g1.t1
amic_s0168.g31.t1 amic_s0168.g35.t1 amic_s0001.g132.t1 amic_s0437.g2.t1

amic_s0168.g32.t1_A amic_s0168.g36.t1 amic_s0001.g138.t1
amic_s0168.g32.t1_B amic_s3224.g1.t1 amic_s0001.g148.t1
amic_s0168.g32.t1_C amic_s0168.g34.t1

A. acuminata aacu_s0239.g9.t1 aacu_s0263.g34.t1 aacu_s0216.g1.t1 aacu_s0072.g31.t1 aacu_s1002.g2.t1
aacu_s0239.g10.t1 aacu_s0401.g2.t1 aacu_s0216.g13.t1 aacu_s0072.g32.t1 
aacu_s0263.g31.t1 aacu_s0401.g3.t1_A aacu_s0072.g33.t1
aacu_s0263.g32.t1 aacu_s0401.g1.t1 aacu_s0072.g34.t1
aacu_s0263.g33.t1

A. echinata aech_s0054.g127.t1 aech_s0236.g3.t1 aech_s0086.g75.t1 aech_s0359.g4.t1_A aech_s0117.g49.t1
aech_s0201.g1.t1 aech_s0236.g5.t1_A aech_s0097.g14.t1
aech_s0201.g2.t1 aech_s0236.g6.t1 aech_s0097.g16.t1
aech_s0236.g1.t1 aech_s0374.g2.t1 aech_s0097.g17.t1
aech_s0236.g2.t1 aech_s0236.g4.t1 aech_s0097.g20.t1

A. muricata amur_s0305.g31.t1 amur_s0993.g3.t1 amur_s0008.g13.t1 amur_s0439.g9.t1 amur_s0400.g17.t1 amur_s0400.g21.t1
amur_s0305.g32.t1 amur_s0993.g1.t1 amur_s0008.g15.t1 amur_s0439.g10.t1 amur_s0400.g18.t1 
amur_s0565.g1.t1 amur_s0993.g2.t1 amur_s0994.g1.t1 amur_s0439.g15.t1 amur_s0400.g19.t1
amur_s0815.g2.t1 amur_s0439.g7.t1 amur_s0400.g20.t1

A. selago asel_s0267.g1.t1 asel_s0364.g19.t1 asel_s0449.g12.t1 asel_s0129.g1.t1
asel_s0267.g2.t1 asel_s0364.g20.t1 asel_s0129.g2.t1
asel_s0267.g3.t1 asel_s0462.g6.t1_A asel_s0129.g3.t1
asel_s0364.g15.t1 asel_s0502.g1.t1_A asel_s1585.g1.t1　
asel_s0364.g16.t1 asel_s0502.g1.t1_B asel_s1654.g2.t1
asel_s0364.g17.t1_A asel_s2008.g1.t1
asel_s0364.g17.t1_A asel_s0364.g18.t1
asel_s0364.g17.t1_B asel_s0559.g1.t1

A. cytherea acyt_s0089.g41.t1_A acyt_s0211.g24.t1 acyt_s0116.g39.t1 acyt_s0010.g54.t1 acyt_s1086.g1.t1
acyt_s0211.g18.t1 acyt_s0211.g25.t1 acyt_s0116.g40.t1 acyt_s0010.g55.t1
acyt_s0211.g19.t1 acyt_s0211.g26.t1 acyt_s0141.g22.t1 acyt_s0010.g56.t1
acyt_s0211.g20.t1 acyt_s0426.g1.t1 acyt_s0416.g2.t1 acyt_s0010.g57.t1
acyt_s0211.g22.t1 acyt_s0996.g1.t1 acyt_s0416.g3.t1 acyt_s0010.g58.t1

A. hyacinthus ahya_s0024.g65.t1 ahya_s0186.g17.t1_C ahya_s0058.g36.t1 ahya_s0322.g5.t1
ahya_s0116.g48.t1 ahya_s0186.g18.t1 ahya_s0239.g7.t1 ahya_s0322.g6.t1
ahya_s0186.g13.t1 ahya_s0186.g19.t1 ahya_s0322.g7.t1
ahya_s0186.g14.t1 ahya_s0340.g1.t1_A ahya_s0699.g1.t1 
ahya_s0186.g16.t1 ahya_s0186.g15.t1

ahya_s0186.g17.t1_A ahya_s0628.g2.t1
ahya_s0186.g17.t1_B
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Table S 2.  Analyzed FP genes
Coral species
Astrepora myriophthalama astr_s0038.g6_FGENESH astr_s0054.g115_FGENESH 

Montipora efflorescens meff_s0461.g3.t1 meff_s0351.g12_FGENESH

Montipora cactus mcac_s0003.g75_FGENESH mcac_s0872.g3.t1 

A. tenuis aten_s0077.g62.t1 aten_s0297.g28_FGENESH aten_s0024.g131_FGENESH aten_s0217.g35.t1 aten_s0096.g4.t1 

aten_s0297.g27.t1 aten_s0297.g29.t1 aten_s0024.g134.t1 aten_s0152.g15.t1_A 

A. yongei ayon_s0030.g5.t1 ayon_s0069.g96_FGENESH ayon_s0002.g203.t1 ayon_s0006.g114_FGENESH ayon_s0022.g37.t1 

ayon_s0069.g90_FGENESH ayon_s0069.g97.t1 ayon_s0017.g51.t1 ayon_s0006.g116.t1 ayon_s0026.g90.t1 

ayon_s0069.g91_FGENESH ayon_s0069.g100.t1 ayon_s0017.g53.t1 ayon_s0006.g117.t1 ayon_s0380.g3.t1 

ayon_s0069.g94.t1 ayon_s0289.g1_FGENESH ayon_s0014.g149.t1 

A. intermedia aint_s0457.g18_FGENESH aint_s0921.g2.t1_A aint_s0018.g44.t1 aint_s0079.g1.t1 aint_s0933.g3_FGENESH

aint_s0457.g19_FGENESH aint_s0921.g2.t1_B aint_s0018.g49.t1 aint_s0079.g2.t1 

aint_s0457.g20.t1 aint_s0921.g4.t1 aint_s0981.g3.t1 aint_s0079.g3.t1 

aint_s0457.g21.t aint_s0921.g6.t1 aint_s0079.g4.t1 

aint_s0466.g3.t1 aint_s0079.g5.t1 

A. gemmifera agem_s0036.g29.t1 agem_s0036.g31.t1 agem_s0214.g15.t1 agem_s0534.g2_FGENESH

agem_s0036.g30_FGENESH agem_s0168.g3_FGENESH agem_s0534.g3_FGENESH

agem_s0036.g32_FGENESH agem_s0168.g4_FGENESH

A. awi aawi_s0089.g44_FGENESH aawi_s0089.g48_FGENESH aawi_s0092.g12.t1_A aawi_s0092.g25_FGENESH aawi_s0090.g64_FGENESH

aawi_s0089.g45.t1 aawi_s0092.g16_FGENESH aawi_s0092.g30.t1

aawi_s0089.g46.t1 aawi_s0092.g19_FGENESH aawi_s1206.g1.t1

A. florida aflo_s0007.g2.t1 aflo_s0363.g34_FGENESH aflo_s0166.g5_FGENESH aflo_s0356.g13.t1 aflo_s0180.g40_FGENESH

aflo_s0363.g31.t1 aflo_s0363.g35_FGENESH aflo_s0166.g13.t1 aflo_s0180.g41_FGENESH

aflo_s0363.g32_FGENESH aflo_s0517.g1.t1 aflo_s0166.g21_FGENESH

aflo_s0363.g33.t1_A anas_s0431.g5_FGENESH

A. digitifera adig_s0004.g88_FGENESH adig_s0146.g15.t1 adig_s0077.g1.t1 adig_s0031.g210.t1 adig_s0031.g217.t1

adig_s0061.g24.t1 adig_s0146.g16.t1 adig_s0077.g23.t1 adig_s0031.g212_FGENESH adig_s0031.g218.t1

adig_s0061.g25_FGENESH adig_s0146.g18.t1 adig_s0031.g213.t1

adig_s0116.g15.t1 adig_s0146.g21_FGENESH adig_s0031.g214.t1

adig_s0146.g13.t1 adig_s0031.g215_FGENESH

A. nasuta anas_s0257.g30.t1_A aacu_s0263.g32.t1 anas_s0431.g5_FGENESH anas_s0028.g2_FGENESH anas_s0389.g4.t1

anas_s0257.g30.t1_B anas_s0385.g12.t1 anas_s0389.g1.t1 anas_s0389.g5.t1

anas_s0257.g31.t1 anas_s0982.g1.t1 anas_s0389.g2.t1 anas_s0389.g6_FGENESH

anas_s0257.g32_FGENESH anas_s0389.g3.t1 anas_s0412.g1_FGENESH

A. microphthalma amic_s0168.g30_FGENESH amic_s0168.g32.t1_C_FGENESHamic_s0001.g131.t1 amic_s0437.g1.t1

amic_s0168.g31.t1 amic_s0168.g34.t1 amic_s0001.g132.t1

amic_s0168.g32.t1_A amic_s0168.g35.t2 amic_s0001.g138.t1

amic_s0168.g32.t1_B amic_s0168.g36.t1 amic_s0001.g148.t1

A. acuminata aacu_s0239.g10.t1 aacu_s0263.g34.t1 aacu_s0216.g1.t1 aacu_s0072.g31.t1 aacu_s1002.g2_FGENESH

aacu_s0263.g31.t1 aacu_s0401.g1.t1 aacu_s0216.g13.t1 aacu_s0072.g32_FGENESH

aacu_s0263.g32.t1 aacu_s0401.g2.t1 aacu_s0072.g33.t1

aacu_s0263.g33.t1 aacu_s0072.g34.t1

A. echinata aech_s0201.g1.t1 aech_s0236.g5.t1_A aech_s0097.g14.t1 aech_s0117.g49_FGENESH

aech_s0236.g2.t1 aech_s0236.g6.t1 aech_s0097.g17.t1

aech_s0236.g3_FGENESH aech_s0374.g2_FGENESH aech_s0097.g16_FGENESH

aech_s0236.g4.t1 aech_s0097.g20_FGENESH

A. muricata amur_s0305.g31.t1 amur_s0993.g2_FGENESH amur_s0439.g7_FGENESH amur_s0439.g15.t1 amur_s0400.g17_FGENESH amur_s0400.g21_FGENESH

amur_s0565.g1.t1 amur_s0439.g9.t1 amur_s0994.g1_FGENESH amur_s0400.g19_FGENESH

amur_s0993.g1_FGENESH amur_s0439.g10.t1 amur_s0400.g20.t1

A. selago asel_s0267.g2.t1 asel_s0364.g19.t1 asel_s0129.g1.t1

asel_s0267.g3_FGENESH asel_s0364.g20.t1 asel_s0129.g2.t1

asel_s0364.g15_FGENESH asel_s0502.g1.t1_A asel_s0129.g3.t1

asel_s0364.g17.t1_A asel_s0502.g1.t1_B asel_s1654.g2_FGENESH

asel_s0364.g17.t1_B asel_s2008.g1.t1

asel_s0364.g18.t1

A. cytherea acyt_s0089.g41.t1_A acyt_s0211.g25_FGENESH acyt_s0116.g40.t1 acyt_s0010.g54.t1

acyt_s0211.g18_FGENESH acyt_s0211.g26_FGENESH acyt_s0141.g22.t1 acyt_s0010.g55.t1

acyt_s0211.g19_FGENESH acyt_s0426.g1.t1 acyt_s0416.g3.t1 acyt_s0010.g57.t1

acyt_s0211.g20.t1 acyt_s0996.g1_FGENESH acyt_s0010.g58.t1

acyt_s0211.g22_FGENESH acyt_s1086.g1_FGENESH

A. hyacinthus ahya_s0024.g65_FGENESH ahya_s0186.g17.t1_C ahya_s0058.g36.t1 ahya_s0322.g5_FGENESH

ahya_s0186.g13.t1 ahya_s0186.g18.t1 ahya_s0322.g6.t1

ahya_s0186.g14_FGENESH ahya_s0186.g19.t1 ahya_s0322.g7.t1

ahya_s0186.g16_FGENESH ahya_s0340.g1.t1_A ahya_s0699.g1_FGENESH

ahya_s0186.g17.t1_A_FGENESHahya_s0628.g2_FGENESH

ahya_s0186.g17.t1_B

GFP/CFP RFP Chromoprotein



Node IDs * Duplications Losses Node IDs Duplications Losses Node IDs Duplications Losses Node IDs Duplications Losses
n9 0 1 spis 0 2 adig 0 0 99 0 0
n18 0 0 n18 0 0 n7 0 0 n18 0 0
ayon 3 0 asel 1 0 anas 0 1 n21 0 0
aacu 0 0 100 0 1 n28 2 0 aawi 0 1
amur 1 3 n21 0 0 aech 0 0 asel 0 0
n28 11 0 acyt 0 0 meff 0 1 100 0 0
99 2 0 ayon 0 0 asel 0 3 n26 0 0
100 0 1 n32 0 0 amur 1 0 n23 0 0
n32 0 0 anas 0 0 aten 0 0 adig 2 0
n12 1 1 aint 2 0 aint 0 0 49 0 0
n23 0 1 n15 0 1 n23 0 0 n12 0 0
ahya 2 2 n28 6 0 49 0 0 aacu 0 0
n21 0 0 n12 0 1 n27 0 0 n9 0 0
aten 0 6 99 0 0 n9 0 0 acyt 1 0
n34 0 0 aawi 0 3 agem 0 2 ahya 0 0
n26 0 0 adig 1 0 amic 2 0 n32 0 0
aawi 1 4 n23 0 1 n18 0 0 aten 0 2
n27 0 1 aten 0 4 n32 0 0 n25 1 0
aint 4 0 amur 0 3 n31 0 0 n27 0 0
n36 4 0 n7 0 0 n26 0 0 aint 2 0
spis 0 2 aflo 0 0 n25 0 1 ayon 3 0
n25 1 1 n27 0 1 n12 1 0 agem 0 0
anas 3 1 aacu 0 0 ayon 0 0 aech 0 3
mcac 0 2 astr 0 3 ahya 0 2 n7 0 2
49 2 0 agem 0 1 aawi 1 0 n28 3 0
asel 1 3 meff 0 1 n21 0 0 amic 0 4
aech 0 3 49 2 0 n15 0 0 aflo 0 0
aflo 0 0 n26 0 0 99 2 0 meff 0 0
amic 3 4 n9 0 1 aacu 0 0 n31 0 0
meff 0 2 mcac 0 1 aflo 0 0 amur 0 0
adig 3 0 n36 4 0 mcac 0 0 n15 0 0
astr 0 3 aech 0 0 acyt 0 0 mcac 0 1
n15 0 1 n31 0 1 100 0 0 anas 3 0
agem 0 3 amic 1 0 Duplications: 9 Duplications: 15
n7 0 2 ahya 2 0 Losses: 10 Losses: 13
n31 0 1 n25 0 0
acyt 1 0 n34 0 0
Duplications: 43 Duplications: 18
Losses: 48 Losses: 27

*Node IDs and OTU (operational taxonomic unit) are shown in Figure S3.
#The numbers are shown in Figure 2A.

All GFP/ CFP RFP Chromoprotein
Table S3.  Analyzed FP duplications and losses
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