
                                                                                                      :   *                                                                                                             .*  ..         
            Dvu_FBPaseI_A1VD23 HL-QFTLLNDLVLSAKIISRSVLVQKLDE-ANRVL-Y-RMERSGACAMASEENADII-PEKLHRGDYVL-FDPLDGSSNIDVNINVGTIFSILR----V--------------------------------------------------------------CI--D-D--V----LQPGYEQVAAGYILYGPSTMLVFST
            Ava_FBPaseI_Q3MCI4 HV-DLALMNRIALAGKLVARRLSVKKMDV-ANDVF-S-VFKQSGLCRLASEEMDEYY-PENCPVGRYTL-YDPIDGSSNTDTNLSLGSIFSI-RS-D-G--------------------------------------------------------------QA--K-D--L----LTNGRKQIAAGYILYGPSTMLVYTM
            Bna_cyFBPase_92362 ----LQ-LQSKKTVNRAISTAV-VRKLDVYANE---TL-IEAMEQ-VMASEE-RDPI-L-P---GGYEVVFDPLDGSQNIDCNMSLGTIFGIYEG-Q-----------------------------------------------------------T----SE--K-N--V----LKKGTKLVASGYVHYGAATVLVMTA
   Gsu_cyFBPase_XP_005709391.1 ---DLMLLASIAVAVKSVGSAVESEPLER-ANETW-D-CLLYSQRCILVSEDLENPV-VESNMQGKFAV-FDPLTGRSYPPCQ-EMGAIFGVFRG-S-P--------------------------------------------------------------VI--E-D--V----MQPGRQMVAAGYALYGACTVLFLSL
   Cme_cyFBPase_XP_005535415.1 ---ELAVFMAISVAVKRVGVLVSAASLEQ-ANRVW-E-ELVASQRCVLVSEDDPEPL-IDNATQGKFVV-FDPLTGRAQPPCG-EMGAIFGIFRD-E-F--------------------------------------------------------------NP--R-D--V----LQPARQLVGAGYALYGPAVLLYVSL
 Pum_cyFBPase_Pum0229s0029.1.p SL--LTLLTSITLAVKTVGSMVSV--TDI-ANDTW-R-ELTASDACVLVSEDD-DPV-VEESHRGNYAV-FDPLTGLADPPAQ-DMGAIFGVFRETE-P--------------------------------------------------------------GV--E-D--V----LQPARNLIAAGYAVYGAATMVVLSY
 Pum_cyFBPase_Pum0654s0006.1.p FV--LTLLSAVTFSVKTVGAMV-----NVEANEAA-N-WIKSLTACLLVSEECEEPI-VDPGT-GQYAV-FDPLTGLAEPPTQ-DMGAIFGIFRE-E-P--------------------------------------------------------------SL--M-D--V----LQPARQLVAAGYAVYGSSTMLVLTT
   Cme_cyFBPase_XP_005537806.1 YVEDLLLLSAVQLACKVIESCVDQKKLDVIANDTFKN-LIASEKCC-LVSEEEELAI-VDPSLRGHYAVAFDPLDGSSNIDANVSIGTIFGIYHD-N-----------------------------------------------------------PQELNSS--E-D--VNRYMLQSGRSMVAAGYAMYGSATNLVFST
   Gsu_cyFBPase_XP_005707946.1 FVEDLLLLTSVQLACKVTDSCVLQQKLDVISNETFKN--IESSQKAVMVSEEEELPI-VEKHNRGKYGIAFDPLDGSSNIDSNVTIGSIFSIFHE-N-I---------------------------------------------------------Q----TT--E-D--AARQIMQPGRKIVAAGYAMYGSATNLVLSF
       Pum_cyFBPase_OSX71615.1 FVEDLMLLAAVQLACKVTETCVDQKKLDIIANDTFKN--IQSSGKCVMVSEEEDLAI-CDRTNTGKYAIAFDPLDGSSNIDANVSIGSIFAIYKP-Q-----------------------------------------------------------E----AA--K-E--I----LQPGREMVCAGYAMYGSATNLVISM
   Ccr_cyFBPase_XP_005712315.1 FVDDLLLLAAVQLACKVTETCVDQKKLDIIANDTFKN--IESS-ECVMVSEEDELAI-CTKSSTGKYAIAFDPLDGSSNIDANVSIGTIFSIFKD-A-----------------------------------------------------------K----SA--A-A--A---ISQPGRQMVAAGYAMYGSATNLVISV
    Ppu_cyFBPase_contig_3402.5 FIADLLLLSGVQTACKIIESCVDQKKLDILANDVF-E-HVASTGKCIMVSEEEDEPI-VDNAFTAKYAIAFDPLDGSSNIDANVSIGTIFSIFRI-K-T-------------------------------------------A------------AD----AT--K-A--I----MQPGSEMVVAGYCMFGSATNMVLTF
   Ota_cyFBPase_XP_003080995.2 YL--AI--RALARTCAKIGRFV--AGLDVVHGE-----CLREEGS-WIASEESDVV--ANPR--GRIAVVFDPLDGSSNIECGVGVGTIFGLVG-----------------------------------------------DE------------NS----AA--A-S--V---YARPGNDMRSVGYVMYGASTILVLSM
   Olu_cyFBPase_XP_001419675.1 ----------MAKACVRIGGFVEQAALDDAAHE-----CLIQGGR-WIASEESDIV---TANV-GRIAVVFDPLDGSSNIECGVGVGTIFGLVD-----------------------------------------------ES------------SP--------E-H--V---YARPGRDMSTVGYVLYGASMVLVLSF
            Osp_cyFBPase_59046 GV--ES-VRALARACAKIGRVV---LSDV--RDMVSNVCLTRDGK-WIASEE-EEI--VRPE--GR-LAVFDPLDGSSNIECGVGVGTIFGVVD-----------------------------------------------AG------------AP----AT-------A--VYKRPGRDMRSVGYVLYGASTVLVLSF
   Bpr_cyFBPase_XP_007510822.1 ----L-LMAKIA-ACTEISDAIEQMKLDIYSHDVFVKA-CKES-N-VLISE-EEEY-LRERGEEKKYIV-FDPLDGSSNVY-GVSVGSIFSVFEG-E-G-D---------T-------------------------------R------------NP----IE------EV----LKTGRNVMCAGYCVYGSSTDLVIAR
   Mco_cyFBPase_XP_002506051.1 FI-ELILLQSIATSCKYIQNCVQQMKLDVIAHDVFTR-GLDESKR-MLISEEEEEAI-CTSSPNGRYVCVFDPLDGSSNIDCCVSVGSIFGVYRA-L---------------------------------------------G------------KG----DV--N-D--V----LRPGKEMVAAGYCMYGSACTMVLTV
   Mpu_cyFBPase_XP_003057094.1 FI--LILIQSIATSCKYIQNCVTQMKLDVVANDVFVG-MLD----TVLVSEEIEDPV-CKPSNAGRYV-CFDPLDGSSNVDCGVSVGSIFGIYRE-K---------------------------------------------G------------VA----RA--E-D--A----LQPGKCMVAAGYCMYGSYCNFVLTG
Cpa_cyFBPase_Contig11350-abini FL-MPQPLRSLLMG---LADL-AQ-KLDVLSNELFIRA-LSDTCRRVLASEEEDNVI-VDSANEDECFAVFDPLDGSSNLDLNITVGSIFGVYR----T-----------Y-----A------------------AA-----G-------------------E--P-H--V----LRRGRDLICAGYAMYGSSCML-LTF
      Ath_cyFBPase_NP_175032.1 FVE-FILLSHIVLGCKFVCSAVEQKKLDVLSNDVFVN-ALVSSGRSVLVSEEDEEAT-VEPSKRGKYCVVFDPLDGSSNIDCGVSIGTIFGIYTD-E-----------------------------------------------------------P----TT--A-D--V----LKPGNEMVAAGYCMYGSSCMLVLST
       Fan_cyFBPase_ABW38332.1 FVE-FILLSHIVLGCKFVCSAVEQKKLDVLSNEVFVK-ALVSSGRCILVSEEDEDAI-VEPSKRGKYCVVFDPLDGSSNIDCGVSIGTIFGIYAG-E-----------------------------------------------------------P----KL--D-D--V----LQPGKNMVAAGYCMYGSSCTFVLTT
Mpo_cyFBPase_Mapoly0005s0291.2 HVE-LILLNHIVLGCKFVCSAVEQKKLDVLSNEVFVK-ALTSSGRNILVSEEDEDAI-V-PEKRGRYCVVFDPLDGSSNIDCGVSIGTIFGIYMQ-A-----------------------------------------------------------G----TV--E-D--V----LKPGTAMVAAGYCMYGSSCTLVLST
Mpo_cyFBPase_Mapoly0005s0291.1 HVE-LILLNHIVLGCKFVCSAVEQKKLDVLSNEVFVK-ALTSSGRNILVSEEDEDAI-V-PEKRGRYCVVFDPLDGSSNIDCGVSIGTIFGIYMQ-A-----------------------------------------------------------G----TV--E-D--V----LKPGTAMVAAGYCMYGSSCTLVLST
 Ppa_cyFBPase_Pp3c3_1090V3.1.p HVE-LILLNNIVLGCKFVCSSVEQKKLDVLSNHVFIN-ALVSSGRNVLVSEENEEAI-VESSKRGRYCVVFDPLDGSSNIDCGVSIGTIFGIYMA-S-----------------------------------------------------------G----TV--E-D--V----LQPGTAMLAAGYCMYGSSCTLVLST
Ppa_cyFBPase_Pp3c13_1900V3.1.p HVE-LILLNNIVLGCKFVCSSVEQKKLDVLSNDVFIN-ALVSSGRNVLVSEENEDAI-VEPSKRGRYCVVFDPLDGSSNIDCGVSIGTIFGIYMA-S-----------------------------------------------------------G----TV--E-D--V----LQPGTAMLAAGYCMYGSSCTLVLST
           Smo_cyFBPase_D8RRD1 FVR-LILLSHIVLGCKFVCAAVEQKKLDVLSNEVFIK-ALCSSGRNVLVSEENETEI-VETSRRGRYCVVFDPLDGSSNIDCGVSIGTIFGIYMD-G-----------------------------------------------------------K----AGVVS-D--V----LRPGKEMVAAGYCLYGSSCMLVLSI
           Smo_cyFBPase_D8SBY7 FVE-LILLSHIVLGCKFVCSAVEQKKLDVLSNDVFVK-ALSSSGRNVLVSEELEEAI-VEASHRGKYCVVFDPLDGSSNIDCGVSIGTIFGIFLN-A-----------------------------------------------------------G----SN--D-D--V----LKPGSEMVAAGYCMYGSSCTLVFST
           Smo_cyFBPase_D8QTD0 LIG---------TNVQG---EE---KLDVLSNDVFVK-ALSSSGRNVLVSEELEEAI-VEASHRGKYCVVFDPLDGSSNIDCGVSIGTIFGIFLN-A-----------------------------------------------------------G----SN--D-D--V----LKPGSEMVAAGYCMYGSSCTLVFST
   Apr_cyFBPase_XP_011400401.1 WVN-LVLLNAITVGCKFVASAVDQKKL-----DLVAN-VFKNVLACVLVTEEEEEPI-IRPEQRGEYCVVFDPLDGSSNIDCGVSIGTIFGIYKS-E-----------------------------------------------------------G----SL--A-D--V----LRPGRDMVAAGYCMYGSMTYLMLST
   Psp_cyFBPase_XP_002948170.1 --S-LDIFN-LCSRLLTVTTTVQ-KKLDVVANEVFKN-VLRKSG-CVLVTEEEEEAL-VSESQKGDYCVVFDPLDGSSNIDCGVSIGTIFGIYRS-T---------------------------------------------G------------NL----S-----D--V----TRPGNEMVAAGYCMYGSMTYLMLTT
   Cva_cyFBPase_XP_005845821.1 -M----------------AGMMDQKKLDLVANEVFKN-SLRRSGQCILITEEEEEPI-IEEPHRGDYVVVFDPLDGSSNIDCGVSVGTIFGIYKS-G-----------------------------------------------------------N---YSL--E-D--V----MRPGTEMVAAGYCMYGSMSYMMITT
Cso1228_cyFBPase_CSI_122800009 WIA-LVLLNAIGVGCKFVASAVDQKKLDVIANEVFKN-SLRRSGQCILITEEEDEPI-IEKEHRGIYIVVFDPLDGSSNIDCGVSVGTIFGIYKAEL---------------------------------------------A------------GN----FT--L-D-DV----LRPGTEMVAAGYCMYGSMAYMMITT
Cso1230_cyFBPase_CSI2_12300000 WIA-LVLLNAIGVGCKFVASAVDQKKLDVIANEVFKN-SLRRSGQCILITEEEDEPI-IEKEHRGIYIVVFDPLDGSSNIDCGVSVGTIFGIYKAEL---------------------------------------------A------------GN----ST--LED--V----LRPGTEMVAAGYCMYGSMAYMMITT
Cso1412_cyFBPase_CSJ00003447-R WIP-LVLLNAIGVGCKFVASAVDQKKLDVIANEVFKN-SLRRSGQCILITEEEDEPI-IEKEHRGIYIVVFDPLDGSSNIDCGVSVGTIFGIYKAEL---------------------------------------------A------------GN----ST--L-D-DV----LRPGTEMVAAGYCMYGSMAYMMITT
            Bna_cyFBPase_85805 FI-DLLLMTAMEIACKNIARAVQVKKLDLLAN-LFIN-ALRKSHVCVLVSEEEPEPL-MEGQ-HGKFCVAFDPLDGSSNIDCNVSTGTIFSIFEA-P-----------------------------------------------------------P----AA--S-D--I----LRPGKEMVAAGYCMYGSATELVMTF
       Egr_cyFBPase_ABF68600.1 ---ELVLLSALSLACKATARACDQKKLDVLSNDIFIN-TLTNS-GCVLVSEENEEPI-IDPAHAGRFCVAFDPLDGSSNIDCNVSTGTIFGVYEG-F-----------------------------------------------------------A----TV--D-D--I----FRTGNDLIVAGYCMYGAATELVITK
       Egr_cyFBPase_BAU20292.1 FTPELVLLSALSLACKATARACDQKKLDVLSNDIFIN-TLTNS-GCVLVSEENEEPI-IDPAHAGRFCVAFDPLDGSSNIDCNVSTGTIFGVYEG-F-----------------------------------------------------------A----TV--D-D--I----LRTGNDLIVAGYCMYGAATELVITK
            Ptr_cyFBPase_23247 FV-DLILLNAIATSCKLITSAVDQKKLDVLSNDMMIN-ALVNSGVCVLVSEENEEPI-VPPGKAGKYCVAFDPLDGSSNIDCNVSVGTIFSVYES-N-----------------------------------------------------------G----SA--E-D--L----LRSGADCICAGYVVYSSAVEMVFTR
       Toc_cyFBPase_EJK72926.1 IIREMQLLNALATSFKLIASAVDQKKLDIMSNDMMIN-ALINS-GCILVSEENEEPI-V-PDKAGKFCVAFDPLDGSSNIDCNVSVGTIFSVFED-G-----------------------------------------------------------V----VE----D--L----LRSGEECICAGYCAYSSAVELVFTF
      Esi_cpFBPase2_CBN75354.1 -----LIMKSVG--CTA-SRL-VQ--LDVLSNSIF-TG-FCQPGGSCVASEEEETMAAVVEKH--EYAA-FDPLDGSANIEAGLPCGTIFGILR-----------------G----------------S-------A----RE------------GR--KAGP--S-T--V----VLPGRRLVAAGYCLYGPSTKLVFTG
           Ptr_cpFBPase2_31994 ------VLASVA--CRQ-NRI-VQ--LDVLCNTIM-RA-FCGSSR-VVASEEEDECVMN-SAF--NFIA-FDPLDGSKNIDASLPVGSIFGIY--S--------------------------------V------------DD------------QT--FL---------------QDGSGLVAAGYCLFSATTVLVLTG
      Toc_cpFBPase2_EJK67142.1 -----FTLLSVA--CKQ-NRI-VQ--LDVLCNTLM-RA-F--CGSGVVASEEEPISMGY-ENV--EYVA-FDPIDGSKNIDSSLPVGTVFGIYR-S---------------G----------------S------------SK------------LH---I----E-S--F----LQRGTNLVASGYCLYSATTVLVLTG
      Esi_cpFBPase2_CBN77737.1 WR-ELQLVGSLAEAIKAVASFT----WD--QNSIY-S-CKRASGR-VVAYPNKP-PM-IDEVF-GHFIA-VNPLVGAGGLDANVPTGTVIGLFEC-I-V-D-YSID---DA----------------SL-------Q-----E------------EL----CL--L-R--T----LQPGKNLIGAGYAIYSGSCELVLAV
      Egr_cpFBPase2_BAU20291.1 --G-HGVLSSFSRSCQR-ARL-EQ--MDVISNNIL-DA-LADTGLGVVASEEEDTPV-V-PAA--RYAV-FDPLDGSSNIDCSLPTGTIFSIYD------------------------------------------------D----------------SFSF--L-G---------PMDRLLISGYALYSSSTSLVITG
           Bna_cpFBPase2_38456 ----MRVIDALE--CIE-STA-KQ--IDVYANELI-RK-LFESGVGAIASEEED-DIVL-SNH--IYAV-FDPLDGSSNIDCSVPTGTIFSIYQ-----------------------------------------------EE------------QR-DSLDS--T-NNPF----LSPVTSIIASGYVMYSSATSLVLSG
  Ppu_cpFBPase2_contig_3490.10 ----LVVLQNVA-LAEQAAPIISQ--LDVIANHAF-RA-CEASGCSVMASEEDEQPVEI-STIIPSYVV-FDPLDGSRNIESSIPTGSIFGIYA----D-----------LG----------------V------------E-----------------------A-N--V----LQPGINQVAAGYILFSSATQMVLTG
  Bpr_cpFBPase2_XP_007512791.1 -F---KVLVAIA--CAEISER-VQ--LDVFCDDVF-KH-LIEREVKAYFSEERSE-MAKSFG---SFVV-ADPLDGSRNADINIPVGSIFGIYQ-E------------------------------------------------------------K--LE----D-V--V----LKPGRELIAAGYAHYGKATSFVCVG
  Mpu_cpFBPase2_XP_003063661.1 -V---RVLAALA--CVEISKT-KV--LDVLANALV-DA-LLATGCRYYASEEEKVVVEL-SG---AFVV-CDPLDGSRNLDASLPTGTIFGVHR-AA-E-----------NE--------------EHL------------IH------------DD--VE----A-H--A----LQRGSALVAAGYASYSSATNLVVAA
  Mco_cpFBPase2_XP_002499881.1 -A---KTLVALA--SRELART-DQ--LDVVADDIF-SH-LGACGGRWYSSEETDFPLEL-AN---TMVV-CDPLDGSRNIDCNIPVGSIFGVYR-LG-G-----------GE-------------------------------------------GD--GV----A-Q--C----TQPARAQVAAGYAHHSGATTLVLAG
           Osp_cpFBPase2_32079 -A---KVLVALA--SKELAGE-EQ--LDVVANDIF-RH-LAKCGGRYFASEEEDVPCQL-DG---EYIV-IDPLDGSRNIACNVPVGSIFGVYR-A---------------------------------------------------------------PV----D-S--A----LQPGREQVAAGYAHYSSATTLVLAG
  Olu_cpFBPase2_XP_001417955.1 -----VVL--IS--AKSIRGL-SQ--LDVVANDIF-RH-LTECGGKYYASEEDDTPVVL-VD---GYVV-IDPLDGSRNIACNVPVGSIFGVYR-A------------------------------------------------------------S--AE----E-N--A----VQPGREQVAAGYAHYSGATTLVLAG
  Ota_cpFBPase2_XP_022838959.1 -A---KVLVALA--SEELADA-SQ--LDVVANDIF-QH-LAECGGRYYASEEEATPACL-ES---KFVV-IDPLDGSRNIACNVPVGSIFGVYR-E------------------------------------------------------------D--AV----T-N--A----TQAGSEQVAAGYAHYSGATTLVLAG
Mpo_cpFBPase2_Mapoly0066s0105. ----LVVLMHLQ--CKR-AAL-VP-PLDIVSNDII-AA-LKRSGNAALASEEEDSAVWF-D----QYVV-FDPLDGSRNIDASIPTGTIFGIYKE----------------G----------------L-------P----EE------------EK--AS----R-N--V----LQPGSKLLASGYALYSSATMLCLTG
          Smo_cpFBPase2_D8RVB3 ----LIVILHLQ--VKE-AAL--A-PLDIISASFY-----RSSRKAVVASEEEDFPVWI-DH---PFVA-FDPLDGSRNIDASIPTGTIFGIYREAD-K-----------LP----------------V------------EE-------------K--AQ----L-N--V----LQCGSRLVASGYALYSSATILCLTG
Ppa_cpFBPase2_Pp3c18_4950V3.1. ----LVLMTHIQ--CKH-ASV-D--PLDIVSNNII-AA-LRSSGKAAIASEEDDQPIWF-E----PYIV-FDPLDGSRNIDASIPTGTIFGIYH-AD-H-----------LP----------------T------------EE-------------K--AF----V-N--V----MQRGERQVAAGYALYSSATIMAISG
Ppa_cpFBPase2_Pp3c22_22950V3.1 ----LVLMTHLQ--CKH-SSI-D-KPLDLVSNNII-AA-LRSSGKAAIASEKDDRPVWL-G----PYVV-FDPLDGSRNLDATVPTGTIFGIYR-AD-H-----------LP----------------T------------DE-------------K--AF----A-N--V----MQRGERLVAAGYVLYSSSTIMAISG
Ppa_cpFBPase2_Pp3c24_11070V3.1 ----MVLMAHIQ--CKH-AAI-D-RSLKSISNYIF-LA-LRNSGKAAISSEEDEAPIWF-D----PYIV-FDSLDGFEDFDELTPTSTMFSIYH-AD-H-----------LL----------------L------------EQ-------------K--AT----I-N--V----MQRGDRLVAAGYTIYSSSTMMCFSR
      Fan_cpFBPase2_ABW38331.1 L---LLLFHHIE--CKR-AAL-D--PLDILSNEII-SS-LRNSGKAVMASEEDDTPVWI-DD---PYVV-TDPLDGSRNIEASIPTGTIFGIYK-LD-H-----------LP----------------K------------EE-------------K--AL----L-N--S----LQAGTRLVAAGYVLYSSATIFCTSG
     Ath_cpFBPase2_NP_201243.1 Y---LVLLYHLQ--CKR-ASL-D--PLDIVSNDIV-SS-LRNSGKAVMASEENDSPTWI-DD---PYVV-VDPLDGSRNIDASIPTGTIFGIYN-LD-H-----------LP----------------V------------EE-------------K--AE----L-N--S----LQRGSRLVASGYVLYSSATIFCVTG
   Czo_cpFBPase2_Cz01g04250.t1 ----LALVNAIQ--VKA-AGKVKQ--LDVVANEIF-HH-LSSCACGVLASEEDDEAIVV-QHH---YVV-FDPLDGSRNIDAAIPTGTIFGVYE--A-E-----------AT----------------A------------T-----------------------D-S--V----LQPGHQLLMSGYALYSSATMLVITG
  Cme_cpFBPase1_XP_005537627.1 --P-LPLITATATAGKQIASLVEQKKLDVLTNEVLKNA-LRSTGKGVLASEEENEPV-LEEAYTGDFIAAFDPLDGSSNLDAAIATGTIFGVMRC-L-T-G-P-------E-----D----------AD-------I-----S--------Q----R-QMQCL--V-Q--T----LQPGANLVAAGYILYSSSVIFMLSI
  Gsu_cpFBPase1_XP_005703487.1 --LTL-VISSIQFACKKIASLVEQKKLDILSNQVLKNA-LKYSGKGVIASEEEDVPV-VDESFSGTYVAVFDPLDGSSNLDAAVATGTIFGIFRC-L-------------I-----E-----------D-------M-----A--DDIEPSQ---LN----CL--A-N--T----LQPGSRLLAAGYCMYSSSTMMVLSL
  Gsu_cpFBPase1_XP_005703442.1 --PSL-VINGIQFACKKIASLVEQKKLDVLSNEVLKNA-LKYSGKAVIASEEEDVPI-VEESYSGNYVVVFDPLDGSSNLDAGLPTGTIFGVFQC-L-I-----------H-----D-----------Y-------E-----ESIDNME------LA----CL--Q-N--T----LQPGRRLIAAGYCIYSSSTMLVLSL
      Pum_cpFBPase1_OSX71660.1 --V-LNLMASIQMACKKIASLVEQKKLDVLSNDVLKHA-LKRGGKGIIASEEEDEPI-VDELASGNYVAVFDPLDGSSNIDAGIATGTIFGIFAC-L-A-S-DWEAK---I-----N-----------E-------E-----E--------L----T----CL--Y-N--V----LQPGSNLVASGYCMYSSSCMMVLTT
      Pum_cpFBPase1_OSX75977.1 --V-MLLMASIQMACKKISSLVEQKKLDVLSNDVLKHA-LKQGGKGIIASEEEDEPV-VDEMASGNYIAVFDPLDGSSNIDAGIATGTIFGIFAC-L-P-S-DTDG----------------------G-------D----LD--------D----A-TLTCL--A-N--T----MQPGSSLVAAGYCMYSSSCMMVLTT
  Ccr_cpFBPase1_XP_005713305.1 --R-MLLMSSIQLACKKISSLVEQKKLDVLSNEVLKNA-LRYSGKGIIASEEEDEPV-VDEVYSGNYVAVFDPLDGSSNIDAGIATGTIFGIFVC-L-A-S-DWESK---I-----D-----------E-------S-----E--------L----T----CL--Y-N--T----MQPGSNLVAAGYCMYSSSCMMVLTT
   Ppu_cpFBPase1_contig_3540.6 --L-MNLMAAIALACKKISSLVEQKKLDVLSNEVLKNA-LRFSGKGIMASEEEDKPV-VDELTSGSYIAVFDPLDGSSNIDANIATGTIFGIFEC-L-T-Q-DWEDR---I-----E-----------E-------R-----E--------L----Q----CM--Y-G--T----MQPGTNLVASGYCLYSSACMLVLTF
      Esi_cpFBPase1_CBN74703.1 --V-LQLMGSIQYACKTIANLVEQKKLDVISNDVLKNA-LRSSGKGVIASEEEDTPV-VEEAFNSKFVAVFDPLDGSSNIDAAISTGTIFGIFEC-I-V-D-DD------A-----D-----------M-------D-----E------ASQ----V----CL--L-N--T----LQPGGSLVAAGYCMYSSSTILVFTM
      Esi_cpFBPase1_CBN76290.1 --V-LQLMGSIQYACKTIANLVEQKKLDVISNDVLKNA-LRSSGKGVIASEEEDTPV-VEEAFNSKFVAVFDPLDGSSNIDAAISTGTIFGIFEC-I-V-D-DD------A-----D-----------M-------D-----E------ASQ----V----CL--L-N--T----LQPGGSLVAAGYCMYSSSTILVFTM
            Ptr_cpFBPase1_2793 DA--LS-FMGIQMACKTIASLVSMKRLDHLSTVVL-NA-LKYTGK-VLAPKD-ESPV-I-KSM-SNYVACLDPLDGSGNADASICTGTVFGVFET-S-TGI--------SLWKKSRE------------------D-----RD------------RE----LV--D-S--V----LQPGKNMRAAGYCLYSSATVLVFTL
      Toc_cpFBPase1_EJK50041.1 WL--MS-HLSIQMACKTISNLISMKRLDQISKNVL-SA-LRFTGR-VVEAPD-DGGT-V-KHQ-GVIAYALDQYSGRGGRASSSTSTTKFGVFDF-R-GGE--------SP-----D------------------LR----DA------------SS----LS--R-A--V----LQPGNKLLAAGYCLYSSTTMLVFTL
            Ptr_cpFBPase1_9359 ---ELTLFGAIETACKAIANLVDQKKLDVIANDILKRA-LRFTGRGVLASEEEDTPVLIDE---GKYVAVFDPLDGSSNVDAGIPTGTIIGIYEC-K-I-----DPDALEE-----D-----------R-------T-----K--------Q---EN---LCL--A-N--T----LQPGTNLVAAAYCLYSSSTFLVLTL
            Ptr_cpFBPase1_8744 ---ELTLFGAIDTACKAISNLVDQKKLDVITNDLLKRA-LRFTGRGVLASEEEDVPVLIEE---GKYVAVFDPLDGSSNVDAGIPTGTIIGVYEC-N-T-----N-----L-----EC----TPEE-CT-------E-----Q--------E---AQ----CL--A-N--T----LQPGTNLVAAAYCLYSSSTFFALTL
      Egr_cpFBPase1_ABF68597.1 --MGILVFASIQTACKTIAKLVEQKKLDVITNDVLKRA-LKFTGRGVIASEEEDVPV-VDESYGG-YISVFDPLDGSSNVDAGIPVGTIFGIFEC-K-LAD-NFFDDKTDI-----S-------------------E-----A--------M----K---GCL--R-S--T----LKPGNSLVAAGYALYSSATHFVFTL
           Bna_cpFBPase1_51585 FAT-VLLISSISVACKRIASMVEQKKLDVISNDVLKSA-LRSSGKGVIASEEEDNPV-VDELYSGEYVATFDPLDGSSNIDAAISTGTIFGVFKC-L-I-----------G-----D-----------S-DN--LSI-----A--------E---QQ----CL--E-A--T----LQPGTNLVAAGYCMYSSSTILVLTT
Cpa_cpFBPase1_Contig53396-snap --T-LVLLSSISTACKQIASMVDQKKLDVVSNDVFKNS-LRFTGRGIIASEEEDEP----D-FAGNYVAVFDPLDGSSNIDAAVHP-CIL----V-T-S-----------L-----DN-----------------------RQ--------S----T----CL--V-D--V----LQPGENLKVAGYCMYSSSTMLVLTI
  Mco_cpFBPase1_XP_002505568.1 WLKELVVLSSVSIACKRIASLVDQKKLDVVSNEIFCEV-LRTSGRGVIASEEEDTPVAVEETYNGNYVVVFDPLDGSSNIDAAVSTGSIFGVYSC-V-P-D-WG-----AD-----D--------E----G-----V-----V--------Q----E---KCI--T-N--V----CQPGNNLLAAGYCMYSSSCILMLTV
  Mco_cpFBPase1_XP_002505565.1 FLVDLIIVNNIAVACKKISNLVEQKKLDVISNDIFCDA-MSDTCRNMIVTEEEDVPL-VE-AISGDYIVCFDPIDGSSNIDAAVTTGSIFGIYSC-QIF-E-HD-----SV-----E-----------------------EAM--------E----K----CV--L-N--A----RKSGEELVCAGYVMYSSSTVMMLTV
  Mpu_cpFBPase1_XP_003056260.1 WLRELIVLSSVALACKQIASRVDQKKLDVVANEIFCDV-LRTSGRGVIASEEEDVPVAVEETYAGNYVVVFDPLDGSSNLDAAVSTGSIFGVYDC-V-P----------DF-----D--------A----------EDDAAVE--------E----K----CI--A-N--V----CQSGNNLQAAGYCMYSSSTMLVLTV
  Mpu_cpFBPase1_XP_003063679.1 FLNDLIIINSIAVACKKISSLVEQKKLDVISNDIFCEC-IKDTARAIVVTEEEDVPV--SEAISGDYIVTFDPIDGSSNIDAAVTTGSIFGIYSCEV------------SL-----D--------D------------TPEEA--------M----D---KCL--V-N--T----RKSGEELVCAGYVMYSSSTVAMISV
  Bpr_cpFBPase1_XP_007509936.1 WLNDLIVINSIAIACKQIMSLVEQKKLDVIANDIFLNA-VQKCGRSVIVTEEEDHPVATNVG-NGDYVVTFDPIDGSSNIDACVTTGAIFGIYSCD-ID-P-TQ-----SA-----E-----------------------EIM--------K----N----CT--E-N--A----NQSGENLVAAGYCMFSSSCVFMITT
           Osp_cpFBPase1_43222 YLTDLVALNSIAVACKRVRALVEQKKLDVVANDVFVET-LSSCGRGVIVTEEEDTPIAVERVGSGGYVVTFDPIDGSSNIDACVTTGSIFGVYACE-IK-E-TD-----TP-----E-----------------------QTL--------E----N----CL--T-N--A----KQSGEALVAAGYCMYSSSCVFVLTV
  Olu_cpFBPase1_XP_001422674.1 HLDDLIALNSVAIACKRVRALVEQKKLDVIANDVFVET-LRACGRSVIVTEEEDTPIAVERA-SG-YIVTFDPIDGSSNIDACVTTGSIFGVYACE-IK-D-TD------------S-----------------------AEE--------TL--AN----CL--T-N--S----LQSGEALVAAGYCMYSSSCVFVLTT
  Ota_cpFBPase1_XP_003082905.2 WLDDLIALNSVAVACKRVRALVEQKKLDVLANDVFVDA-LRACGRSTIVTEEEEVPIACERSANG-YVVTFDPIDGSSNIDACVATGSIFGVYAC--EV-D-AN-----D------S-----------------------PED------TLK----K----CV--T-N--S----LRSGESLVAAGYCMYSSSAVFVLTI
  Olu_cpFBPase1_XP_001416538.1 WIKELVVLSSIGLACKQIASLVDQKKLDVISNDVFCDV-LRQTGRGVIASEEEDVPVAVEETFGGNYVVVFDPLDGSSNIDAAVSTGSIWGIYEC-I-P-D-FG-----TE-----D-----AA-K----------I-----E--------E----K----CV--M-N--V----CQPGNNLLCAGYCMYSSSTILVLTL
  Ota_cpFBPase1_XP_003077945.1 WINELVVLSSIGLACKQIASLVDQKKLDVISNDVFCNV-LRQSGRGVIASEEEDVPVAVEETYGGNYVVVFDPLDGSSNIDAAVSTGSIWGIYEC-I-P-D-FG------S-----D----DSA-K----------V-----E--------E----K----CV--M-N--V----CQPGSNLLCAGYCMYSSSTILVITI
           Osp_cpFBPase1_54446 WINELVVLSSIGLACKQIASLVDQKKLDVISNDVFCDV-LRQSGRGVIASEEEDVPVAVEETYGGNYVVVFDPLDGSSNIDAAVSTGSIWGIYEC-I-P-D-FS-----SE-----D-----SA-K----------I-----E--------E----K----CV--M-N--V----CQPGNNLLCAGYCMYSSSTILVLTI
  Bpr_cpFBPase1_XP_007509205.1 WVNEHIVLQSISVACKQIASLVDQKKLDVISNDVFCDT-LRLSGRGVIASEEEDVPVAVEETYGGNYVCVFDPLDGSSNIDAAVSTGSIWGIYAC-V------------P------DFSSESPA-E----------V-----E--------A----K----CV--Q-N--V----CQPGENLVSAGYCMYSSSTILVISV
  Apr_cpFBPase1_XP_011398191.1 WLVEVIVISSIALACKQIASLVDQKKLDVVANDVFANC-LRSTGRGTLASEEEDVPVSVEGSYSGDYIVVFDPLDGSSNIDAGISVGSIFGVYDCR----V---------------D--------E----LDD---------A--------EEVLNK----CV--L-N--V----CKAGSELLVAGYCLYSSSTVLVLTV
            Psp_cpFBPase1_3559 WLNELTVISSIALACKQIGSLVDQKKLDVVSNTVFANC-LRSSGRGILASEEEDAPVAVEETYSGDYVVVFDPLDGSSNIDAGISVGSIFGVYACR----I-EDMD---DP-----D--------Q----M-----------M--------E---K-----CI--L-N--V----CKAGNELLAAGYCLYSSSTVLVLSI
  Cva_cpFBPase1_XP_005848342.1 WLVELAVISSIATACKQIGSLVEERKLDGAGSGAAAGLGLAACGRGVIASEEEDLPVAVEETFSGEYVVVFDPLDGSSNIDAGISVGSIFGIYECSIED-M---------------D-------DP----E-----------E------MMK---K-----CV--L-N--V----CQAGNELLCAGYTLYSSATILVLTV
Cso1228_cpFBPase1_CSI_12280000 --MNL-------------AS--DQ-KLDVISNEVFSNC-LRQCGRGIIASEEEDQPVAVEETFSGEYVVVFDPLDGSSNIDAGISVGSIFGIYECR--I-E---------------D-------------MDDPEEM-----M--------Q---K-----CV--L-N--A-------GKELLCSGYTLYSSSTVLVLTV
Cso1230_cpFBPase1_CSI2_1230000 WLTEL---------T--IGSLVDQ-KLDVISNEVFSNC-LRQCGRGIIASEEEDQPVAVEETFSGEYVVVFDPLDGSSNIDAGISVGSIFGVYEC---R-I---------------E--------D----MDDPE-------A------MMQ---K-----CV--L-N--V----CQAGNELLCAGYTLYSSSTILVLTV
Cso1412_cpFBPase1_CSJ00005697- WLTEL---------T--IGSLVDQ-KLDVISNEVFSNC-LRQCGRGIIASEEEDQPVAVEETFSGEYVVVFDPLDGSSNIDAGISVGSIFGVYEC---R-I---------------E--------D----MDDPE-------A------MMQ---K-----CV--L-N--V----CQAGNELLCAGYTLYSSSTILVLTV
  Cre_cpFBPase1_XP_001690872.1 WLTELTVISSVSLACKQIASLVDQKKLDVVSNEVFKNC-LASCGRGVIASEEEDQPVAVEETYSGNYIVVFDPLDGSSNIDAGISVGSIFGIYEC---P-I---------------D-----AMDDPQK-M-----------M--------E----Q----CV--M-N--V----CQPGSRLKCAGYCLYSSSTIMVLTI
  Vca_cpFBPase1_XP_002948170.1 WLTELTVISSVALACKQISSLVDQKKLDVVSNEVFKNC-LASCGRGIIASEEEDQPVAVEETYSGNYIVVFDPLDGSSNIDAGISVGSIFGIYECPLDA-M---------------D--------DPQK-M-----------M--------E----Q----CV--M-N--V----CQPGSRLKCAGYCLYSSSTVLVITI
Dsa_cpFBPase1_Dusal.0106s00008 WLNELTVIASIALACKQISSLVDQKKLDVVSNEVFANC-LRSSGRGVIASEEEEVPIAVEESYSGNYIVVFDPLDGSSNIDAGISVGSIWGVYECPIDA-I---------------D--------DPDK-M-----------M--------E----Q----CV--L-N--V----CQPGKDLKCSGYCLYSSSTTIVLTV
   Czo_cpFBPase1_Cz04g03070.t1 WLTELTVLSSISLACKQIAAAVEQKKLDVISNDIFSMC-LRATGRGVIASEEEENPIAVEETTSGNYIVVFDPLDGSSNIDAGISVGSIFGIYEC-V-V----------DM-----D--------D----A-----------A-----KTLE---S-----CI--T-N--V----CQPGKNLLAAGYCLYSSCHVLVLTI
  Mne_cpFBPase1_XP_013899573.1 WLTELTVLSSISVACKQIAAAVEQKKLDVISNDIFSLC-LRNCGRGVIASEEEENPIGVEETTSGNYIVVFDPLDGSSNIDAGISVGSIFGVYSC-I-V----------DM-----D--------DPEKTL-----------A------------S-----CI--T-N--V----CQPGKNLLAAGYVLYSSCTILVLTI
          Smo_cpFBPase1_D8RW89 WLIELIVLSSIAVACKQIAALVDQKKLDVVSNEVFSNC-LRSSGRGIIASEEEDTPVAVEESYSGNYIVVFDPLDGSSNIDAAVSTGSIFGIYHC-L-A-D-FDSDSD-SL-----T--------P----------S-----E--------Q----N----CV--M-N--V----CQPGKNLLSSGYCMYSSSVIFVLTV
Ppa_cpFBPase1_Pp3c7_15760V3.1. WLVELIVLSSISLACKQIASLVDQKKLDVISNEVFSSC-LRSSGRGIIASEEEDTPVAVEESYSGNYIVVFDPLDGSSNIDAAVSTGSIFGIYKC-L-T-DLGENPT---I-----D--------E----------V-----A--------Q----N----CV--V-N--V----CQPGSNLLSAGYCMYSSSVILVLSV
Ppa_cpFBPase1_Pp3c19_12890V3.1 WLVELIVLSSIALACKQIASLVDQKKLDVISNEVFSSC-LRSSGRGIIASEEEDTPVAVEESYSGNYIVVFDPLDGSSNIDAAVSTGSIWGIYKC-L-T-NLGEEPT---I-----D--------E----------I-----A--------E----N----CV--V-N--V----CQPGSNLLSAGYCMYSSSVILVLSV
Mpo_cpFBPase1_Mapoly0047s0030. WLVELIVLNSIAVACKQIASLVDQKKLDVISNEVFSNC-LRSSGRGIIASEEEDTPVAVEESYSGNYVVVFDPLDGSSNIDAAVSTGSIFGIYRC-L-A-D---------M-----D--------D----DSQLGMV-----E--------Q----N----CI--V-N--V----CQPGSNLLSAGYCMYSSSVILVLSV
  Ath_cpFBPase1_NP_001190083.1 WLEELIVMSSISLACKQIASLVDQKKLDVISNEVFSNC-LRSSGRGIIASEEEDVPVAVEESYSGNYVVVFDPLDGSSNIDAAVSTGSIFGIYSC-I-V-D--DSDDISAL-----G--------S----------E-----E--------Q----R----CI--V-N--V----CQPGNNLLAAGYCMYSSSVIFVLTL
      Fan_cpFBPase1_ABW38330.1 WLTELIVLSSISLACKQIASLVDQKKLDVVSNEVFSNC-LRSSGRGIIASEEEDVPVAVEESYSGNYIVVFDPLDGSSNIDAAVSTGSIFGIYSC-L-A-D-IDDGN---L-----D--------S----------A-----A--------Q----K----CI--V-S--V----CQPGSNLLAAGYCMYSSSVIFVLTV
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            Dvu_FBPaseI_A1VD23 GQGVHGFTLDPSVGEFLLSHPDMSIP-RGIYSINESYWWD-PTREVSYFKGYSLRYVGSLVADFHRTLLYGGIFMYPMDY-RH------P-DKPQGKLRLMCEASPLAFLAEQAGGRAIDG---------S---------RR-ILD---V---CP-GT-------------------LHE---------------RI---
            Ava_FBPaseI_Q3MCI4 GKGVHSFTLDPSLGEFILSEENIRIP-HGVYSVNEGNFWQ-EES-REYIRYYTARYSGAMVSDIHRILVQGGVFLYPGTV-QN------P-E---GKLRLLYESAPLAFLIQQAGGRATTG---------L---------VD-ILD---V---VP-KK-------------------LHQ---------------RT---
            Bna_cyFBPase_92362 GSGVHEFILDQDIGEFLLVRKRISVP-RAIYSINESSSN-EDNVMLKYIEKKKSRYVGTMVADVHRSMLYGGLYLYPGTK-KM------P-G---GKVRLLYECNPIAFLMEQAGGKAFTLHPDT---G-Y--------P-ARVME---L---QP-VE-------------------VHQ---------------RI---
   Gsu_cyFBPase_XP_005709391.1 GSGVHGFTLDPALNEFILTHENVRIP-CGIYSVNEGYCSL-KPE-RELISRRSLRYIGSMVADVHRTLLYGGIFMYFAHQ-QW------P-N---GKLKLLYEASPLAFIIEQAGGKASTA---------L---------ER-ILD---I---TP-GS-------------------VHD---------------RI---
   Cme_cyFBPase_XP_005535415.1 GAGVQAFTLDGAMNEWIRTSPQVRIP-CGWYSLDEGSESL-DAD-RSALHRRSLRRTGSMVADLHRVMLYGGVLLYPPCT-AQ------P-Q---GHLKLLYEAGPLAFLVEQAGGRATDG---------R---------LA-LFD---R---RP-TT-------------------LHE---------------RV---
 Pum_cyFBPase_Pum0229s0029.1.p GSGVHGFTLDPTLSEFILTHENMQVP-SGVYAINEGFSSK-DPK-QQMLKAT-CRYIGSMVPELHRTIIRGGVYIYPAHE-AR------P-Q---GRFKLLYEAGPLAFVVEKAGGQASTG---------T---------RA-ILD---I---QP-ES-------------------LHH---------------RV---
 Pum_cyFBPase_Pum0654s0006.1.p GHGVDGFTLDPSLQEFVLTHPRLQVP-AGTYSINEGYASS-DER-TKLMLERTCRYLGSMVPDVHRTLLYGGVFIYPAHA-GR------P-M---GRLKLLYEAGPLAFVAEQAGGEASTG---------R---------KP-ILD---I---QP-ES-------------------VHH---------------RV---
   Cme_cyFBPase_XP_005537806.1 GETVNGFTLDPSLGEFVLT-PNMRCPPRGIYSINEGNSRDWD-AVREFVQRRSLRYIGSMVADVHRTLLYGGVFMYPADS-KS------K-D---GKLRYLYEAAPMAFLMEVAGGKAT-----T---G-R--------E-D-ILD---V---RP-RH-------------------IH---------------QRV---
   Gsu_cyFBPase_XP_005707946.1 GNGVHGFTLDPSLGEFVLT-PNIRIPRRGIYSVNEGNCKNWD-SVTQYIHSYSLRYIGSMVADVHRTLLYGGIFCYPADK-KN------P-N---GKLRLLYEGAPMAFLMEQAGGKAS-----T---G-T--------E-N-ILD---I---QP-HS-------------------IH---------------QRT---
       Pum_cyFBPase_OSX71615.1 GEGVHGFTLDPSLGEFVLT-PNMRIPSRGIYSVNEGNARMWD-ATTEYIKSYALRYIGSMVADIHRTLLYGGVFIYPADA-KS------P-D---GKLRLLYEAAPMAFLIHHAGGKST-----T---G-K--------E-D-ILD---V---IP-TG-------------------IH---------------QRV---
   Ccr_cyFBPase_XP_005712315.1 GTGVYGFTLDPSLGEFVLT-PDIKIPSRGIYSVNEGNAKNWD-ATTEYIQSYSLRYIGSMVADVHRTLFYGGVFIYPADK-KS------P-N---GKLRLLYEAAPMAFLMEQAGGKAT-----T---G-K--------T-E-ILD---I---VP-ED-------------------IH---------------QRV---
    Ppu_cyFBPase_contig_3402.5 NGGVHGFTLDNTIGEFLMT-PNISIPKDCIYSVNEGNLILWD-QTTTYINKYSARYIGSMVADVHRTLLYGGVFMYPADK-KT------A-N---GKLRLLYEAAPMAMLLENAGGAAS-----S---G-AL--N----K-R-ILD---I---VP-SS-------------------IH---------------QRV---
   Ota_cyFBPase_XP_003080995.2 -TGVCAFTYDESLDAFVLTKANIRIP-SGVYSVNQANYR-KDDVMRAYIDE-SLRYIGSMVADVHRTLLYGGTFHYPADA-SN------P-N---GKLRAVYECFPMSAIIERAGGLAIS----A----AD--------T-R-VLD---F---VP-TS-------------------AHE---------------RM---
   Olu_cyFBPase_XP_001419675.1 M-GVCAFTYDADRDAFVLTKRDIRIP-SGVYSVNQANYK-KDDATRAYIDE-SLRYIGSMVADVHRTLLYGGTFHYPACS-SN------A-Q---GKLRAVYECFPMAAIIERAGGLA-I----S---GAN--------D-S-VLS---F---VP-ST-------------------AHS---------------RM---
            Osp_cyFBPase_59046 VGGVCVFTYDDARDAFVLTRENVKIP-TGVYSVNQ--AN-QN-ASTAYIDEKTLRYVGSMVADVHRTLLYGGTFHYPADA-QN------GGK---GKLRAVYECFPMSAVIERSGGMA-I----C---G-A--------D-MPVLD---I---VP-AT-------------------VHA---------------RC---
   Bpr_cyFBPase_XP_007510822.1 -KNTRGWTLDPSSNTYVKTRADISIP-RGIYSINEGYEK-FSEGMK-YIRD-TARYVGSMVADVHRTLLAGGTFHYPL-----------------GKLRMLYECFPMALMIEVAGGLSISD---T---G-S--------N-T--LD--S----AV-ES-------------------IHE---------------RGA--
   Mco_cyFBPase_XP_002506051.1 GGNVRGFTLDPSLGEFVLTHPKIKCPPSGTYSVNEGNSRYWG-GMRRYVDHHALRYIGSMVADVHRTLLYGGTFSYPGDS-KS------P-N---GKLRLLYECFPMAYIMERAGGAAS-----D---G-T--------Q-R-ILD---V---CC-TG-------------------IH---------------QRH---
   Mpu_cyFBPase_XP_003057094.1 GH-VHGFTLDPSLGEFILTHPKITVPKRGIYSVNEGNTQFWD-GMKTYVERRGARYIGSMVADIHRTLLYGGTFSYPSDR-KH------P-D---GKLRLLYECFPMAMIVEKAGGKAS-----D---G-C--------G-R-ILD---I---KP-TS-------------------IH---------------QRQ---
Cpa_cyFBPase_Contig11350-abini GDQPPGFTLDTLIG-FLLTHPAIRMP-TGIYSINESAAASWDPVITSVIKQFNARYVGSMVADMHRTLLKGGVFIYPADS-K----------------------------------------------------------------------------------------------------------------------
      Ath_cyFBPase_NP_175032.1 GTGVHGFTLDPSLGEFILTHPDIKIPNKGIYSVNEGNAQNWDGT-TKYVEKKSLRYVGSMVADVHRTLLYGGIFLYPADK-KS------P-N---GKLRVLYEVFPMSFLMEQAGGQAF-----T---G-K--------K-R-ALD---L---VP-EK-------------------IH---------------ERS---
       Fan_cyFBPase_ABW38332.1 GSGVHGFTLDPSLGEFILTHPNIKIPKKGSYSVNEGNAKNWDGT-AKYVEKKSLRYIGSMVADVYRTLLYGGIFLYPGDK-KS------P-N---GKLRVLYEVFPMSFLLEQAGGQAF-----T---G-K--------E-R-ALD---L---VP-KK-------------------IH---------------ERS---
Mpo_cyFBPase_Mapoly0005s0291.2 GEGVNGFTLDPSLGEFILTHPLIRIPKKGIYSVNEGNAKNWDEPTTKYVEKKSLRYIGSMVADVHRTLLYGGIFLYPADK-KS------P-N---GKLRVLYEVFPMSFLVEQAGGQAF-----T---G-K--------Q-R-ALE---L---VP-TK-------------------IH---------------ERS---
Mpo_cyFBPase_Mapoly0005s0291.1 GEGVNGFTLDPSLGEFILTHPLIRIPKKGIYSVNEGNAKNWDEPTTKYVEKKSLRYIGSMVADVHRTLLYGGIFLYPADK-KS------P-N---GKLRVLYEVFPMSFLVEQAGGQAF-----T---G-K--------Q-R-ALE---L---VP-TK-------------------IH---------------ERS---
 Ppa_cyFBPase_Pp3c3_1090V3.1.p GAGVNGFTLDPSLGEFILTHPNIKIPKKGIYSVNEGNAKHWDGT-TKYVENKSLRYIGSMVADVHRTLLYGGIFMYPGDK-KS------P-K---GKLRVLYEVFPMSFLVEQAGGQSF-----T---G-K--------Q-R-ALE---L---VP-AH-------------------IH---------------DRS---
Ppa_cyFBPase_Pp3c13_1900V3.1.p GAGVNGFTLDPSLGEFILTHPDIKIPKKGIYSVNEGNAKHWDGT-TKYVENKSLRYIGSMVADVHRTLLYGGIFMYPGDK-KS------P-K---GKLRVLYEVFPMSFLVEQAGGQSF-----T---G-K--------Q-R-SLD---L---VP-AH-------------------IH---------------DRS---
           Smo_cyFBPase_D8RRD1 GNGVHGFTLDPALGEFILTHPVMRVPRKGIYSVNEGNAKHWDET-K-YVEIKSLRYIGSMVADVHRTLLYGGIFMYPADK-KS------P-N---GKLRLLYEVFPMAYLVEQAGGQAF-----T---G-K--------E-R-ALD---V---VP-KK-------------------IH---------------ERS---
           Smo_cyFBPase_D8SBY7 GSGVNGFTLDPSLGEFILTHPDIKIPKKGIYSVNEGNAKNWDE--TLYVEN-------NMVADVHRTLLYGGIFMYPADK-KS------P-F---GKLRVLYEVFPMSYLVEQAGGQAF-----T---G-K--------E-R-ALD---L---VP-KH-------------------LH---------------ERS---
           Smo_cyFBPase_D8QTD0 GSGVNGFTLDPSLGEFILTHPDIKIPKKGIYSVNEGNAKNWDE--TLYVENKSLRYIGFMVADVHRTLLYGGIFMYPADK-KS------P-F---GKLRVLYEVFPMSYLVEQAGGQAF-----T---G-K--------E-R-ALD---L---VP-KH-------------------LH---------------ERS---
   Apr_cyFBPase_XP_011400401.1 GRGVSGFTLDPSLGEFVATHRDLVMPPRGIYSINEGNAAMWD-ATSAYVAEYSLRYVGSMVADVHRTLLYGGVFLYPADA-KN------T-K---GKLRLLYEGYPMAYLIEQAGGRAI-----D---E-RC-------E-R-LLL---R---EP-ED-------------------IH---------------DRA---
   Psp_cyFBPase_XP_002948170.1 GDGVAGFTLDDFIGEFVLTHPKVKLPSSGIYSINEGNAMHWD-ATTRYVAESSLRYVGSMVADVHRTLLYGGIFMYPADK-KN------V-K---GKLRMLYECYPMAMLMEQAGGLAI-----D---G-AG-------R-R-MLD---Q---PPSAG-------------------IH---------------DRS---
   Cva_cyFBPase_XP_005845821.1 GKGVAGFTLDPTLGEFVITHPKVQVPSRGIYSINEGNAVNWD-ATKKYVEAYSLRYVGSMVADVHRTLLYGGIFMYPADK-KN------P-K---GKLRVLYECFPMAMLVEQAGGKAI-----T---G-T--------Q-R-SLE---T---MP-DS-------------------IH---------------DRA---
Cso1228_cyFBPase_CSI_122800009 GNGVAGFTLDPTLGEFVITHPRVQVPPRGIYSINEGNAANWD-ATTKYVENYSLRYVGSMVADVHRTLLYGGIFMYPADK-KS------P-D---GKLRVLYECFPMAFLVEQEF-------------------------------------------------------------------------------------
Cso1230_cyFBPase_CSI2_12300000 GNGVAGFTLDPTLGEFVITHPKVQVPPRGIYSINEGNAANWD-ATTKYVENYSLRYVGSMVADVHRTLLYGGIFMYPADK-KS------P-S---GKLRVLYECFPMAFLVEQAGGKAT-----T---G-T--------S-R-TME---I---MP-TS-------------------IH---------------GR----
Cso1412_cyFBPase_CSJ00003447-R GNGVAGFTLDPTLGEFVITHPKVQVPPRGIYSINEGNAANWD-ATTKYVENYSLRYVGSMVADVHRTLLYGGIFMYPADK-KN------P-N---GKLRVLYECFPMAFLVEQAGGKAT-----T---G-T--------A-R-TME---M---VP-TS-------------------IHGRQVADGAAGSCGSLARA---
            Bna_cyFBPase_85805 GQGVERFILDPSLGEFIHIGESIKMPLNGVYSVNEGYLK-WD-VIQGAVQKYSMRYVGSMVSDVHRTMIYGGIFMYPADK-KS------K-N---GKLRLLYEGFPMALLAEQAGGVAS-----A---G-YF--KGQV-R-R-ILD---L---VP-RK-------------------IH---------------ERC---
       Egr_cyFBPase_ABF68600.1 NQGVHRFTLDPSLGEFIHT-SNVTFPEDGIYSCNEGNSSNWD-AIVEYF--YAARYVGSMVSDVHRTILYGGIYLYPADA-KS------K-N---GKLRVLYEGFPMAMIVEQAGGVAS-----C---G-LF--KGTI-Q-R-LLD---L---VP-TS-------------------IH---------------EKC---
       Egr_cyFBPase_BAU20292.1 NQGVHRFTLDPSLGEFIHT-SNVTFPEDGIYSCNEGNSSNWD-AIVEYF--YAARYVGSMVSDVHRTILYGGIYLYPADA-KS------K-N---GKLRVLYEGFPMAMIVEQAGGVAS-----C---G-LF--KGTI-Q-R-LLD---L---VP-TS-------------------IH---------------EKC---
            Ptr_cyFBPase_23247 GSDVHGFCLDSTIGEFVHTRKMV-FPAEGIYSCNEGNANNWD-PIKDACDHYTARYVGSMVADIHRTILYGGIYMYPADA-KS------P-K---GKLRLLYEGIPMAMIIEQAGGVAS-----T---G-FFNGK--I-Q-R-VLD---L---VP-DE-------------------IH---------------AKC---
       Toc_cyFBPase_EJK72926.1 KDSVEGFCLDPTIGEFVHT-RNMQFPADGIYSCNEGNFIHWD-PIKDAVDAYSARYVGSMVADIHRTLLYGGIYIYPADK-KS------P-K---GKLRMLYEGIPMALIIEQAGGIAS-----T---G-YFNGK--IGE---VSK---L---TP-DA-------------------IH---------------CKC---
      Esi_cpFBPase2_CBN75354.1 -AGVFEFTLRV--GDFVLTRSNLRIPRSGVYSVNEANSS--SEAIQDYFQDEEAQYAGALVADIHNVLVNGGVFAYPADV-RN------P-N---GKLRLLYEGNPIAMIVEEAGGIATTG---F--E-------------A-IRD---V---RP-QS-------------------VHH---------------RI---
           Ptr_cpFBPase2_31994 -SGVDGFTLDP--GRFLHTHQDIRIPSSGIYSFNEANFD--DPPVKHFLNASNARYIGALVADVHNVLINGGIYGYPSTR-AN------R-N---GKLRLLYESAPMAMILEQAGGAGSTG---R--G-------------R-ILD---V---VA-TK-------------------IHQ---------------RI---
      Toc_cpFBPase2_EJK67142.1 -SGVHGFTLDP--QTFLQTHPNMRIPDVGLYSFNEAYYD--GEPVQRFLSNVSARYVGALVADVHNVLINGGIYGYPATR-DD------P-N---GKLRLLYESAPMAMVMEQAGGAGSTG---R--G-------------R-ILD---VLPPQP-SQDGVTGHDDESGRDREIEKGIHV---------------RV---
      Esi_cpFBPase2_CBN77737.1 GQGVHGFTLDSSVGEFILTKPYMRIP-RGGYSLDESRRDT-PKA-QEHIDKFGYRLVGSAVADVHRTLVQGGIWGRPDDE-GSDQYGGDR-T---GGLTVLGESSPLAFIVEEAGGRAVDG---------HG--------ER-VLD---I---YP-ET-------------------LRQ---------------KT---
      Egr_cpFBPase2_BAU20291.1 -KGTHLFTLDP--GQFVLTKAYVTVPTRGFYSLNDGRF---PEGLQRYIADYGARYVCSLVADIHRTLLYGGWAGNPRP-----------------HLRLLFESAPLSYVLEQAGGAGSDG---K--------------G-R-ILG---T---TL-TA-------------------LHQ---------------RS---
           Bna_cpFBPase2_38456 -KGTHILSLDP--RKFVLTGANMRVPNRGYYSLNEG-YD--PNGLRNYISDYSSRYVCSLVADVHRTILYGGWAGNPRP-----------------HLRLLFEAAPLSFILDQAGGKGSDG---N--------------R-P-ILS---Y---TP-DT-------------------LHQ---------------RL---
  Ppu_cpFBPase2_contig_3490.10 -SGAHIFTVDWQTRRFVCTSESIHMPKRGVYSLNDARYD--PKGLQDYIDTYSARYVCSLVADFHRTLYTGGWAGNPRS-----------------HLRLVYEANPLAFIAEQAHGRGSDG---K--------------R-R-ILE---I---QP-AA-------------------LHQ---------------RL---
  Bpr_cpFBPase2_XP_007512791.1 -PNACEFCLDE--KEFKLVKDKITIPERGVYSLNDARED--PSGLKKYIDDYSARYICALTADFHRTIQEGGWCGNPR-----------------SHLRVVYECNPLAFVAKACGGRASDG---E--R-------------D-ILD--I----LP-AD-------------------FHE---------------KT---
  Mpu_cpFBPase2_XP_003063661.1 -GPATEFTLSE--AQFKRV-GILSCPPRGTYSLNDARFD--PQGLQKYVAKYSGLYVGSLVTDFHRTLKHGGWCGNPR-----------------PHLRTVYEANPLAFIARACGGAASDG---S--G-------------A-TLN--K----TV-SG-------------------VHD---------------RA---
  Mco_cpFBPase2_XP_002499881.1 -DSAVEFVLDD--GAFVVAADPLRCPPRGIYSLNDARFD--PEGLRRYVVDYSARYVCSLVGDFHRTMKYGGWCGNPR-----------------PHLRWQFEVAPLAFVARAAGAIATDG---T--N-------------D-VMANED----GP-SA-------------------AHE---------------RT---
           Osp_cpFBPase2_32079 -D-GPAVEYTL--GEFRVANEDMRCPSRGIYSLNDARFD--PEGLRSYITDYSARYICSLVGDAHRTFIYGGWAGNPR-----------------PHLRVVFEAAPLAFVARACGAAATDG---V--N-------------D-VLA--K----TP-AS-------------------LHE---------------RA---
  Olu_cpFBPase2_XP_001417955.1 -D-GPAVEYTL--GEFAVANKRMSCPPRGVYSLNDARFD--PEGLKSYINDYSARYICSLVGDAHRTLIYGGWCGNPR-----------------PHLRVVFEAAPLAFVARAAGAASSDG---I--RC--SDEATNGVE-T-ILD--K----KP-TT-------------------LHE---------------RS---
  Ota_cpFBPase2_XP_022838959.1 -D-GPAIEYTL--GNFEVANARMSCPPRGVYSLNDARFD--PEGLKEYVTDYSARYICSLVGDFHRTLIYGGWAGNPR-----------------PHLRVVYEAAPLAFVARAAGAASSDG---L--V-------------D-VLT--K----KP-AE-------------------LHE---------------RS---
Mpo_cpFBPase2_Mapoly0066s0105. -SGCHGFTLDT--GEFVLTHPNLHIPKRGIYSVNDARYD--PAGLRRYIDDYSARYICSLVADLHRTILYGGIAMNPRS-----------------HLRLVYEANPLSYLVEQAQGKGSDG---K--------------R-R-ILD---I---EP-TK-------------------LHE---------------RL---
          Smo_cpFBPase2_D8RVB3 -QGTQIFMLDR--GEFKLVKPDVKVPERGIYSVNDARYD--PQGLRRYIDDYSARYVCSLVADVHRTILYGGIAMNPRS-----------------HLRLVYEGNPLGFLMEDAGGKACDG---K--------------R-R-ILD---I---QP-VE-------------------LHQ---------------RL---
Ppa_cpFBPase2_Pp3c18_4950V3.1. -SGLHGFTLDY--GEFVYSHHDIRIPERGIYSVNDARYD--PAGLRKYIDTYSARYICSLVADLHRTIMYGGIAMNPRS-----------------HLRLLYEANPLSYLVEQGGGKGTDG---K--------------R-R-ILE---I---NP-VE-------------------THQ---------------RL---
Ppa_cpFBPase2_Pp3c22_22950V3.1 -SGLHGFTLDY--GEFAYSHHDIRIPERGIYSVNEAKYA--PVGLRRYIDNYSARFIGSFVADLHRTIMYGGIAMNPRS-----------------HSRLLYEANPLSYLVEQAGGRGTDG---K--------------R-R-ILE---I---NP-IE-------------------IHQ---------------KL---
Ppa_cpFBPase2_Pp3c24_11070V3.1 -TGLHGFTLDH--GEFVLTHPDIQIPERGVYSVDDGRYD--PPGLRHYVDNYSARHVSSLVADLHRTILFGGIVMNPRT-----------------QLHLIHEANAVSFLVENGGGQAIDG---R--------------R-R-ILE---I---QP-TH-------------------LHQ---------------RM---
      Fan_cpFBPase2_ABW38331.1 -SGTHAFTLDH--GDFILTHPSLKIPPRGIYSVNDARYD--PEGLRKYIDTYSARYICSLVADLHRTLLYGGVAMNPRD-----------------HLRLVYEANPLSFLVEQAGGKGSDG---K--------------N-R-ILS---I---QP-IK-------------------LHQ---------------RL---
     Ath_cpFBPase2_NP_201243.1 -SGTHAFTLDH--GEFVLTHQNIKIPTRGIYSVNDARYD--PEGLRKYIDTYSARYICSLVADLHRTLLYGGVAMNPRD-----------------HLRLVYEGNPLAFLVEQAGGKSSDG---K--------------R-G-ILS---I---QP-VK-------------------LHQ---------------RL---
   Czo_cpFBPase2_Cz01g04250.t1 -QGTHGFTLDPQWGEFVLTHPNIRIPQRGIYSVNDARYD--PRGLQQYIDDYSARYICSLVADFHRTLLYGGVAMNPRE-----------------HLRLVYEANPMAMLVEQAGGRGSDG---K--------------R-R-ILD---I---PP-TK-------------------LHQ---------------RL---
  Cme_cpFBPase1_XP_005537627.1 GHGVQGFSLDPAIGEFVLTHPDVRVP-RGIYSFNEANSDNWDPVLQEYIRSYSSRYIGSLVGDVHRTLIYGGVFGYPGDK-KN------P-N---GKLRLLYECAPMAYLMEQAGGIAT-----T---G-K--------Q-R-ILD---I---VP-RD-------------------VHQ---------------REP--
  Gsu_cpFBPase1_XP_005703487.1 GHGTHGFTLDPEVGEFVLTHPYMKIP-RGIYSFNEANYHQWDPILQEYVEKYSLRYIGSLVADVHRTLLYGGVFGYPRDK-KN------P-N---GKLRLLYECAPMSYLIEQAGGKAT-----N---G-A--------Q-R-ILD---I---IP-NT-------------------THE---------------RQP--
  Gsu_cpFBPase1_XP_005703442.1 GNGLHCFTLDTEVGEFVLTRANIQIP-RGIYSFNESNFYQWDKGVQDYIERYSARYVGSMVADVHRTILYGGIFGYPADK-KN------V-S---GKLRLVYECAPMAYLVEQAGGKAT-----T---G-I--------E-N-ILD---L---TP-KD-------------------IHE---------------RKP--
      Pum_cpFBPase1_OSX71660.1 GRGVQGFTLDPQIGEFVLTHPSITIP-RGIYSVNEANSPAWDPVLLAYIKSYSSRYIGSMVADVHRTLMYGGLFAYPSDT-KN------V-N---GKLRLLYECSPMSFLIEQAGGIAT-----T---G-K--------E-R-VLD---V---IP-SS-------------------VHQ---------------RVP--
      Pum_cpFBPase1_OSX75977.1 GAGVNGFTLDPQIGEFVLTHPNITIP-RGIYSFNEANEPAWDPILREYISNYSSRYIGSMVADVHRTLMYGGIFGYPADK-KN------P-N---GKLRLLYECAPMSFLVEQAGGMST-----T---G-K--------E-R-VLD---V---IP-NA-------------------VHQ---------------RLP--
  Ccr_cpFBPase1_XP_005713305.1 GHGVNGFTLDPQIGEFVLTHPDMKIP-RGIYSFNEANEPAWDPILQKYVQNYSSRYIGSLVADVHRTILYGGVFGYPGDA-KN------P-N---GKLRLLYECAPMSFIVEQAGGIAT-----T---G-K--------D-R-IMD---I---IP-NA-------------------VHQ---------------RMP--
   Ppu_cpFBPase1_contig_3540.6 GNGVHGFTLDPTIGEFLLTHYDMKIP-DGIYSFNEANEANWDPVMRDMLSRYSSRYIGSMVGDVHRTLMYGGIFGYPGDK-KN------K-T---GKLRLLYEAAPMSHIIEQAGGVST-----T---G-T--------E-R-IMD---L---NP-QA-------------------VHQ---------------RVP--
      Esi_cpFBPase1_CBN74703.1 GDGVNGFTLDPQIGEFVMTHPNIQVP-RGIYSFNEANSPDWPENLQTYVTDYSSRYIGSMVGDVHRTLLYGGIFGYPGDI-NN------P-N---GKLRLLYEGAPMAFICEQAGGMAT-----T---G-T--------Q-R-VMD---I---NP-EK-------------------VHQ---------------RVP--
      Esi_cpFBPase1_CBN76290.1 GDGVNGFTLDPQIGEFVMTHPNIQVP-RGIYSFNEANSPDWPENLQTYVTDYSSRYIGSMVGDVHRTLLYGGIFGYPGDI-NN------P-N---GKLRLLYEGAPMAFICEQAGGMAT-----T---G-T--------Q-R-VMD---I---NP-EK-------------------VHQ---------------RVP--
            Ptr_cpFBPase1_2793 GESVQGFTLDPQMQEFVLTHPDLTIP-RGVYSCNEANSE-GDDAYNSYLRNYAHRYVGSMVGDIHRTLLYGGIFAYPADRLEH------P-D---GNLQLLYKAAPMAYIVHTAGGKAID--------G-R--------SGS-LLE---V---RP-DR-------------------VHQ---------------KS---
      Toc_cpFBPase1_EJK50041.1 GGGTHGFTLDTAMNEFVLTHPNMRIP-RGIYSCNESYSE-GSPDFRRYLSAYTQRYIGSMVGDVHRTLMYGGIFACPADDDVH------P-R---GSLQLVHKSAPMAFLIEHAGGRSADD---S---G-A--------R-S-LLD---V---VP-SR-------------------VHE---------------RC---
            Ptr_cpFBPase1_9359 GAGTYGFTLDETIGEFVLSHPNIKIP-CSIMSFNEANTPSWDRPLQ---DTFSSRYIGSMVGDVHRTLLYGGVFGYPGDK-KN------P-N---GKLRLLYEGAPMSFIMEQAGGLST-----T---G-T--------Q-R-VME---I---SP-DT-------------------VHQ---------------RVP--
            Ptr_cpFBPase1_8744 GNGVYIFTLDETIGEFILSKPSVQIP-SSIYSFNEAKLEMWDEPMRKTVNSFSSRYIGSMVGDVHRTLLYGGVFGYPADN-EN------P-I---GKLRLLYEAAPMSFIMEQAGGIST-----T---G-M--------Q-R-VME---I---QP-LM-------------------VHQ---------------RVP--
      Egr_cpFBPase1_ABF68597.1 GAGVNGFTLDESIGEFILTHPNIKIP-RGIYSINEANRDIWDAPVQDFIQGYTSRYIGSMVGDVHRTLLYGGVFGYPADT-RS------P-N---GKLRLLYEAAPMSFLIEQAGGKST-----T---G-L--------V-R-VMD---I---PP-KS-------------------VHQ---------------RVP--
           Bna_cpFBPase1_51585 GDGLNGFTLDPSIGEFILTHPNIQIP-RGIYSMNEANYFDWDPKLQTYVDNYSSRYIGSMVGDVHRTLLYGGIFAYPGDK-KN------V-N---GKLRLLYEAAPMSLIFEQAGGKSI-----TGPGG------------R-VLD---L---VP-DK-------------------VHQ---------------RCP--
Cpa_cpFBPase1_Contig53396-snap T-GVVGFTLDPMIGEFVMTHPNIVCP-DGIYSFNEGNFFAWDKELQDYINHWSLRYIGSLVADIHRTLLYGGIYGYPGDK-KN------P-N---GKLRLLYECAPMGFILEQAGGAAS-----T---G-K--------G-R-IMT---V---KP-EK-------------------VHQ---------------RLP--
  Mco_cpFBPase1_XP_002505568.1 GHGVYGFTLDPSIGEFVLSHEDVKIPEKGIYSFNEGNYVNWEPGLKEYMDAYSARYIGSLVGDFHRTMLYGGIYGYPGDA-KN------A-N---GKLRLLYECAPMSFIAEQAGGMGS-----T---G-R--------G-R-VLD---I---RP-EE-------------------VHQ---------------RV---
  Mco_cpFBPase1_XP_002505565.1 GDGVYGFTLDTSTGEYVLSHDDVKIP-PGIYSGNNGNVDKWAPEMKAYVRYYSYRYIGALVGDFHRTLLYGGIWLYPPDK-SA------P-Q---GKARLLYEVAPMGFLAEQAGGMAMWGE--C---A-E--------K-R-VME---V---VP-EQ-------------------IHQ---------------RS---
  Mpu_cpFBPase1_XP_003056260.1 GDGVYMFTLDASIGEFVMSHERVRIPERGIYSFNEGNAKNWSEGLKRYADDYSARYIGSLVGDFHRTLLYGGIYGYPGDA-KN------P-N---GKLRLLYECAPMSFIAEQAGGMGS-----T---G-T--------G-R-VMD---V---EP-SE-------------------VHQ---------------RV---
  Mpu_cpFBPase1_XP_003063679.1 GHGVYGFTLDWTTGDFVLSHDDVKLP-PGIYSGNQGNVEKWAPELRKYVDKYSYRYIGALVGDFHRTLLYGGIWLYPPDA-SA------P-E---GKARLLYEVAPMGFLAEQAGGLAMWGE--M---A-D--------K-R-VME---V---VP-QH-------------------IHQ---------------RS---
  Bpr_cpFBPase1_XP_007509936.1 GHGVFGFTLDEQIGEFVMSHEKLQIP--GIYSGNNGNVQLWAPELREYVKKWSYRYIGALIGDFHRTLLYGGIWLYPPDV-KA------T-E---GKARLLYEVAPIAMIAEQANGMATRGK--M---A-D--------E-R-VME---V---KP-MS-------------------IHQ---------------KS---
           Osp_cpFBPase1_43222 GDGVYQFDYDDASGEFLMTRERVQIP-DGIYSCNNGNVNLWEPELKEFVEYWSYRYIGALVADAHRTLWYGGLWLYPGDS-NA------P-E---GKARLLYEIAPVSMLAEQAGGISMRGA--K---A-D--------E-R-VLE---V---TP-EH-------------------IHQ---------------KS---
  Olu_cpFBPase1_XP_001422674.1 GDGVAQYDFDENVGEFVCSKERVTIPKMQIYSGNNGNVNLWAPELKDYVAHWTYRYIGALIGDFHRTLLYGGIWLYPPDT-SA------P-N---GKARLLYEIAPISMIAEQAGGMSTRGP--K---A-N--------E-S-VLD---V---VP-KH-------------------IHE---------------KS---
  Ota_cpFBPase1_XP_003082905.2 GDGVYQFDYDVNCGEFLMSKERMMIPDMQIYSGNNGNVDLWAPELKAYVTHWSYRYVGALVADFHRTLCYGGIWLYPPDA-KA------K-E---GKARLLYEIAPCSMIVEQAGGMSMRGA--K---A-D--------E-R-VLN---V---VP-EH-------------------IHQ---------------KS---
  Olu_cpFBPase1_XP_001416538.1 GEGVYGFTLDPTVGEFIMSHDNIKVPESGIYSFNEGNYDMWTPGLKKYMDSYSARYIGSLVGDFHRTILYGGIYGYPGDS-KN------P-N---GKLRLLYECAPMSFIAEQAGGMGS-----T---G-K--------E-R-VLD---V---VP-EK-------------------FHQ---------------RV---
  Ota_cpFBPase1_XP_003077945.1 GQGVFGFTLDPTVGEFIMSHENIKVPDSGIYSFNEGNYAMWSDGLKKYMDSYSARYIGSLVGDFHRTILYGGIYGYPGDA-KN------P-N---GKLRLLYECAPMSMIAEQAGGKGS-----T---G-V--------A-R-VLD---I---VP-EK-------------------VHQ---------------RV---
           Osp_cpFBPase1_54446 GQGVYGFTLDPTVGEFIMSHDNIKVPESGIYSFNEGNYGMWSEGLKKYMDSYSARYIGSLVGDFHRTILYGGIYGYPGDS-KN------P-N---GKLRLLYECAPMSMIVEQAGGKGS-----T---G-T--------E-R-VLD---I---VP-DK-------------------VHQ---------------RV---
  Bpr_cpFBPase1_XP_007509205.1 GDGVFGFTLDSAVGEFIMTHERIQIPKSGIYSFNEGNYDMWTPGLKQYMDSYSARYIGSLVGDFHRTMLYGGIYGYPGDA-KN------P-T---GKLRLLYECAPMSFLAEQAGGAGS-----D---G-T--------G-R-VLK---I---NP-EK-------------------VHQ---------------RV---
  Apr_cpFBPase1_XP_011398191.1 GDGVVGFTFDALVGEFILSHPDIKVPDKGIYAFNEGNYGRWEQGVKDYIDSYSARYIGSLVGDFHRTLLYGGIYGYPADT-KN------K-T---GKLRLLYECAPMSYLAEQAGGLGS-----T---G-T--------Q-R-VLD---L---VP-EK-------------------IHQ---------------RV---
            Psp_cpFBPase1_3559 GQGVWGFTFDPLVGEFILSHPDIKIPQEGIYAFNEGNYNGWTPDLQSYIDSYSARYIGSLVGDFHRTLLYGGIYGYPGDT-KN------V-N---GKLRLLYECAPMSFLAEQAGGKGS-----T---G-F--------E-R-VLD---I---VP-EA-------------------VHQ---------------RV---
  Cva_cpFBPase1_XP_005848342.1 GKGVYGFTFDPLIGEFILSHPNIRIPDKGIYSFNEGNYQMWSEEQKKYIDSYSSRYIGSLVGDFHRTLLYGGIYGYPGDA-KN------T-N---GKLRLLYECAPMSMIAEQAGGKGS-----T---G-F--------Q-R-VLD---I---VP-EA-------------------VHQ---------------RV---
Cso1228_cpFBPase1_CSI_12280000 GNGVFGFTLDPLIGEFVLSHPNIRIPEKGIYSFNEGNYGSWSKEQQEYIDSYSSRYIGSLVGDFHRTLLYGGIYGYPGDA-KN------P-N---GKLRLLYECAPMSMICEQAGGAGS-----T---G-F--------Q-R-VLD---I----------------------------------------------V---
Cso1230_cpFBPase1_CSI2_1230000 GKGVYGFTLDPLIGEFVLSHPDIKIPEKGIYSFNEGNYNSWTKEQQAYIDSYSARYIGSLVGDFHRTLLYGGIYGYPGDA-KN------P-N---GKLRLLYECAPMSMICEQAGGAGS-----T---G-F--------Q-R-VLD---I---VP-TK-------------------VHE---------------RQ---
Cso1412_cpFBPase1_CSJ00005697- GKGVYGFTLDPLIGEFVLSHPDIKIPEKGIYSFNEGNYQLWSKEQQAYIDSYSSRYIGSLVGDFHRTLLYGGIYGYPGDA-KN------P-N---GKLRLLYECAPMSMICEQAGGAGS-----T---G-F--------Q-R-VLD---I---VP-TK-------------------VHE---------------RQ---
  Cre_cpFBPase1_XP_001690872.1 GNGVFGFTLDPLVGEFVLTHPNVQIPEVGIYSFNEGNYGLWDDSVKAYMDSYSARYIGSLVGDFHRTLLYGGIYGYPGDA-KN------K-N---GKLRLLYECAPMSFIAEQAGGLGS-----T---G-Q--------E-R-VLD---V---NP-EK-------------------VHQ---------------RV---
  Vca_cpFBPase1_XP_002948170.1 GNGVFGFTMDPLIGEFVLTHPNVRIPEVGIYSFNEGNYAMWDESVRAYMDSYSARYIGSLVGDFHRTLLYGGIYGYPGDK-KN------K-N---GKLRLLYECAPMSFIAEQAGGLGS-----T---G-V--------E-R-VLD---V---NP-EK-------------------VHQ---------------RV---
Dsa_cpFBPase1_Dusal.0106s00008 GHGVWGFTLDPAIGEFVLTHRDVKIPEKGIYSFNEGNYNLWNDDLRAYMEHYSARYIGSLVGDFHRTLLYGGIYGYPGDK-KN------P-N---GKLRLLYECAPMSFLAEQAGGKGT-----T---G-K--------R-P-CLE---I---MP-EK-------------------VHQ---------------RE---
   Czo_cpFBPase1_Cz04g03070.t1 GDGVFGFTLDPYIGEFILTHDRIKIPDAGIYSFNEGNYELWDDSVKQYMDSYSARYIGSLVGDFHRTLLYGGIYGYPGDA-KN------K-N---GKLRLLYECAPMSMIAEQAGGTGS-----T---G-Q--------E-R-VMD---I---VP-TK-------------------VHQ---------------RV---
  Mne_cpFBPase1_XP_013899573.1 GDGVYGFTLDPYVGEFVLTHDRIQIPEKGIYAFNEGNYELWDDATRSYIDSYSARYIGSLVGDFHRTLLYGGIYGYPGDK-KN------A-N---GKLRLLYECAPMSMIAEQAGGLGS-----T---G-T--------E-R-VMD---I---VP-TK-------------------VHQ---------------RV---
          Smo_cpFBPase1_D8RW89 GTGVYGFTLDPMVGEFVLTHDKIKIPDKGIYAFNEGNYALWEPNLQSYINSYSARYIGSLVGDFHRTMLYGGIYGYPRDK-KS------K-N---GKLRLLYECAPMSFLVEQAGGKGS-----D---G-S--------G-R-ILD---I---KP-EQ-------------------VHQ---------------RV---
Ppa_cpFBPase1_Pp3c7_15760V3.1. GHGVYGFTLDPLYGEFVLSHEEIKIPKSGIYSFNEGNYALWDDKLKKYVDSYSARYIGSLVGDFHRTMLYGGIYGYPRDS-KS------K-N---GKLRLLYECAPMSYLAEQAGGKGS-----D---G-H--------Q-R-ILD---I---QP-EQ-------------------VHQ---------------RV---
Ppa_cpFBPase1_Pp3c19_12890V3.1 GDGVYGFTLDPLYGEFVLSHDNIQIPKSGIYSMNEGNYALWDDNLKKYVDSYSARYIGSLVGDFHRTMLYGGIYGYPRDS-KS------K-N---GKLRLLYECAPMSYLAEQAGGKGS-----D---G-H--------Q-R-ILD---I---QP-EQ-------------------VHQ---------------RV---
Mpo_cpFBPase1_Mapoly0047s0030. GDGVYGFTLDPLYGEFVMTHDNIKIPKKGIYSFNEGNYALWDDKLKKYIDSYSARYIGSLVGDFHRTMLYGGIYGYPADK-KS------K-N---GKLRLLYECAPMSYLAEQAGGKGS-----D---G-Y--------R-R-VLE---I---EP-EQ-------------------VHQ---------------RV---
  Ath_cpFBPase1_NP_001190083.1 GKGVFSFTLDPMYGEFVLTQENIEIPKAGIYSFNEGNYQMWDDKLKKYIDDYSARYIGSLVGDFHRTLLYGGIYGYPRDA-KS------K-N---GKLRLLYECAPMSFIVEQAGGKGS-----D---G-H--------S-R-VLD---I---QP-TE-------------------IHQ---------------RV---
      Fan_cpFBPase1_ABW38330.1 GKGVYAFSLDPMYGEFVLTQEKVQIPKAGIYSFNEGNYQLWDDKLKKYIDDYSARYIGSLVGDFHRTLLYGGIYGYPRDQ-KS------K-N---GKLRLLYECAPMSFIVEQAGGKGS-----D---G-H--------S-R-VLD---I---QP-TE-------------------IHQ---------------RV---
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            Dvu_FBPaseI_A1VD23 -------------------PLFIGSAR----DVD---K-VEE------IY-----------A---------RH--------------------------------------------------------------------RA---------------------------------------------------------
            Ava_FBPaseI_Q3MCI4 -------------------PLIIGSKE----DVA---K-VES-------F-----------I---------QN--------------------------------------------------------------------GH---------------------------------------------------------
            Bna_cyFBPase_92362 -------------------PFFCGSIE----DMN---E--LE-----K-A-----------Y---------LS-------------------A--------------------------------------------------------------------AK-----------------T-------A-----------
   Gsu_cyFBPase_XP_005709391.1 -------------------QVVMGSYE----DVE-----LVE------QL-----------F---------KGPSRSDPM-----YLL----------------------------------------------RR----SHSIEEMKDSKEESTSFN--------KDEDGPTILCST----LPRL--------A-----
   Cme_cyFBPase_XP_005535415.1 -------------------PAYMGSVN----DVE-----LLE------QL-----------L----------AKIDRDPM-----FLLRRSVSV--------------------------DEWGARSRLS-DDVQA----TQA---------------------------PWSPLQTVGG--VLAS--------VPP---
 Pum_cyFBPase_Pum0229s0029.1.p -------------------EVYMGSED----DIN-----LCT------SH-----------F---------RK-------------------AP--------------------------WGR--GPSADP--MYSLRRSKS-IDA-QMK--AGT--E--------EGDSGGPLV--------NSP-------SIGAG-G
 Pum_cyFBPase_Pum0654s0006.1.p -------------------PIILGSED----DVS-----LCA------SH-----------F---------RT-------------------AP--------------------------WGS--GPKSDPMAMLR--RT-HSIDA-CLR----------------RSSSGARSVGSFGGRSPTRG--------VTLDED
   Cme_cyFBPase_XP_005537806.1 -------------------PVFMGSAE----DIE---E-FL---E----I-----------A---------S------------------------------------------------------------------------------------------K-----------------FQ------------------
   Gsu_cyFBPase_XP_005707946.1 -------------------PVFMGSYE----DVC---D-L----E----SF--------------------C------------------------------------------------------------------------------------------K-----------------SA------------------
       Pum_cyFBPase_OSX71615.1 -------------------PVYMGSPE----DVA---D-F----E----AV----------S---------T------------------------------------------------------------------------------------------K-----------------LA------N-----------
   Ccr_cyFBPase_XP_005712315.1 -------------------PVYMGSSE----DIA---D-F----E----AL----------A---------S------------------------------------------------------------------------------------------K-----------------Y-------------------
    Ppu_cyFBPase_contig_3402.5 -------------------PVFMGSYN----DIN---Y-IN---E----L-----------Y---------H------------------------------------------------------------------------------------------P-------------------------------------
   Ota_cyFBPase_XP_003080995.2 -------------------PIHVGSPA----DIE---R-LS------QMY---------------------RE-------------------S--------------------------------------------------------------------PG-----------------G-------------------
   Olu_cyFBPase_XP_001419675.1 -------------------PFHCGSAR----DIE---R-LD------E-I-----------L---------SS-------------------E--------------------------------------------------------------------VR-----------------A-------------------
            Osp_cyFBPase_59046 -------------------PIHLGSAR----DVE---R-LS------R-M-----------L---------AA-------------------E--------------------------------------------------------------------VE-----------------H-------T-----------
   Bpr_cyFBPase_XP_007510822.1 --------------------IHLGSKE----NMD---D-LK------K-CL--------------------R--------------------------------------------------------------------------------------------------------------------------------
   Mco_cyFBPase_XP_002506051.1 -------------------PIHMGSEE----DVE---E-ID------R-F-----------Y---------R------------------------------------------------------------------------------------------E-AAA-------------D-------P-----------
   Mpu_cyFBPase_XP_003057094.1 -------------------GIHLGSVE----DVD---E-IE------E-C-----------M---------K------------------------------------------------------------------------------------------N--AR-------------R-------A-----------
Cpa_cyFBPase_Contig11350-abini --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
      Ath_cyFBPase_NP_175032.1 -------------------PIFLGSYD----DVE---E-IK------A-L-----------Y---------A------------------------------------------------------------------------------------------E-----------------E-------E-----------
       Fan_cyFBPase_ABW38332.1 -------------------PIFLGSYD----DVE---E-IK------A-L-----------Y---------A------------------------------------------------------------------------------------------A-----------------E-------E-----------
Mpo_cyFBPase_Mapoly0005s0291.2 -------------------PIFLGSYD----DVE---E-VK------D-L-----------Y---------A------------------------------------------------------------------------------------------K-----------------Y-------------------
Mpo_cyFBPase_Mapoly0005s0291.1 -------------------PIFLGSYD----DVE---E-VK------D-L-----------Y---------A------------------------------------------------------------------------------------------K-----------------Y-------------------
 Ppa_cyFBPase_Pp3c3_1090V3.1.p -------------------PIFLGSSD----DVE---E-IK------A-L-----------Y---------A------------------------------------------------------------------------------------------A-----------------E-------S-----------
Ppa_cyFBPase_Pp3c13_1900V3.1.p -------------------PIFLGSYD----DVE---E-IK------A-L-----------Y---------A------------------------------------------------------------------------------------------A-----------------E-------S-----------
           Smo_cyFBPase_D8RRD1 -------------------PIFLGSFE----DVE---E-IK------T-L-----------Y---------H------------------------------------------------------------------------------------------A-----------------S-------G-----------
           Smo_cyFBPase_D8SBY7 -------------------PIFLGSYD----DVE---E-IK------K-L-----------Y---------S------------------------------------------------------------------------------------------A-----------------T-------I-----------
           Smo_cyFBPase_D8QTD0 -------------------PIFLGSYD----DVE---E-IK------K-L-----------Y---------S------------------------------------------------------------------------------------------A-----------------T-------I-----------
   Apr_cyFBPase_XP_011400401.1 -------------------PVYLGSCE----DVD---D-IE------R-H-----------Y---------K------------------------------------------------------------------------------------------E-----------------Q-------G-----------
   Psp_cyFBPase_XP_002948170.1 -------------------PISLGSKE----DVD---R-LL------E-I-----------M---------K------------------------------------------------------------------------------------------E-----------------E-------G-----------
   Cva_cyFBPase_XP_005845821.1 -------------------PIYLGSKE----EVE---L-IE------M-F-----------K---------------------------------------------------------------------------------------------------RE-----------------M-------G-----------
Cso1228_cyFBPase_CSI_122800009 -----------------------GCK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
Cso1230_cyFBPase_CSI2_12300000 -------------------------------QAA---R-C----------------------------------------------------------------------------------------------------------------------------------------------------------------
Cso1412_cyFBPase_CSJ00003447-R -------------------PIYLGSKE----EVE---E-IE------R-------------L---------K-----------------------------------------------------------------------------------------KE-----------------C-------G-----------
            Bna_cyFBPase_85805 -------------------PVILGCKR----DVE---P-VL---AGYE-G-----------YSDATTTISTK------------------------------------------------------------------------------------------S-----------------NS------SG---------L
       Egr_cyFBPase_ABF68600.1 -------------------PVILGGER----DVK---L-VL------S-K-----------Y---------K------------------------------------------------------------------------------------------E------------------L------G-----------
       Egr_cyFBPase_BAU20292.1 -------------------PVILGGER----DVK---L-VL------S-K-----------Y---------K------------------------------------------------------------------------------------------E------------------L------G-----------
            Ptr_cyFBPase_23247 -------------------PIIMGGKR----DVQ---V-VF------D-Q-----------Y---------K------------------------------------------------------------------------------------------K------------------A------GI---------D
       Toc_cyFBPase_EJK72926.1 -------------------PIIMGGHR----DVG---V-VY------D-C-----------Y---------K------------------------------------------------------------------------------------------K------------------A------GV---------E
      Esi_cpFBPase2_CBN75354.1 -------------------PAFFGSPD-------DLLP-LL---D-PR-YLHSKKK------------------------------------------------------------------------------------------------------------------------------------------------
           Ptr_cpFBPase2_31994 -------------------PTFLGSIE----NVFELDQ-F------YK-YY-SDDDNKE-Q----------------------------------------------------------------------------------------------------VS---T---------------------------------
      Toc_cpFBPase2_EJK67142.1 -------------------PTFLGSVE----NVFELDQ-F------HK-YY-GDDD------------------------------------------------------------------------------------------------------------------------------------------------
      Esi_cpFBPase2_CBN77737.1 -------------------GLFLGGEE----DIL---E-LER-------A-----------L---------EAGSRAEREAAEAEAAE-AEAEAAEEKAKAEAAAAEKEKEEEEEEEEEEEKE--EEEIEPEAVAE----AVAVAEAPVDAEASMEEGASPGV--VEDEGGEPAL--------GGEDDDHEPVVVAQK-D
      Egr_cpFBPase2_BAU20291.1 -------------------PLFAGSAA----DVA---E-LE------S-YGDVQ----Q-G----------------------------------------------------------------------------------------------------A----Q---------------------------------
           Bna_cpFBPase2_38456 -------------------PVFLGSSE----DIE---E-LE------S-YGDVQ----Q-GK---------------------------------------------------------------------------------------------------A--------------------------------------
  Ppu_cpFBPase2_contig_3490.10 -------------------PLFLGSSD----DLN---E-LE------K-YD-VQ----Q-K-----------------------------------------------------------------------------------------------------D---G---------------------------------
  Bpr_cpFBPase2_XP_007512791.1 -------------------PLFAGSSE----DIA---E-IE------K-YENVK----Q-T----------------------------------------------------------------------------------------------------EG---G---------------------------------
  Mpu_cpFBPase2_XP_003063661.1 -------------------PLFIGSRE----DVE---E-VT------S-YAAYG----VTQ----------------------------------------------------------------------------------------------------AA---T---------------------------------
  Mco_cpFBPase2_XP_002499881.1 -------------------PLFVGSVD----DVA---E-LL------T-YGDVR----Q-V-----------------------------------------------------------------------------------------------------A---K---------------------------------
           Osp_cpFBPase2_32079 -------------------PFFVGSSE----DVA---E-LV------S-RGDVQ----Q-D----------------------------------------------------------------------------------------------------AS---K---------------------------------
  Olu_cpFBPase2_XP_001417955.1 -------------------PLFLGSCE----DIA---E-LV------L-RGDVR----Q-D----------------------------------------------------------------------------------------------------GS---K---------------------------------
  Ota_cpFBPase2_XP_022838959.1 -------------------PLFLGSTE----DIA---E-LV------R-RGDVR----Q-D----------------------------------------------------------------------------------------------------DS---K---------------------------------
Mpo_cpFBPase2_Mapoly0066s0105. -------------------PLFLGSPD----DIL---E-LE------S-YGDVQ----Q-L----------------------------------------------------------------------------------------------------VN---P---------------------------------
          Smo_cpFBPase2_D8RVB3 -------------------PLFLGSSE----DVL---E-LE------T-YGDVQ----Q-V----------------------------------------------------------------------------------------------------VN---P---------------------------------
Ppa_cpFBPase2_Pp3c18_4950V3.1. -------------------PLFLGSAA----DIA---E-LV------S-YGDIQ----Q-E----------------------------------------------------------------------------------------------------KN---P---------------------------------
Ppa_cpFBPase2_Pp3c22_22950V3.1 -------------------PLFLGSAA----DVA---E-LV------S-FGDIQ----Q-Q----------------------------------------------------------------------------------------------------TS---P---------------------------------
Ppa_cpFBPase2_Pp3c24_11070V3.1 -------------------PLFLGSSA----DVS---E-LE------A-YGDIQ----E-V----------------------------------------------------------------------------------------------------FD---P-------------N-------S-----------
      Fan_cpFBPase2_ABW38331.1 -------------------PLFLGSLE----DMD---E-LE------S-YGDVQ----Q-K----------------------------------------------------------------------------------------------------VN---P---------------------------------
     Ath_cpFBPase2_NP_201243.1 -------------------PLFLGSLE----DVA---E-LE------S-YGDVQ----Q-T----------------------------------------------------------------------------------------------------VN---P---------------------------------
   Czo_cpFBPase2_Cz01g04250.t1 -------------------PLFLGSPD----DIA---E-LE------S-YGDVQ----Q-L----------------------------------------------------------------------------------------------------SG---K---------------------------------
  Cme_cpFBPase1_XP_005537627.1 --------------------FICGSPR----DVE---D-L----L--K-I-----------Y---------------------------------------------------------------------------------------------------QG--SM---------------------------------
  Gsu_cpFBPase1_XP_005703487.1 --------------------LILGSEE----DVD---E-LM------Q-VY------------------------------------------------------------------------------------------------------------------TK-------------------------------Y-
  Gsu_cpFBPase1_XP_005703442.1 --------------------LILGSPA----DIE---E-FL------Q-VY----------G---------------------------------------------------------------------------------------------------MSRVDR----------------------ED------MHM
      Pum_cpFBPase1_OSX71660.1 --------------------LVLGSPE----DVQ---E-LL---D--K-Y-----------Y---------------------------------------------------------------------------------------------------EA--D----------------------------------
      Pum_cpFBPase1_OSX75977.1 --------------------LILGSAD----DVQ---E-LL---D--M-Y-----------A----------------------------------------------------------------------------------------------------S--H----------------------------------
  Ccr_cpFBPase1_XP_005713305.1 --------------------LIIGSKD----DVQ---E-LV---D--M-Y-----------A---------------------------------------------------------------------------------------------------AA--E----------------------------------
   Ppu_cpFBPase1_contig_3540.6 --------------------VILGSKN----LVN--EV-V----E--A-Y-----------K----------------------------------------------------------------------------------------------------Q--A----------------------------------
      Esi_cpFBPase1_CBN74703.1 --------------------TYLGSAE----DVT---E-LI------N-A-----------L---------------------------------------------------------------------------------------------------KK--EK---------------------------------
      Esi_cpFBPase1_CBN76290.1 --------------------TYLGSAE----DVT---E-LI------N-A-----------L---------------------------------------------------------------------------------------------------KK--EK---------------------------------
            Ptr_cpFBPase1_2793 -------------------PCFIGSYD----DVS---E-W----------------------------------------------------------------------------------------------------------------------------------------------------------------
      Toc_cpFBPase1_EJK50041.1 -------------------PCFMGSSD----DMD---E-LA------G-Y-----------L---------RG-------------------------------------------------------------------------------------------------------------------------------
            Ptr_cpFBPase1_9359 --------------------IIMGSRQ----DV---EE-VMDAYK--N-FG----------I------------------------------------------------------------------------------------------------------------------------------------------
            Ptr_cpFBPase1_8744 --------------------VIMGSKN----DVL--EV-I----D--A-Y-----------T---------------------------------------------------------------------------------------------------AAS-N----------------------------------
      Egr_cpFBPase1_ABF68597.1 --------------------LMLGGAD----EM---DE-LI---E--L-Y-----------N---------------------------------------------------------------------------------------------------AKA-DA---------------------ALK------KSQ
           Bna_cpFBPase1_51585 --------------------VFIGSPD----DVD---E-V----E--K-A-----------L---------------------------------------------------------------------------------------------------A--------------------------------------
Cpa_cpFBPase1_Contig53396-snap --------------------TFLGSKK----CVE---L-L----E--N-Y-----------Y---------------------------------------------------------------------------------------------------AG---K---------------------A-----------
  Mco_cpFBPase1_XP_002505568.1 -------------------PFYTGSRE-E---VQ---Y-L----E--S-F-----------L---------------------------------------------------------------------------------------------------QE-------------------------------------
  Mco_cpFBPase1_XP_002505565.1 -------------------PMFVGSSK-M---VR---E-L----Q--E-F-----------L---------------------------------------------------------------------------------------------------ED--R----------------------AP----------
  Mpu_cpFBPase1_XP_003056260.1 -------------------PFYVGSAK-E---VQ---Y-L----E--S-F-----------L------------------------------------------------------------------------------------------------------------------------------------------
  Mpu_cpFBPase1_XP_003063679.1 -------------------PMFCGSKD-M---VE---G-L----Q--K-F-----------L---------------------------------------------------------------------------------------------------VE--E----------------------K-----------
  Bpr_cpFBPase1_XP_007509936.1 -------------------PMFVGSNS-A---VL---G-L----Q--K-F-----------L---------------------------------------------------------------------------------------------------KE-------------------------------------
           Osp_cpFBPase1_43222 -------------------PMFVGSAS-A---VR---D-L----Q--E-F-----------L---------------------------------------------------------------------------------------------------KS-------------------------------------
  Olu_cpFBPase1_XP_001422674.1 -------------------PMFVGSKS-AVQDLQ---EFL----K--K--------------------------------------------------------------------------------------------------------------------------------------------------------
  Ota_cpFBPase1_XP_003082905.2 -------------------PMFIGSSA-A---VK---D-L----Q--A-F-----------L---------------------------------------------------------------------------------------------------K--------------------------------------
  Olu_cpFBPase1_XP_001416538.1 -------------------PFFTGSKK-E---VQ---Y-L----E--S-F------------------------------------------------------------------------------------------------------------------------------------------------------
  Ota_cpFBPase1_XP_003077945.1 -------------------PFFVGSKN-E---VA---Y-L----E--S-F------------------------------------------------------------------------------------------------------------------------------------------------------
           Osp_cpFBPase1_54446 -------------------PFFVGSKN-E---VD---Y-L----E--S-F------------------------------------------------------------------------------------------------------------------------------------------------------
  Bpr_cpFBPase1_XP_007509205.1 -------------------PFFTGSVE-E---VA---Y-L----E--S-F-----------M------------------------------------------------------------------------------------------------------------------------------------------
  Apr_cpFBPase1_XP_011398191.1 -------------------PLFCGSKS-E---VE---Y-L----E--S-F-----------F------------------------------------------------------------------------------------------------------------------------------------------
            Psp_cpFBPase1_3559 -------------------PLFVGSTK-E---VE---Y-L----E--S-K-----------L---------------------------------------------------------------------------------------------------QG-------------------------------------
  Cva_cpFBPase1_XP_005848342.1 -------------------PLFCGSKW-E---VE---Y-L----E--S-V-----------L---------------------------------------------------------------------------------------------------QG--K----------------------PE----------
Cso1228_cpFBPase1_CSI_12280000 -------------------P-----TKWE---VE-----C----E-----------------------------------------------------------------------------------------------------------------------------------------------------------
Cso1230_cpFBPase1_CSI2_1230000 -------------------PLFVGSKW-E---VE---Y-L----E--S-V-----------L---------------------------------------------------------------------------------------------------QN--K----------------------PA----------
Cso1412_cpFBPase1_CSJ00005697- -------------------PLFVGSKW-E---VE---Y-L----E--S-V-----------L---------------------------------------------------------------------------------------------------QN--K----------------------PA----------
  Cre_cpFBPase1_XP_001690872.1 -------------------PLFIGSKK-E---VE---Y-L----E--S-F-----------T---------------------------------------------------------------------------------------------------KK-------------------------------------
  Vca_cpFBPase1_XP_002948170.1 -------------------PLFIGSKK-E---VE---Y-L----E--S-F-----------T---------------------------------------------------------------------------------------------------KK-------------------------------------
Dsa_cpFBPase1_Dusal.0106s00008 -------------------PLFIGSKH-E---VE---L-L----E--H-F-----------V---------------------------------------------------------------------------------------------------AG--K----------------------R-----------
   Czo_cpFBPase1_Cz04g03070.t1 -------------------PLFVGSPK-E---VE---Y-L----E--S-F-----------T---------------------------------------------------------------------------------------------------KK-------------------------------------
  Mne_cpFBPase1_XP_013899573.1 -------------------PLFVGSPA-E---VR---Y-L----E--S-F-----------T---------------------------------------------------------------------------------------------------KK--A----------------------Q-----------
          Smo_cpFBPase1_D8RW89 -------------------PLYIGSRE-E---VE---K-L----E--K-Y-----------L---------------------------------------------------------------------------------------------------SS-------------------------------------
Ppa_cpFBPase1_Pp3c7_15760V3.1. -------------------PLYVGSTE-E---VE---K-L----E--K-F-----------L------------------------------------------------------------------------------------------------------------------------------------------
Ppa_cpFBPase1_Pp3c19_12890V3.1 -------------------PLYVGSVE-E---VE---K-L----E--S-F-----------L---------------------------------------------------------------------------------------------------S--------------------------------------
Mpo_cpFBPase1_Mapoly0047s0030. -------------------PLFVGSTE-E---VE---K-L----E--K-Y-----------L---------------------------------------------------------------------------------------------------A--------------------------------------
  Ath_cpFBPase1_NP_001190083.1 -------------------PLYIGSTE-E---VE---K-L----E--K-Y-----------L---------------------------------------------------------------------------------------------------A--------------------------------------
      Fan_cpFBPase1_ABW38330.1 -------------------PLYIGSVD-E---VE---K-L----E--K-Y-----------L---------------------------------------------------------------------------------------------------A--------------------------------------
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            Dvu_FBPaseI_A1VD23 -------------------------------
            Ava_FBPaseI_Q3MCI4 -------------------------------
            Bna_cyFBPase_92362 ----------------GGKIPQSK-L-----
   Gsu_cyFBPase_XP_005709391.1 ----------QYNE-----------------
   Cme_cyFBPase_XP_005535415.1 ---F----LLEDSD-----------------
 Pum_cyFBPase_Pum0229s0029.1.p EDGF----V-CAYL-----PVV---------
 Pum_cyFBPase_Pum0654s0006.1.p IDGFVCAHL-PV---------L---------
   Cme_cyFBPase_XP_005537806.1 -------------------------------
   Gsu_cyFBPase_XP_005707946.1 -------------------------S-----
       Pum_cyFBPase_OSX71615.1 ----------------------S--V-----
   Ccr_cyFBPase_XP_005712315.1 -------------------------A-----
    Ppu_cyFBPase_contig_3402.5 -------------------------K-----
   Ota_cyFBPase_XP_003080995.2 ------------AAAVRSTFSP---L-----
   Olu_cyFBPase_XP_001419675.1 -------------G-KKGRVSSPSPR-----
            Osp_cyFBPase_59046 ------------FN-----------N-----
   Bpr_cyFBPase_XP_007510822.1 ------------------------------L
   Mco_cyFBPase_XP_002506051.1 -------------D-A---------R-----
   Mpu_cyFBPase_XP_003057094.1 -------------S-W--DQGSR--G-----
Cpa_cyFBPase_Contig11350-abini -------------------------------
      Ath_cyFBPase_NP_175032.1 -------------K-------K---N-----
       Fan_cyFBPase_ABW38332.1 -------------K-------K---E-----
Mpo_cyFBPase_Mapoly0005s0291.2 -------------------------S-----
Mpo_cyFBPase_Mapoly0005s0291.1 -------------------------S-----
 Ppa_cyFBPase_Pp3c3_1090V3.1.p -------------------------A-----
Ppa_cyFBPase_Pp3c13_1900V3.1.p -------------------------A-----
           Smo_cyFBPase_D8RRD1 ---------------------L---L-----
           Smo_cyFBPase_D8SBY7 -------------------------A-----
           Smo_cyFBPase_D8QTD0 -------------------------A-----
   Apr_cyFBPase_XP_011400401.1 -------------------------L-----
   Psp_cyFBPase_XP_002948170.1 -------------L-------L---A-----
   Cva_cyFBPase_XP_005845821.1 -------------A-----------Q-----
Cso1228_cyFBPase_CSI_122800009 -------------------------------
Cso1230_cyFBPase_CSI2_12300000 -------------------------------
Cso1412_cyFBPase_CSJ00003447-R -------------C-----------Q-----
            Bna_cyFBPase_85805 ---------K--S-----K------L-----
       Egr_cyFBPase_ABF68600.1 ---------------------LA--A-----
       Egr_cyFBPase_BAU20292.1 ---------------------LA--A-----
            Ptr_cyFBPase_23247 ---------G--P-----T------L-----
       Toc_cyFBPase_EJK72926.1 ---------V--PD-L--K--KD--D-----
      Esi_cpFBPase2_CBN75354.1 ------------------------------R
           Ptr_cpFBPase2_31994 -----------------------AKQ----V
      Toc_cpFBPase2_EJK67142.1 ------------------------------E
      Esi_cpFBPase2_CBN77737.1 GGTEE-----NEE------VAA---------
      Egr_cpFBPase2_BAU20291.1 -----------------------KY-----D
           Bna_cpFBPase2_38456 -----------------------NYE----A
  Ppu_cpFBPase2_contig_3490.10 -----------------------SYD----V
  Bpr_cpFBPase2_XP_007512791.1 -----------------------GYK----I
  Mpu_cpFBPase2_XP_003063661.1 -----------------------EYE----V
  Mco_cpFBPase2_XP_002499881.1 -----------------------TYA----L
           Osp_cpFBPase2_32079 -----------------------TYS----V
  Olu_cpFBPase2_XP_001417955.1 -----------------------TYS----V
  Ota_cpFBPase2_XP_022838959.1 -----------------------TYA----V
Mpo_cpFBPase2_Mapoly0066s0105. -----------------------GYE----V
          Smo_cpFBPase2_D8RVB3 -----------------------GYE----V
Ppa_cpFBPase2_Pp3c18_4950V3.1. -----------------------GYT----V
Ppa_cpFBPase2_Pp3c22_22950V3.1 ----------------------EVHT----F
Ppa_cpFBPase2_Pp3c24_11070V3.1 -------------E-----SDDDGYL----D
      Fan_cpFBPase2_ABW38331.1 -----------------------GYE----V
     Ath_cpFBPase2_NP_201243.1 -----------------------GYE----V
   Czo_cpFBPase2_Cz01g04250.t1 -----------------------TYE----V
  Cme_cpFBPase1_XP_005537627.1 -------------A-M---R-----G-----
  Gsu_cpFBPase1_XP_005703487.1 ------------SS-Q---MQ----V-----
  Gsu_cpFBPase1_XP_005703442.1 ---------W--DN-L---SS----L-----
      Pum_cpFBPase1_OSX71660.1 -------------------------Q-----
      Pum_cpFBPase1_OSX75977.1 -------------------------E-----
  Ccr_cpFBPase1_XP_005713305.1 -------------------------E-----
   Ppu_cpFBPase1_contig_3540.6 -------------------------K-----
      Esi_cpFBPase1_CBN74703.1 -------------A-----------E-----
      Esi_cpFBPase1_CBN76290.1 -------------A-----------E-----
            Ptr_cpFBPase1_2793 -------------------------------
      Toc_cpFBPase1_EJK50041.1 -------------------------------
            Ptr_cpFBPase1_9359 -------------------------E-----
            Ptr_cpFBPase1_8744 -------------------------E-----
      Egr_cpFBPase1_ABF68597.1 ---------LDRLA-----------V-----
           Bna_cpFBPase1_51585 -------------------------------
Cpa_cpFBPase1_Contig53396-snap -------------------------------
  Mco_cpFBPase1_XP_002505568.1 -------------A-----------------
  Mco_cpFBPase1_XP_002505565.1 ---------V---YRNGPRDEL---------
  Mpu_cpFBPase1_XP_003056260.1 -------------A-----------------
  Mpu_cpFBPase1_XP_003063679.1 ---------------ARATVKA---------
  Bpr_cpFBPase1_XP_007509936.1 ---------------------H---------
           Osp_cpFBPase1_43222 ---------------------K---------
  Olu_cpFBPase1_XP_001422674.1 ---------------------Y---------
  Ota_cpFBPase1_XP_003082905.2 ---------------------K---------
  Olu_cpFBPase1_XP_001416538.1 -------------M-----------------
  Ota_cpFBPase1_XP_003077945.1 -------------M-----------------
           Osp_cpFBPase1_54446 -------------M-----------------
  Bpr_cpFBPase1_XP_007509205.1 -------------K-----------------
  Apr_cpFBPase1_XP_011398191.1 -------------K-----------------
            Psp_cpFBPase1_3559 -------------N-----------------
  Cva_cpFBPase1_XP_005848342.1 ---------P---K-----------------
Cso1228_cpFBPase1_CSI_12280000 -------------------------------
Cso1230_cpFBPase1_CSI2_1230000 ---------P---Q-----------------
Cso1412_cpFBPase1_CSJ00005697- ---------P---Q-----------------
  Cre_cpFBPase1_XP_001690872.1 -------------H-----------------
  Vca_cpFBPase1_XP_002948170.1 -------------H-----------------
Dsa_cpFBPase1_Dusal.0106s00008 -------------M-----------------
   Czo_cpFBPase1_Cz04g03070.t1 -------------Q-----------------
  Mne_cpFBPase1_XP_013899573.1 -------------A-----------------
          Smo_cpFBPase1_D8RW89 -------------M-----------------
Ppa_cpFBPase1_Pp3c7_15760V3.1. -------------A-----------------
Ppa_cpFBPase1_Pp3c19_12890V3.1 -------------S-----------------
Mpo_cpFBPase1_Mapoly0047s0030. -------------A-----------------
  Ath_cpFBPase1_NP_001190083.1 -------------------------------
      Fan_cpFBPase1_ABW38330.1 -------------------------------
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