
A Sequence alignment of CCB1 orthologues 
 
 
                                                                                                                      
                    *        20         *        40         *        60         *        80         *       100       
CCB1-Cm  : MPRHAWSLAQDSRSNVNVLRVASVMASNGIHASARAMFCSFTAIKWQGTHVHRLQQQRCRLFRLHAEQTPALVRKQRSHNRVEQALPLPTRDLAQLFAYG : 100 
CCB1-Tp  : ---------------------------------------------------------------------------------------------------- :   - 
CCB1-Av  : ---------------------------------------------------------------------------------------------------- :   - 
CCB1-Se  : ---------------------------------------------------------------------------------------------------- :   - 
CCB1-Syn : ---------------------------------------------------------------------------------------------------- :   - 
CCB1-At  : ----------------------------------MATKLISPPLSCPWVTSREVIIKGLPRRRREWMVTKRNRVSAVTAMIVEPLSVVSSSAIQIHQWWE :  66 
CCB1-Os  : -----------------------------MEATAAATRLLLPPLRAPPPSLAGGAAAAAGGGGR-WRGAVPRRARARRAVVPPRASLVDSSG-------G :  63 
CCB1-Cr  : ---------------------------------MLATQTSR---RCATSRSSRVVPFAAQAPRRCVRLAAARNGQAEQASAVESLGKLSMPALASFVSFL :  64 
                                                                                                                      
                                                                                                                      
                    *       120         *       140         *       160         *       180         *       200       
CCB1-Cm  : CVGVPAVAHASVTTTAEVANTTAPRIVGGLTFLLTLVGFVRFMVASGRPRIEQTNYTFIDTKE---SDIVTIEKLVGDYLTARKYVPRERE-ASRVLVFR : 196 
CCB1-Tp  : -----------------YSKASYYTTLA--LYAASFPGLWSQIKRSTKAKVKRKTYVSAGEAAEGGKELRQQAGEIMAYMKANNYEVAEAG---ETITFR :  78 
CCB1-Av  : -----------------MDTAILPSTFL--LTLLLAVGLLFFIRASTKDRTEMMQLISEQEES-------VLMPQLQEYFRSRSYRVAEVDHEKNQVTFE :  74 
CCB1-Se  : ----------------MSDRVTLASVFF--ITLLPVIGLVFFIRGSFKDRTTTQLFESDLDRP-------TLIARLQDYFRSRAYRVIENDPTEQRVVFE :  75 
CCB1-Syn : --------------MDVMDLPVLGSTLF--FTIFSLIGLIFFIRSSVKDRTQRIRAWIDNPEA-------GILDEIKTYFNNRAYRITNIDPVQQAITFE :  77 
CCB1-At  : QNPNSLLLMTEATG--GYSLASYYTSLG--LFVISVPGLWSLIKRSVKSKIVRKTFVVNDVK----KEPKQVAGEILSFFTRKNFNITDRG---ETITFE : 155 
CCB1-Os  : AAAAAVLLDAAVAGATGYSQASYYTSLG--LFVLSVPGLWSLIKRSVKSKVVQKTFVKEEGQT---MAPNQVAGEILSFFTRNNFTISDRG---EVITFE : 155 
CCB1-Cr  : AMDAPAMALEATNPFEGVQSNSLYVTLA--LFLMSVPGIWSTVKRAPQAAKKRLTFEVPGPAVEGAMSLDDRARQIFRYFKRYNYDVKETG---EVIVFE : 159 
                                                                                                                      
                                                                                                                      
                    *       220         *       240         *       260         *       280         *       300       
CCB1-Cm  : GRTQPSVAIGAFLVFCAAGGLYGFALAAKVLLPGNSDWWYALILLSPLMWFYYWNTNQREEEFRFRVDPVSSDS---KAILYVKGPRDEIEAMESELKLV : 293 
CCB1-Tp  : GLVARSTSQAFFLTFCTALGMASLALVLQIQFQDVDFNWFYLTLLSPYAGIYYWRSGDRVDDMKVKLAANDDDT---LNEITIEGNDEEIERMWRTLDLQ : 175 
CCB1-Av  : GFVKPSIFLAVFLTLLASAGLVCLSLVFALLFPRFGNIFLGLVLFAPLSGLFYWKKAGRLEKVVLKLESLANQPQL-FSKITVVAHRDELLELQKALPLK : 173 
CCB1-Se  : GIVAPSLFLAVFVATLAATGLGCLGLVVAIATGSSPQLALIPATLAPIAGRLYWQKAKRPERVTLAFTAADR------SDLTVTAHRDELITLTQSLPLR : 169 
CCB1-Syn : GNVQASPFLAVFLSLLAALGLLCLALVLAVFWPQRGFLFFFLLWLAPLAGTFYWQKAARVEAITLEVGDPDQPSHPGQYPLTITAHRDELRELQAQFPLD : 177 
CCB1-At  : GKMVPSRGQAALLTFCTCISLASVGLVLTITVPDFGNNWFFIILLSPLAGVYYWKKASRKEEIKVKMMVGSKGR---LDEIVVQGDDVQVEEMRKELQLN : 252 
CCB1-Os  : GTMVPSRGQAALLTFCTCISLGSVGLVLSIAVPEGGNNWFWLMTLSPLAGVYYWTKASRKEEIKVKMILSDDGN---VSEILVRGDDVQVEQMRKELKFS : 252 
CCB1-Cr  : GIYAADKGQAAAITFYTFVGMASVALVLSILVPQVGNWWYGLTALSPAAYAYYMQRGTRPEQFRVKMVTATDDQ---TTDIIVEGDKEEIERFWKELGLV : 256 
                                                                                                                      
                                 
                    *            
CCB1-Cm  : RNRPEE--------- : 299 
CCB1-Tp  : EKGMVKVEGIL---- : 186 
CCB1-Av  : PNE------------ : 176 
CCB1-Se  : ALES----------- : 173 
CCB1-Syn : WQGGSSH-------- : 184 
CCB1-At  : EKGMVYVKGLFERSS : 267 
CCB1-Os  : EKGMIYVKGIFET-- : 265 
CCB1-Cr  : EKGKVYVKGMLEA-- : 269 
 



B Sequence alignment of CCB3 orthologues 
 
 
                                                                                                                      
                    *        20         *        40         *        60         *        80         *       100       
CCB3-Cm  : MFLLYTGCVLRRDIRFGVCSKLNGAGARTQHYGSVRSGSTWWRKSLLPRGRYPVFTGYAAEQQRAPSKRCLCESLVMVTDVASTWMAFAWGAVTGSALTT : 100 
CCB3-Tp  : ---------------------------------------------------------------------------------------------------- :   - 
CCB3-Av  : ---------------------------------------------------------------------------------------------------- :   - 
CCB3-Se  : ---------------------------------------------------------------------------------------------------- :   - 
CCB3-Syn : ---------------------------------------------------------------------------------------------------- :   - 
CCB3-At  : ----------------MT-TVTTSF-------VSFSPALMIFQKKSRRSSPNFRNRSTS---LPIVSATLS-----HIEEAATTTNLIRQTNSISESL-R :  67 
CCB3-Os  : ------------MEASMSRTVSMLFSARRCIVASAAKDIEIAQGGRRRRSNDVKQQRGSHGQLAVAAATTAAAMTGQCHAAAAAAAPERQWQEVAEWVCR :  88 
CCB3-Cr  : ---------------MMASSMLHSSARCAAFKAGPLRSPQFALRPRATVSLSAVKSSSEASSSSACSTSERQAHPLARLEVATVASLLASGALAGSCLAA :  85 
                                                                                                                      
                                                                                                                      
                    *       120         *       140         *       160         *       180         *       200       
CCB3-Cm  : PTVANSVQVPAFVAPLRGLLSLVFTTYTVLFLLRFVIPWFPQINAGRPPWSIVVLATEGLLRPTRRIIPPQGGVDITPLVWLALTSLSQELLVGSQGIIT : 200 
CCB3-Tp  : --MVLSETDPWVQPLAL-VLGPFLNLFSFAMLCRIVLSWYPTANVNEVPFNIVVWPTEPLLRLVRGSVPPAFGVDITPVVWLGVFTFVNEILLGQQGLLT :  97 
CCB3-Av  : ---------MTGVNLSVWILGPVLGVMTFLFIFRIILTWYPQVDLNRLPFNLIAWPTEPFLIPLRKIIPPIGGVDITPIVCVGIFSLLREVLLGQQGLLT :  91 
CCB3-Se  : ---------MQPLLWFSWILGGVLAGMTLLFIFRIVLTWYPQVDLQQGPYRAIALPTEPFLAPTRRLIPPLGGVDISPIIWVALISLLREILLGQQGLLT :  91 
CCB3-Syn : ---------MNYAAIVGQGLGILLAVMTVLFIFRIILTWYPQVELTKWPWKLIALPTEPLLIPLRKLVPPIGGVDLAPILWVFICTFLREILIGQQGLIT :  91 
CCB3-At  : NISLA-DLDPGTAKLAIGILGPALSAFGFLFILRIVMSWYPKLPVDKFPYVLAYAPTEPILVQTRKVIPPLAGVDVTPVVWFGLVSFLSEILVGPQGLLV : 166 
CCB3-Os  : AVAVVGELDPATAKAAIGVAGPALSAFGFLFIARIVMSWYPRLPVREFPYVVAYAPTEPLLAVTRKVIPPLGGVDVTPVVWFGLVSFASEILVGPQGLLV : 188 
CCB3-Cr  : DSPENAEQTVQLAALAANILRPAFNIFTLLYIIRVPMTWYPEIDGKKMPWALAYAPTEPVLSVARKVVPLLSGVDVSPIVMIAFITFSNEILLGPQGLLT : 185 
                                                                                                                      
                          
                          
CCB3-Cm  : LLTR---- : 204 
CCB3-Tp  : MKMKYGI- : 104 
CCB3-Av  : MLARMS-- :  97 
CCB3-Se  : MVLRQG-- :  97 
CCB3-Syn : MASRLQ-- :  97 
CCB3-At  : LVSQQQVN : 174 
CCB3-Os  : LLSQQKP- : 195 
CCB3-Cr  : LIQQRGGL : 193 



C Sequence alignment of CCB2 and CCB4 in vascular plants and C. reinhardtii 
 
 
                                                                                                                     
                   *        20         *        40         *        60         *        80         *       100       
CCB2-At : --MSIQICNFP----------FHPKFALQPRAQRSTR---IFARTENDSPQSKTSDQQLNLSVLRFTFGIPGFDESYLPRWIGYGFGSLLLLNHFSASAP :  85 
CCB4-At : MEARIILLRIQIPWSAN-------RQFSHPPLDFPRFIRASSSSTSQKPKTYE-GPKPRKNLVADFISKNDDLVRSLPIYVGGASLLAVLFNRTVSGIAP :  92 
CCB2-Os : --MPLLARAPPPPPPLRHRGRLLPRFTSSSSPRRRRRPRAARVRASGSDPPPQQQQQQVNLSVLRFTLGIPGLDESYLPRWIGLGFGALVLLNHLLSPSP :  98 
CCB4-Os : MEMTRSLTLVPLPATLRPASAACRRRRRRRGLPFGALFSPSPPSNQQQQEMHIRALQPRQDWVGEWVRSNDTLVRGLPILGGGASLLAVLLNRAVSGIAA : 100 
CCB2-Cr : -MSQALLANRLIGSRLCPLRQRALRQAAPCKPPVVLSRRTSTQVRAETQRRGGLGDDDIDVAVFRFTLGIPGFDDRFIPRVVGLALGALLVVNHVLGADP :  99 
CCB4-Cr : --MTSLLGRSHQAAVLR--------QGRVRPFLPAQQCRPLRIVHVAAKKSGE-AVEPDQSFG--LVAQQAEFFRALPLYAGGAGVASLLLNRALSGIAP :  87 
                                                                                                                     
                                                                                                                     
                   *       120         *       140         *       160         *       180         *       200       
CCB2-At : ISESQMRSEALGLSLAAFSIALPYIGKFLKGS-VVEQRSLPEEGEQ----VFVISSNIG--DSLKEDLAWATYVLLRNTSTIAVLISVQGELCVR----- : 173 
CCB4-At : VADASSSQSRADLLALGLAVTNLLTGLVWLSIRPKSITPVNPKGVE----CKVVESDLP--ASMVSELLWAWESLKVATCCKSLVIVYNGICLIQ----- : 181 
CCB2-Os : TP-AQLRSEALGLCLAAFSATLPYLGRFLEGAGAAERVPLPEGSRQ----VFAMSDSLS--AAQKEDMAWASYVLLRNTNTTSVLISIGNQLCIR----- : 186 
CCB4-Os : VADASSSQSRADILTLALSVTDILAGLVWLSIRPKSISPVVPRGVE----CKRVGTGVL--DSALRELLWTWDSLTTATCCKSLVVVYGGNCVLQ----- : 189 
CCB2-Cr : TPEAQVRCEWLGALLASLCVLVPDIEERLREAMPGRGRQKAAEAIEGSANGFFLEPSLQ--EAAKKELAWASFSLLKNTNCCGVAVAAGGRVLMARGALG : 197 
CCB4-Cr : VVDASSSQSRADVLGIVLSAVLLLTGLQWLALKPREVAAVDLEGST----VDFVEPGLKPYAALLREFAWARDAMFSTTRCKSLVLLYKGRTLFH----- : 178 
                                                                                                                     
                                                                                                                     
                   *       220         *       240         *       260         *       280         *       300       
CCB2-At : GYWNCPD---------QMSKAQLHDWFKKKVDEIGLADVKETLYFPQYA----GSALSLDILPDGTRSLFVQPLVQN---TNEPQKVNGFLLVASTAGYA : 257 
CCB4-At : IGMVAESPEDKKTVIVKTDKLMQGSVYRGVMKSKAQSYLANLSLYP-------GRSELP-FLPANTQAVILQPLGDK-----------GIAVIGGNTIRG : 262 
CCB2-Os : GYWDPPE---------DISKYAMIEWFKSQMQEAGIVDLREDLYFPTFS----DTQLG-KLLPQGILSVLAQPVLNNPDPTNSEIKAEGFILLASNSSYA : 272 
CCB4-Os : IGVAAGSPEDGNAVMVDAQKFMQGSLYRSAMESKKQSYLANLALYP-------GRTELP-FLPANTQALILQPIGDK-----------GIAVIGGDTIRG : 270 
CCB2-Cr : SGVVAPGNAAASLAAMSKDLSAVSGSSKVAEALAGAAAGSQQLWLPDRGGFGGSGAGSLALLPAGAQCLLVQHIPLP-------GGGPAALIVFSERPRA : 290 
CCB4-Cr : YGFITKG--------VKPGNVVPGEICTQAMRDSQGNYLANLVLYP-------GRPEFTAFLPENTQGVMVQPVGKD-----------GVIVAGTDTVRG : 252 
                                                                                                                     
                                                                       
                   *       320         *       340         *           
CCB2-At : YSDKDRAWIGAMAEKFRG------------------------------------ : 275 
CCB4-At : FTSSDQAWISSIGEKLDATLGRYFVDSDEISRVTV------------------- : 297 
CCB2-Os : YSEKHRVWIRTVANKFQCT----------------------------------- : 291 
CCB4-Os : FTNLDQAWIAMIADKLDATLSKS------------------------------- : 293 
CCB2-Cr : LADRERGWVAAVANKLAAFV---------------------------------- : 310 
CCB4-Cr : FSRLDQAWLSTIADKLEVSLGEGVALPQAGVGFGGSGGSSSSGAKASGKQPAAR : 306 
                                                                       
 



D Sequence alignment of CCB2 orthologues 
 
                                                                                                                        
                      *        20         *        40         *        60         *        80         *       100       
CCB2/4-Av  : --------------------------------------------------MTKPDPNRVLRRLPFVVGGLG--------------AILLLINRLLTPELT :  36 
CCB2/4-Se  : --------------------------------------------------MA-SDSAVWLRRLPLIAGAIG--------------GTLLMVNRALTPELL :  35 
CCB2/4-Syn : --------------------------------------------------MS-ADPNRIVRLLPLGAGSLG--------------GLLLLINRLSTPMLN :  35 
CCB2-At    : -MSIQICNFP----------FHPKFALQPRAQRSTR---IFARTENDSPQSKTSDQQLNLSVLRFTFGIPGFDESYLPRWIGYGFGSLLLLNHFSASAPI :  86 
CCB2-Os    : -MPLLARAPPPPPPLRHRGRLLPRFTSSSSPRRRRRPRAARVRASGSDPPPQQQQQQVNLSVLRFTLGIPGLDESYLPRWIGLGFGALVLLNHLLSPSPT :  99 
CCB2-Cr    : MSQALLANRLIGSRLCPLRQRALRQAAPCKPPVVLSRRTSTQVRAETQRRGGLGDDDIDVAVFRFTLGIPGFDDRFIPRVVGLALGALLVVNHVLGADPT : 100 
                                                                                                                        
                                                                                                                        
                      *       120         *       140         *       160         *       180         *       200       
CCB2/4-Av  : N-SQARGDVLGVILSAVLILTGLIWQQVQPR-------SPDSVELIGDEGFVLSADLPEAVKTELAWASHLLLTNTVTRSLVVYYQGKVLLRRGILGS-- : 126 
CCB2/4-Se  : P-TQSRSDALGILLSALLILSGLLWQRVQPV-------PPEMVVLEGEEGFELDDQLPEASRQELAWASKLLLTNTITGSLLIWYDGQVLLRRGILAP-- : 125 
CCB2/4-Syn : P-SQARSDVVGVILAGMLVCVWLIWQRIQPK-------SPEAVVLEGKEGFDLLDSLPQEIKTELAWASHLLLTNTVTQTMVVYYDRQVLLRRGILSE-- : 125 
CCB2-At    : SESQMRSEALGLSLAAFSIALPYIGKFLKGS-----VVEQRSLPEEGEQVFVISSNIGDSLKEDLAWATYVLLRNTSTIAVLISVQGELCVR-GYWNC-- : 178 
CCB2-Os    : P-AQLRSEALGLCLAAFSATLPYLGRFLEGAG----AAERVPLPEGSRQVFAMSDSLSAAQKEDMAWASYVLLRNTNTTSVLISIGNQLCIR-GYWDP-- : 191 
CCB2-Cr    : PEAQVRCEWLGALLASLCVLVPDIEERLREAMPGRGRQKAAEAIEGSANGFFLEPSLQEAAKKELAWASFSLLKNTNCCGVAVAAGGRVLMARGALGSGV : 200 
                                                                                                                        
                                                                                                                        
                      *       220         *       240         *       260         *       280         *       300       
CCB2/4-Av  : ----KAEVTPGAIVKRVLEKQQPVYLVAL-------------NVYPG-----RIEFDYLPENTQGVICQPIGNE-----------GVLILGANAPRSYTK : 193 
CCB2/4-Se  : ----PVPVQPGPIVERVLKTGKAVYLVDL-------------KLYPG-----RIEFNYLPANSQGLICQPLGNR-----------GVLLLAARAPRSYTQ : 192 
CCB2/4-Syn : ----QKEVKPGPIVERVMQTQKPVYLVNL-------------PLYPG-----RVEFDYLPANTQGLICQPLDDR-----------GVLILGANIPRSYTK : 192 
CCB2-At    : ----PDQMSKAQLHDWFKKKVDEIGLADVKE-------TLYFPQYAGS----ALSLDILPDGTRSLFVQPLVQN---TNEPQKVNGFLLVASTAGYAYSD : 260 
CCB2-Os    : ----PEDISKYAMIEWFKSQMQEAGIVDLRE-------DLYFPTFSDT----QLG-KLLPQGILSVLAQPVLNNPDPTNSEIKAEGFILLASNSSYAYSE : 275 
CCB2-Cr    : VAPGNAAASLAAMSKDLSAVSGSSKVAEALAGAAAGSQQLWLPDRGGFGGSGAGSLALLPAGAQCLLVQHIPLP-------GGGPAALIVFSERPRALAD : 293 
                                                                                                                        
                                                 
                      *       320                
CCB2/4-Av  : QDENWIAGIADKLAVTLKNSHG------- : 215 
CCB2/4-Se  : QDERWIAGIADKLDQSLSRSAAAIAVEQP : 221 
CCB2/4-Syn : QDENWVTGIADKIAHSLSMPINA------ : 215 
CCB2-At    : KDRAWIGAMAEKFRG-------------- : 275 
CCB2-Os    : KHRVWIRTVANKFQCT------------- : 291 
CCB2-Cr    : RERGWVAAVANKLAAFV------------ : 310 
                                                 
 
 



E Sequence alignment of CCB4 orthologues 
 
                                                                                                                        
                      *        20         *        40         *        60         *        80         *       100       
CCB2/4-Av  : -------------------------------------------------------------MTK---PDPNRVLRRLPFVVGGLGAILLLINRLLT---- :  32 
CCB2/4-Se  : -------------------------------------------------------------MA----SDSAVWLRRLPLIAGAIGGTLLMVNRALT---- :  31 
CCB2/4-Syn : -------------------------------------------------------------MS----ADPNRIVRLLPLGAGSLGGLLLLINRLST---- :  31 
CCB4-At    : MEARIILLRIQIPWSAN-------RQFSHPPLDFPRFIRASSSSTSQKPKTYE-GPKPRKNLVADFISKNDDLVRSLPIYVGGASLLAVLFNRTVSGIAP :  92 
CCB4-Os    : MEMTRSLTLVPLPATLRPASAACRRRRRRRGLPFGALFSPSPPSNQQQQEMHIRALQPRQDWVGEWVRSNDTLVRGLPILGGGASLLAVLLNRAVSGIAA : 100 
CCB4-Cr    : -------------MTSLLGRSHQAAVLRQGRVRPFLPAQQCRPLRIVHVAAKKSGEAVEPDQSFGLVAQQAEFFRALPLYAGGAGVASLLLNRALSGIAP :  87 
                                                                                                                        
                                                                                                                        
                      *       120         *       140         *       160         *       180         *       200       
CCB2/4-Av  : -PELTNSQARGDVLGVILSAVLILTGLIWQQVQPRSPDSVELIGDEGFVLSADLP--EAVKTELAWASHLLLTNTVTRSLVVYYQGKVLLRRGILGS--- : 126 
CCB2/4-Se  : -PELLPTQSRSDALGILLSALLILSGLLWQRVQPVPPEMVVLEGEEGFELDDQLP--EASRQELAWASKLLLTNTITGSLLIWYDGQVLLRRGILAP--- : 125 
CCB2/4-Syn : -PMLNPSQARSDVVGVILAGMLVCVWLIWQRIQPKSPEAVVLEGKEGFDLLDSLP--QEIKTELAWASHLLLTNTVTQTMVVYYDRQVLLRRGILSE--- : 125 
CCB4-At    : VADASSSQSRADLLALGLAVTNLLTGLVWLSIRPKSITPVNPKGVECKVVESDLP--ASMVSELLWAWESLKVATCCKSLVIVYNGICLIQIGMVAESPE : 190 
CCB4-Os    : VADASSSQSRADILTLALSVTDILAGLVWLSIRPKSISPVVPRGVECKRVGTGVL--DSALRELLWTWDSLTTATCCKSLVVVYGGNCVLQIGVAAGSPE : 198 
CCB4-Cr    : VVDASSSQSRADVLGIVLSAVLLLTGLQWLALKPREVAAVDLEGSTVDFVEPGLKPYAALLREFAWARDAMFSTTRCKSLVLLYKGRTLFHYGFITKG-- : 185 
                                                                                                                        
                                                                                                                        
                      *       220         *       240         *       260         *       280         *       300       
CCB2/4-Av  : --------KAEVTPGAIVKRVLEKQQPVYLVALNVYPGRIEFD-YLPENTQGVICQPIGNEGVLILGANAPRSYTKQDENWIAGIADKLAVTL------- : 210 
CCB2/4-Se  : --------PVPVQPGPIVERVLKTGKAVYLVDLKLYPGRIEFN-YLPANSQGLICQPLGNRGVLLLAARAPRSYTQQDERWIAGIADKLDQSL------- : 209 
CCB2/4-Syn : --------QKEVKPGPIVERVMQTQKPVYLVNLPLYPGRVEFD-YLPANTQGLICQPLDDRGVLILGANIPRSYTKQDENWVTGIADKIAHSL------- : 209 
CCB4-At    : DKKTVIVKTDKLMQGSVYRGVMKSKAQSYLANLSLYPGRSELP-FLPANTQAVILQPLGDKGIAVIGGNTIRGFTSSDQAWISSIGEKLDATLG------ : 283 
CCB4-Os    : DGNAVMVDAQKFMQGSLYRSAMESKKQSYLANLALYPGRTELP-FLPANTQALILQPIGDKGIAVIGGDTIRGFTNLDQAWIAMIADKLDATLS------ : 291 
CCB4-Cr    : ------VKPGNVVPGEICTQAMRDSQGNYLANLVLYPGRPEFTAFLPENTQGVMVQPVGKDGVIVAGTDTVRGFSRLDQAWLSTIADKLEVSLGEGVALP : 279 
                                                                                                                        
                                               
                      *       320              
CCB2/4-Av  : -----------KNSHG----------- : 215 
CCB2/4-Se  : -----------SRSAAAIAVEQP---- : 221 
CCB2/4-Syn : -----------SMPINA---------- : 215 
CCB4-At    : -----------RYFVDSDEISRVTV-- : 297 
CCB4-Os    : -----------KS-------------- : 293 
CCB4-Cr    : QAGVGFGGSGGSSSSGAKASGKQPAAR : 306 
                                               
 



F Sequence alignment of CCB2/4 orthologues 
 
                                                                                                                        
                      *        20         *        40         *        60         *        80         *       100       
CCB2/4-Cm  : ----MEAQERSVDDAKDTCIGQKLSKRRPVGCSVDCALGFSAPSGPPTVPLRRVLLPASRVRTPPCREASRSG--TVCSTRNVPGIARIACKSRGALRAR :  94 
CCB2/4-Pt  : MKRTRLAIYAAVTLQTSTTLTLALMPSAAFSCSRTRDYRLRSTVKPPLHQFGKLTRPPKAPKSQSHILSTNKCLVSLRSSNSDDELLSTTTTSKAKVRFS : 100 
CCB2/4-Tp  : -------MTCTRCDPGSSVPLLAFQHQSTHGHVTTRQRQFANTKRISYPAQLENTNNNNE-ESQSSFLSTSKATVQFKSNNRNN---------------- :  76 
CCB2/4-Av  : ---------------------------------------------------------------------------------------------------- :   - 
CCB2/4-Se  : ---------------------------------------------------------------------------------------------------- :   - 
CCB2/4-Syn : ---------------------------------------------------------------------------------------------------- :   - 
                                                                                                                        
                                                                                                                        
                      *       120         *       140         *       160         *       180         *       200       
CCB2/4-Cm  : KIGTQRAVIVLRHAQRPPLLWGKPSPALVFGLGTLLAAALVWNRLANLTLVEG-----------TRARADLVGAIASSALLLYAVSAWQIEVRSTAPVRI : 183 
CCB2/4-Pt  : TSKVSSPGEASNSNLLDSILSWITSDVGSVILGFSGLIALLVGRLLLSSLSSDDTIASSPDAQSEETRANLLAVFATGAVLLNGISKLDVESALAPLVEL : 200 
CCB2/4-Tp  : --NNASNKNLANLTPIDSLLLNLTSDRTSLLLGSIGILILLLNRLLSFPEGEDAILYEAS-----RSRIDLLGVFAAGSVLLNGITKLDVESAKSERVVL : 169 
CCB2/4-Av  : ---------------MTKPDPNRVLRRLPFVVGGLGAILLLINRLLTPELTNS------------QARGDVLGVILSAVLILTGLIWQQVQPRSPDSVEL :  73 
CCB2/4-Se  : ----------------MASDSAVWLRRLPLIAGAIGGTLLMVNRALTPELLPT------------QSRSDALGILLSALLILSGLLWQRVQPVPPEMVVL :  72 
CCB2/4-Syn : ----------------MSADPNRIVRLLPLGAGSLGGLLLLINRLSTPMLNPS------------QARSDVVGVILAGMLVCVWLIWQRIQPKSPEAVVL :  72 
                                                                                                                        
                                                                                                                        
                      *       220         *       240         *       260         *       280         *       300       
CCB2/4-Cm  : RDG---------------HHLEQTETIALGGELETALAWLIDTVFGACANVTTAVWLTGDNTGRIVAQRG-----------------------MVKAALG : 245 
CCB2/4-Pt  : SGQ-------------KLSEPVYVGVDES-QSTAAQIGWTLKALLAATPAQSAVLLATTLHPFSNSNVKSPSSVGWQVVALAGIVPSVS------PSLPT : 280 
CCB2/4-Tp  : EGRNSFEGSGGGIVWNKNGDNKFEGGDVVGENFQSTVEWALGSFIKCTPARTAVLLASTATATSENKQHR-----WEPVAMAGILPLDTDRCTSIPDSIA : 264 
CCB2/4-Av  : IGD-----------------EGFVLSADLPEAVKTELAWASHLLLTNTVTRSLVVYYQGKVLLRRGILGS-------------------------KAEVT : 131 
CCB2/4-Se  : EGE-----------------EGFELDDQLPEASRQELAWASKLLLTNTITGSLLIWYDGQVLLRRGILAP-------------------------PVPVQ : 130 
CCB2/4-Syn : EGK-----------------EGFDLLDSLPQEIKTELAWASHLLLTNTVTQTMVVYYDRQVLLRRGILSE-------------------------QKEVK : 130 
                                                                                                                        
                                                                                                                        
                      *       320         *       340         *       360         *       380         *       400       
CCB2/4-Cm  : SQVDLRRFEELG----------------VLNLRDPVSSRYFADLKTVPRSIEWQQLLPADTQSAWLGTFKAPLQRD-GSQPAQSCFLLILGCNKIRGFLD : 328 
CCB2/4-Pt  : GTAILDRFR--------------------NSATESTDETYLPTLQALPGRTEFT-YLPPNTQAVLLVPVRLQQQS--IDGRDTVTYALVLGGNRARVFTP : 357 
CCB2/4-Tp  : STPILDRMLRYDGSIKGGSVAGSDVVGRRPKNKNVPKESYLPTLQALPGRVEFT-YLPTNAQEALVLPVSTTETTNAVAGCSATYFAVVLGGDTAKSFTP : 363 
CCB2/4-Av  : PGAIVKRVLE------------------------KQQPVYLVALNVYPGRIEFD-YLPENTQGVICQPIGN-------------EGVLILGANAPRSYTK : 193 
CCB2/4-Se  : PGPIVERVLK------------------------TGKAVYLVDLKLYPGRIEFN-YLPANSQGLICQPLGN-------------RGVLLLAARAPRSYTQ : 192 
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