
ProMED4         1   MTTIQ-----QQRTSLLKGWPQFCEWVTSTNNRIYVGWFGVLMIPCLLAAAACFIVAFIAAPPVDIDGIREPVAGSFLYGNNIISGAVVPSSNAIGLHFY 95  
ProSS120        1   MTTIR-----QQRSSLLKGWPQFCEWVTSTDNRIYVGWFGVLMIPCLLAAAICFVVAFIAAPPVDIDGIREPVAGSFLYGNNIISGAVVPSSNAIGLHFY 95  
ProMIT9313      1   MTTTI-------RSGRLSGWESFCNWVTSTNNRIYVGWFGVLMVPTLLAAAICFTIAFIAAPPVDIDGIREPVAGSFLYGNNIISGAVVPSSNAIGLHFY 93  
SynWH8102_1     1   MSTAI-------RSGRQSNWEAFCQWVTDTNNRIYVGWFGVLMIPCLLAATICFTIAFIAAPPVDIDGIREPVAGSLIYGNNIISGAVVPSSNAIGLHFY 93  
SynWH8102_2     1   MTTTLQ------QRSGASSWQAFCEWVTSTNNRLYVGWFGVLMIPTLLAATICFVIAFVAAPPVDIDGIREPVAGSLIYGNNIISGAVVPSSNAIGLHFY 94  
SynWH7803       1   MTTTIQ------QRSGAGGWQSFCEWVTSTNNRLYVGWFGVLMIPTLLAATTCFIVAFIAAPPVDIDGIREPVAGSLIYGNNIISGAVVPSSNAIGLHFY 94  
SyncyPCC6803_1  1   MTTTQL------GLQEQSLWSRFCCWITSTSNRLYIGWFGVLMIPTLLTATTCFIIAFIAAPPVDIDGIREPIAGSLLYGNNIITAAVVPSSNAIGLHFY 94  
SyncyPCC6803_2  1   MTTTLQ------QRESASLWEQFCQWVTSTNNRIYVGWFGTLMIPTLLTATTCFIIAFIAAPPVDIDGIREPVAGSLLYGNNIISGAVVPSSNAIGLHFY 94  
P-SSP7          1   MAAIS------VTRESTSNWQKFCEWVTSTENRLYVGWFGVLMIPCLLAATTCFILAFIAAPPVDIDGIREPVSGSLMYGNNIISGAVVPSSNAIGLHFY 94  
P-SSM2          1   MTTLQ-----KREQGLLSGWSEFCDWVTSTNNRIYVGWFGVLMIPCLLAATTCFIVAFIAAPPVDIDGIREPVAGSFMYGNNIISGAVVPSSNAIGLHFY 95  
P-SSM4          1   MTTLNSSSLTRKRGGLLSGWDEFCEWVTSTDNRIYVGWFGVLMIPCLLTAAACFIVAFIAAPPVDIDGIREPVAGSFLYGNNIISGAVVPSSNAIGLHFY 100 
S-PM2           1   MTASIA------QQRGSNTWEQFCEWVTSTDNRLYVGWFGTLMIPTLLAAAICFIVAFIAAPPVDIDGIREPVAGSLMYGNNIISGAVIPSSNAIGLHFY 94  
Zea_mays        1   MTAILE------RRESTSLWGRFCNWITSTENRLYIGWFGVLMIPTLLTATSVFIIAFIAAPPVDIDGIREPVSGSLLYGNNIISGAIIPTSAAIGLHFY 94  
Arabidopsis     1   MTAILE------RRESESLWGRFCNWITSTENRLYIGWFGVLMIPTLLTATSVFIIAFIAAPPVDIDGIREPVSGSLLYGNNIISGAIIPTSAAIGLHFY 94  
Chlorella       1   MTAILE------RRESASLWARFCEWVTSTENRLYIGWFGVLMIPTLLTATSVFIIAFIAAPPVDIDGIREPVSGSLLYGNNIISGAIIPTSNAIGLHFY 94  
AnaPCC7120_2    1   MTATLQ------QRKSANVWEQFCEWITSTNNRLYIGWFGVLMIPTLLAATTCFIIAFIAAPPVDIDGIREPVAGSLIYGNNIISGAVVPSSNAIGLHFY 94  
AnaPCC7120      1   MTTLLE------QRSSANLWHRFGNWITSTENRMYVGWFGVLLIPTALTAAIVFILAFIAAPPVDVDGIREPVSGSLLYGNNIITATVVPTSAAIGLHLY 94  
AnaPCC7120_1    1   MTTTLQ------QRSSANVWERFCTWITSTENRIYVGWFGVLMIPTLLAATVCFIIAFVAAPPVDIDGIREPVAGSLIYGNNIISGAVVPSSNAIGLHFY 94  
Gymnodinium     1   MKSTLLN---KKSQQTTPAWEFFCSWVTTTENRLYLGWFGCLMVPTLVSATFAYIIGFLAAPPVDIDGIREPVSGSLLYANNIISGAVIPSSNAMGVHFY 97  
Prorocentrum    1   MKNSQ-------AVTSLTWWSVVVAYIVSTNSRLYIGWFGVLLFPLIAVSTVAYVAAFILAPPVDIDGIREPVSGSLLYSNNIITGAVIPSSNAIGVHFY 93  
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ProMED4         96  PIWEAATVDEWLYNGGPYQLVIFHFLIGISAYMGRQWELSYRLGMRPWICVAYSAPVSAAFAVFLVYPFGQGSFSDGMPLGISGTFNFMFVFQAEHNILM 195 
ProSS120        96  PIWEAATLDEWLYNGGPYQLVIFHFLIGICGWMGRQWELSYRLGMRPWICVAYSAPVSAAFAVFLVYPFGQGSFSDGMPLGISGTFNFMFVFQAEHNILM 195 
ProMIT9313      94  PIWEAASVDEWLYNGGPYQLVVFHFLIGICCWLGRQWELSYRLGMRPWICVAYSAPLSAAFAVFLIYPVGQGSFSDGMPLGISGTFNFMLVFQAEHNILM 193 
SynWH8102_1     94  PIWEAASLDEWLYNGGPYQLVCFHFLIGISAYMGRQWELSYRLGMRPWICVAYSAPLSAAMAVFLVYPFGQGSFSDGMPLGISGTFNFMLVFQAEHNILM 193 
SynWH8102_2     95  PIWEAASLDEWLYNGGPFQLVVFHFLIGIYAYMGREWELSYRLGMRPWICVAYSAPVAAASAVFLVYPFGQGSFSDAMPLGISGTFNYMLVFQAEHNILM 194 
SynWH7803       95  PIWEAASLDEWLYNGGPYQLVVFHFLIGIFCYMGREWELSYRLGMRPWICVAYSAPVAAASAVFLVYPFGQGSFSDGMPLGISGTFNFMLVFQAEHNILM 194 
SyncyPCC6803_1  95  PIWEAHSLDEWLYNGGPYQLIVFHFLIGIFCYLGRQWELSYRLGMRPWICVAYSAPVAAATATLLIYSIGQGSFSDGLPLGISGTFNFMLVLQAEHNVLM 194 
SyncyPCC6803_2  95  PIWEAASLDEWLYNGGPYQLVVFHFLIGIFCYMGRQWELSYRLGMRPWICVAYSAPVSAATAVFLIYPIGQGSFSDGMPLGISGTFNFMIVFQAEHNILM 194 
P-SSP7          95  PIWEAGTLDEWLYNGGPYQLIVFHFLIGVAAYAGRQWELSYRLGMRPWIFVAYTAPLSAALAVFLVYPFGQGSFSDGMPLGISGTFNFMFVFQAEHNILM 194 
P-SSM2          96  PIWEAATLDEWLYNGGPYQLVIFHFLIGISAYMGRQWELSYRLGMRPWICVAYSAPVSAAFAVFLVYPFGQGSFSDGMPLGISGTFNFMFVFQAEHNILM 195 
P-SSM4          101 PIWEAATMDEWLYNGGPYQLVIFHFLIGISAYMGRQWELSYRLGMRPWICVAYSAPVSAAFAVFLVYPFGQGSFSDGMPLGISGTFNFMFVFQAEHNILM 200 
S-PM2           95  PIWEAASLDEWLYNGGPYQLVVFHFLIGVFSYMGREWELSYRLGMRPWICVAYSAPVAAATAVFLVYPFGQGSFSDGMPLGISGTFNYMLVFQAEHNILM 194 
Zea_mays        95  PIWEAASVDEWLYNGGPYELIVLHFLLGVACYMGREWELSFRLGMRPWIAVAYSAPVAAATAVFLIYPIGQGSFSDGMPLGISGTFNFMIVFQAEHNILM 194 
Arabidopsis     95  PIWEAASVDEWLYNGGPYELIVLHFLLGVACYMGREWELSFRLGMRPWIAVAYSAPVAAATAVFLIYPIGQGSFSDGMPLGISGTFNFMIVFQAEHNILM 194 
Chlorella       95  PIWEAASLDEWLYNGGPYQLIVCHFFLGICSYMGREWELSFRLGMRPWIAVAYSAPVAAATAVFIIYPIGQGSFSDGMPLGISGTFNFMIVFQAEHNILM 194 
AnaPCC7120_2    95  PIWEAASLDEWLYNGGPYQLVIFHFLTGVFCYLGREWELSYRLGMRPWICLAFSAPVAAATAVFLIYPIGQGSFSDGMPLGISGTFNFMIVFQAEHNILM 194 
AnaPCC7120      95  PIWEAASLDEWLYNGGPYQMIVLHFLIAIYAYMGRQWELSYRLGMRPWIPVAFSAPVAAATAVLLIYPIGQGSFSDGMMLGISGTFNFMIVFSPEHNILM 194 
AnaPCC7120_1    95  PIWEAASLDEWLYNGGPYQLVIFHFLIGCACYLGRQWELSYRLGMRPWICVAYSAPLASATAVFLIYPIGQGSFSDGMPLGISGTFNFMIVFQAEHNILM 194 
Gymnodinium     98  PIWEAASLDEWLYNGGTYQLVVFHFFIGVCSYLGREWELSYRLGMRPWIFVAFSAPVAAASAVFIVYPIGQGSFSDGMPLGISGTFNFMLVFQAEHNILM 197 
Prorocentrum    94  PVWEAISNNEWLYNGGTYQFVVLHFLAAVLAWLGREYEYSFRLGMRPWIYLAFSAPVVAASAVFVVYPIGQGSFSDGMPLGISGTFNFMLVFQAEHNILM 193 
Clustal Consen  59  *:*** : :*******.::::  **: .   : **::* *:******** :*::**: :* *.:::*..*******.: ********:*:*:..***:** 136 

ProMED4         196 HPFHMAGVAGMFGGSLFSAMHGSLVTSSLIRETTETESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAVFPVVCVWLTSMGICTMA 295 
ProSS120        196 HPFHMAGVAGMFGGSLFSAMHGSLVTSSLIRETTETESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAIFPVVCVWLTSMGICTMA 295 
ProMIT9313      194 HPFHMIGVAGMFGGSLFSAMHGSLVTSSLIRETTETESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAAWPVICIWITSLGISTMA 293 
SynWH8102_1     194 HPFHMLGVAGVFGGSLFSAMHGSLVTSSLVRETTETESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLGAWPVVGIWFTSMGVSTMA 293 
SynWH8102_2     195 HPFHMLGVAGVFGGSLFSAMHGSLVTSSLVRETTETESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAAWPVVGIWFTALGVSTMA 294 
SynWH7803       195 HPFHMMGVAGVFGGSLFSAMHGSLVTSSLVRETTESESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAAWPVVGIWFTALGVSTMA 294 
SyncyPCC6803_1  195 HPFHMLGVAGVFGGALFAAMHGSLVTSSLIRETTEVESQNQGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRALHFFLGAWPVVGIWFAALAVCCFA 294 
SyncyPCC6803_2  195 HPFHMLGVAGVFGGSLFSAMHGSLVTSSLVRETTEVESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLGAWPVIGIWFTAMGVSTMA 294 
P-SSP7          195 HPFHMAGVAGVFGGSLFSAMHGSLVTSSLIAETSEEVSQNYGYKFGQDEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAVFPVVGIWLTSMGICTMA 294 
P-SSM2          196 HPFHMAGVAGMFGGALFSAMHGSLVTSSLIRETTGLDSQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLASWPVICVWLTSMGICTMA 295 
P-SSM4          201 HPFHMAGVAGMFGGSLFSAMHGSLVTSSLIRETTENESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAVFPVVCVWLTSMGICTMA 300 
S-PM2           195 HPFHMLGVAGVFGGSLFSAMHGSLVTSSLVRETTEVESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAAWPVVGIWFAALGVSTMA 294 
Zea_mays        195 HPFHMLGVAGVFGGSLFSAMHGSLVTSSLIRETTENESANEGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAAWPVVGIWFTALGISTMA 294 
Arabidopsis     195 HPFHMLGVAGVFGGSLFSAMHGSLVTSSLIRETTENESANEGYRFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAAWPVVGIWFTALGISTMA 294 
Chlorella       195 HPFHMLGVAGVFGGSLFSAMHGSLVTSSLIRETTENESANEGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAAWPVVGIWFTALGISTMA 294 
AnaPCC7120_2    195 HPFHMLGVAGVFGGSLFSAMHGSLVTSSLVRETTENESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRQLHFFLAAWPVIGIWFTALGVSTMA 294 
AnaPCC7120      195 HPFHMIGVAGVFGGALFSAMHGSLVTSTLVRETSEVESANTGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAAWPVIGIWFAALGISTMS 294 
AnaPCC7120_1    195 HPFHMLGVAGVFGGSLFSAMHGSLVTSSLVRETTEIESQNYGYKFGQEEETYNIVAAHGYFGRLIFQYASFNNSRQLHFFLAAWPVIGIWFTALGVSTMA 294 
Gymnodinium     198 HPLHMFGVAAVFGGSLFSAMHGSLVTSSLLKETAEFESANYGYRFGQSTETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLGAWPVVGIWLTAMGVSTMA 297 
Prorocentrum    194 HPFHILGVSAVFGGSLFSAMHGSLVTSSLLSETASYDSLNAGYVFGQEDETYAISAAHGYFGRLLFQYGSFNNSRSLHFFLAAWPVIGIWCTAIGVSTMA 293 
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ProMED4         296 FNLNGFNFNQSVVDANGKIVPTWGDVLNRANLGMEVMHERNAHNFPLDLAAAESTTVALTAPAI-G 360 
ProSS120        296 FNLNGFNFNQSVVDANGKVVPTWGDVLNRANLGMEVMHERNAHNFPLDLAAAESTSVALVAPSI-G 360 
ProMIT9313      294 FNLNGFNFNQSVLDAQGRVVPTWADVLNRSNLGMEVMHERNAHNFPLDLAAAESTPVALIAPAI-G 358 
SynWH8102_1     294 FNLNGFNFNQSILDGQGRVVNTWADMVNRAGLGMEVMHERNAHNFPLDLATVESTPVALQAPAI-G 358 
SynWH8102_2     295 FNLNGFNFNQSILDGQGRVLNTWADVLNRAGLGMEVMHERNAHNFPLDLAAAESTPVALQAPAI-G 359 
SynWH7803       295 FNLNGFNFNQSILDGQGRVLNTWADVLNRANLGMEVMHERNAHNFPLDLAAAESTPVALQAPAI-G 359 
SyncyPCC6803_1  295 FNLNGFNFNQSILDAQGRPVSTWADVINRANIGFEVMHERNVHNFPLDLASGDAQMVALNAPAIEG 360 
SyncyPCC6803_2  295 FNLNGFNFNQSILDSQGRVIGTWADVLNRANIGFEVMHERNAHNFPLDLASGEQAPVALTAPAVNG 360 
P-SSP7          295 FNLNGFNFNQSVVDVNGKIIPTWADVLNRANLGFEVMHERNAHNFPLDLASAESTHIALTAPKI-G 359 
P-SSM2          296 FNLNGFNFNQSVVDASGKVVPTWGDVLNRANLGMEVMHERNAHNFPLDLASANETEVALVAPSI-G 360 
P-SSM4          301 FNLNGFNFNQSVVDANGKIVPTWGDVLNRANLGMEVMHERNAHNFPLDLASAESTTVALTAPSI-G 365 
S-PM2           295 FNLNGFNFNQSIVSSEGRVLNTWADVLNRAGLGMEVMHERNAHNFPLDLAAAEATPVALTAPAI-G 359 
Zea_mays        295 FNLNGFNFNQSVVDSQGRVINTWADIINRANLGMEVMHERNAHNFPLDLA-------ALEVPYLNG 353 
Arabidopsis     295 FNLNGFNFNQSVVDSQGRVINTWADIINRANLGMEVMHERNAHNFPLDLA-------AVEAPSTNG 353 
Chlorella       295 FNLNGFNFNQSVVDSQGRVINTWADIINRANLGMEVMHERNAHNFPLDLA-------VVEAPAVNG 353 
AnaPCC7120_2    295 FNLNGFNFNQSIIDSQGRVINTWADIINRANLGMEVMHERNAHNFPLDLAAGEVAPVAISAPAING 360 
AnaPCC7120      295 FNLNGFNFNNSILDHQGRTIDTWADLLNRANLGIEVMHERNAHNFPLDLASGEVQPIALTAPAIAS 360 
AnaPCC7120_1    295 FNLNGFNFNQSIIDSQGRVINTWADIINRANLGMEVMHERNAHNFPLDLAAGEVAPVALTAPAING 360 
Gymnodinium     298 FNLNGLNFQQSILDASGCPINTWADILNRANLGMEVMHERNAHNFPLDLACAN--CLLSLWPMV-G 360 
Prorocentrum    294 FNLNGLNFNQSLLDSSGHVVNSWADVVNRADLGMEVMHERNTHNFPLDLA---------------- 343 
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