
Spinach         1   MAATTTTMMGMATTFVPKPQAPPMMAALPSNTGRSLFGLKT-GSRGGR-MTMAAYKVTLVTPTGN--VEFQCPDDVYILDAAEEEGIDLPYSCRAGSCSS 96  
SynWH8102_1     1   ---------------------------------------------------MASYKISIE---GG--STFECADDVYILDAAEEAGVDLPYSCRAGACST 44  
SynPCC7002      1   ---------------------------------------------------MATYKVTLITPDGE--VSYDAPDDEYILDSAGDAGYDLPASCRAGACST 47  
SynPCC6803_1    1   ---------------------------------------------------MASYTVKLITPDGE--SSIECSDDTYILDAAEEAGLDLPYSCRAGACST 47  
Arabidopsis     1   MASTALSSAIVSTSFLRRQQTPISLRSLPFANTQSLFGLKSSTARGGRVTAMATYKVKFITPEGE--QEVECEEDVYVLDAAEEAGLDLPYSCRAGSCSS 98  
Chlamydomonas   1   ----------------------MAMAMRSTFAARVGAKPAVRGARPASRMSCMAYKVTLKTPSG--DKTIECPADTYILDAAEEAGLDLPYSCRAGACSS 76  
AnaPCC7120_1    1   ---------------------------------------------------MASYQVRLINKKQDIDTTIEIDEETTILDGAEENGIELPFSCHSGSCSS 49  
AnaPCC7120_2    1   ---------------------------------------------------MATFKVTLINEAEGTKHEIEVPDDEYILDAAEEQGYDLPFSCRAGACST 49  
ProSS120_1      1   ---------------------------------------------------MASYKVTLVSESEGLNQTIEVPDDQYILDAAEEQGIDLPYSCRAGACST 49  
ProMED4_1       1   ---------------------------------------------------MASYKVTLISESEGLNSTIEVPDDQYILDAAEEQGVDLPYSCRAGACST 49  
SynWH8102_2     1   ---------------------------------------------------MASYKVTLVSESEGLNKTIEVPDDQYILDAAEEQGIDLPYSCRAGACST 49  
ProMIT9313_1    1   ---------------------------------------------------MASYKVTLISESEGLNKTIEVPDDQYILDAAEEQGIDLPYSCRAGACST 49  
Cyanothece      1   ---------------------------------------------------MATYKVTLINEQEGINATIDVPEDEYILDAAEEQGIDLPSSCRAGACST 49  
Cyanophora      1   ---------------------------------------------------MAVYKVRLICEEQGLDTTIECPDDEYILDAAEEQGIDLPYSCRAGACST 49  
Syn_elongatus   1   ---------------------------------------------------MATYKVTLVRPDGS-ETTIDVPEDEYILDVAEEQGLDLPFSCRAGACST 48  
P-SSM2          1   ----------------------------------------------------MAYSITLRSPDGA-EEVVQCEEDQYILEAAEDAGLDMPSSCRAGACSA 47  
SynPCC6803_2    1   --------------------------------------------------MGAIYSVNLVNPATGSDVTIEVAEDELILEAAENQGLDLPYSCRAASCVA 50  
SynWH8102_3     1   --------------------------------------------------MGTSHRITIHWRQEQRTITHDVPEGEYILQSFERQGDPLPFSCRNGCCTS 50  
ProMIT9313_2    1   --------------------------------------------------MTSLHKITIHHRQAGRTITFDVPDGEYILRSFESRGEQLPFSCRNGCCTT 50  
ProSS120_2      1   ---------------------------------------------------MKSHKITVRLRDQNRIISKEIPEGESILRKFEEDGEVLPFSCRNGCCTT 49  
ProMED4_2       1   --------------------------------------------------MKKTFKVTITNKETGKIYQENISDQEYILKEFEKKGLRLPFSCRNGCCTS 50  
SynPCC6803_3    1   --------------------------------------------------MSRSHRVLIHDRQNEKDYSVIVSDDRYILHQAEDQGFELPFSCRNGACTA 50  
AnaPCC7120_3    1   --------------------------------------------------MSETHTVKVRDRATGKQYTLKVPEDRYILHTAEQQGVELPFSCRNGACTT 50  
SynWH8102_4     1   --------------------------------------------------MSEVATYTVRAEFEGTTHSFSCRADQTVLNAAEAAGVTLPSSCCSGVCTT 50  
ProMED4_3       1   -----------------------------------------------------MSEYNIKVELEKKTYVFLCPEDQDIISAAKANGIDLPSSCCSGVCTS 47  
SynPCC6803_4    1   ----------------------------------------------------MVNTYTAEIQHQGQTYTISVPEDKTVLQAADDEGIQLPTSCGAGVCTT 48  
AnaPCC7120_4    1   ----------------------------------------------------MSKTYTVEILHQGKTHTLQVPEDKTILSVADEQGLDLPSSCHAGVCTT 48  
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Spinach         97  CAGKLKTGSLNQDDQ--SFLDDDQIDEGWVLTCAAYPVSDVTIETH--KEEELTA----------------------- 147 
SynWH8102_1     45  CAGKVLSGSVDQTDQ--SFLDDDQIGQGFALLCVSYPTSDCSIKAN--AEDDL------------------------- 93  
SynPCC7002      48  CAGKIVSGTVDQSEQ--SFLDDDQIEAGYVLTCIAYPQSDVTIETN--KEEELY------------------------ 97  
SynPCC6803_1    48  CAGKITAGSVDQSDQ--SFLDDDQIEAGYVLTCVAYPTSDCTIETH--KEEDLY------------------------ 97  
Arabidopsis     99  CAGKVVSGSIDQSDQ--SFLDDEQMSEGYVLTCVAYPTSDVVIETH--KEEAIM------------------------ 148 
Chlamydomonas   77  CAGKVAAGTVDQSDQ--SFLDDAQMGNGFVLTCVAYPTSDCTIQTH--QEEALY------------------------ 126 
AnaPCC7120_1    50  CVGKVVEGEVDQSDQ--IFLDDEQMGKGFALLCVTYPRSNCTIKTH--QEPYLA------------------------ 99  
AnaPCC7120_2    50  CAGKLVSGTVDQSDQ--SFLDDDQIEAGYVLTCVAYPTSDVVIQTH--KEEDLY------------------------ 99  
ProSS120_1      50  CAGKITSGSVDQSDQ--SFLDDDQLEAGFVLTCVAYPTSDVTITTH--AEEELY------------------------ 99  
ProMED4_1       50  CAGKITSGTVDQSDQ--SFLDDDQLEAGFVLTCVAYPSSDVTITTH--AEEELY------------------------ 99  
SynWH8102_2     50  CAGKITAGTVDQSDQ--SFLDDDQIEAGFVLTCVAYPTSDCTIKTH--AEEELY------------------------ 99  
ProMIT9313_1    50  CAGKLTGGSVDQSDQ--SFLDDDQLEAGFVLTCVAYPTSDCTIKTH--AEEELY------------------------ 99  
Cyanothece      50  CAGKLVTGTVDQSDQ--SFLDDDQVAAGFVLTCVAYPKSDCTIETH--QEEALY------------------------ 99  
Cyanophora      50  CAGKVVEGTVDQSDQ--SFLDDAQLAAGYVLTCVAYPSSDCTVKTH--QEESLY------------------------ 99  
Syn_elongatus   49  CAGKLLEGEVDQSDQ--SFLDDDQIEKGFVLTCVAYPRSDCKILTN--QEEELY------------------------ 98  
P-SSM2          48  CLGKVLEGSVNNEEQ--SFLDDDQLEEGWSLLCVAMPQSDCVILTE--QEDNLD------------------------ 97  
SynPCC6803_2    51  CAGRLLEGTVEHTDKGSDFLKPEELAAGCVLLCAAYATSDCKILTH--QEEALFG----------------------- 103 
SynWH8102_3     51  CAVRVKQGQLDQREA--MGLSHELRQQGYGLLCVARAIGPLEAETQ--DEDEVYDLQFGRHFGRGKVTAGLPLDEE-- 122 
ProMIT9313_2    51  CAVRILSGEMDQTAG--IGLSKEMRDKGYGLLCVARATGDLEVETQ--DEDEVYEMQFGKDLGSIKSKAGSPFDL--- 121 
ProSS120_2      50  CAVRILSGTIDQHDG--IGLSKQMQENGYGLLCIAKVTGPADLETQ--DEDEVYELQFGRYLGSIKNRTGNPFDM--- 120 
ProMED4_2       51  CAVKIISGKLDQPEA--MGVSQDLKDKGYALLCVAKVIEDIEVETT--YYDEVYDLQFGQYFGKGKTRKAPPWEFEED 124 
SynPCC6803_3    51  CAVRVISGQIHQPEA--MGLSPDLQRQGYALLCVSYAQSDLEVETQ--DEDEVYELQFGRYFGAGRVRLGLPLDED-- 122 
AnaPCC7120_3    51  CAVRVVSGDIYQPEA--VGLSLELRRQGYALLCVSYARSDLEVETQ--DEDEVYELQFGRYFAKGRVKAGLPLDEE-- 122 
SynWH8102_4     51  CAAVISDGQVEQPDA--MGVKGELQQQGYALLCVAFPRADLTLKAG--QEDALYEAQFGQYQK--------------- 109 
ProMED4_3       48  CASMVIDGSVEQEDA--MGLNDDLKEKGFALLCVAYPKSDLHIIIGDEVEDNLYNNQFGKYQI--------------- 108 
SynPCC6803_4    49  CAALITEGTAEQADG--MGVSAELQAEGYALLCVAYPRSDLKIITE--KEDEVYQRQFGGQG---------------- 106 
AnaPCC7120_4    49  CAGQIITGTVDQSDG--MGVSPELQQQGYALLCVAYPRSDLKIETE--KEDTVYQMQFGK------------------ 104 
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