
CP12         70         80        90       100          120        130
PEGGISDVVEKSIKEAQETCAGD-PVSGECVAAWDEVEELSAAASHARDKKKADGS--DPLEEYCKDNPETNECRTYDN*     Arabidopsis thaliana
TPPD...KMSE..DK.K.A..E.-TA....A...................L.ET-.--....A........D.......*     Oryza sativa
AKDN..EI..E...T.I....DN-ET....A.S..T......MR..M.T.D..K----.....F.......D.....ED*     Pinus taeda
NREDVK.KIPNA.A...KA.EE.-.T.AP.AV........T.E.A.Q..RE.TS-G--....K..A....SD.....ED*     Physcomitrella patens
SADDLQAK.AE...A.T.V.K.N-ET.E...V....T......YADKKR.A..-----....T..A.....D...V.ED*  C  Marchantia polymorpha
AMAAADPD.A....D.E....SG--TT...A..............DKKK.E.EIAKK-....KF.E.....D...V.ED*  P  Mesostigma viride
.AVDLNKK.QDAV...EDA..KG--T.AD.AV...T.......V..KK.AV...VTLT....AF...A.DAD...V.ED*  1  Chlamydomonas reinhardtii
ADLS.QERIQ.A.SQ.RAVAEEKGAT.K.ARV........E.EL..QKAQP..-----...Q.F..E....D...L.ED*  2  Cyanophora paradoxa
ANEKLNTQIQEA..N.EDAAKKYGKA.K.AKV...F....E.ER..QAAN.QSE----....K..NEV..AD...V.ED*     Cyanidioschyzon merolae
RMSN.QETIQTE.AK.K.ASEKFGKT.K.AA....A....E.E...QKNAE.K-----.......E.V..AD.....ED*     Porphyra yezoensis
 MSN.QEKI.QELAN.RQV.ST.EASPA..A....A....E.E.A.Q.QQHPTQ----TT..KF.DE..DAA...I..D*     Synechocystis sp.
 MSD.QEKI.QARQ..HAISEEKGAT.PDAA....A....Q.E.A.Q.QQ.SETE---PFFGD..SE..DAA..LI..D*     Synechococcus elongatus

GAPDH      300       310       320       330          340       350       360
DVSTTIDSSLTMVMGDDMVKVVAWYDNEWGYSQRVVDLAHLVASKWPG---AEAVGSGDPLEDFCKTNPADEECKVYD*      Arabidopsis thaliana
...S...A........................................---.AVQ...........D..ETD.....EN*  G  Oryza sativa
...S.V.....................................A....---.GKG......D....D...TD..R..EA*  a  Pinus taeda
...S.V.....................................AQ...----V.KP......E..V...DTD..RLH.V*  p  Marchantia polymorpha
...S..............L.....................I..NN...QKADSEEE.....DKY.A...EAD..R...E*  B  Chlorokybus atmophyticus
...C...................................DI..NN...---MVQETGS....T..N...DAD..R..ND*     Mesostigma viride

...S.................I.................DI..NN.K*                                     Arabidopsis thaliana

...C...A..S..........I.................DI..NQ.K*                                     Oryza sativa

...S.V.S...............................DI..NN.KS*                                 G  Pinus sylvestris

...S.V.................................N...E..T.*                                 a  Marchantia polymorpha

...S..................................S.I..NNWNSTVEQAKELSAV*                      p  Chlorokybus atmophyticus

...S...A................................IM.KEMK*                                  A  Mesostigma viride

.Q.TS..A...............................EVT.KK.VA*                                    Chlamydomonas reinhardtii

supp. Fig. S2. Composite amino acid alignment of CP12 and GAPDH sequences. The mature subunit of CP12 was manually aligned with the C-terminal extension

of GapB. Conserved aa positions are indicated by dots (.) and deletions by dashes (-). Numbering of CP12 (above) and GAPDH (below) is based on the protein

sequences of Arabidopsis thaliana (AAM45071) and Geobacillus stearothermophilus (P00362) as references respectively. Four highly conserved cysteine residues

are accentuated in dark gray, while the conserved (similar) amino acid positions between CP12 and GapB are shown in light gray. Amino acids with values >2 in

the PAM250 matrix are regarded as similar. Start methionines of cyanobacterial CP12 proteins are underlined.


