
supp. Tab. S1. Accession numbers of GAPDH clones used for phylogenetic analyses (Fig. 1; supp. Fig. S1) and of CP12 clones used for CP12/GAPDH alignment (Fig. 3)

Accession numbers of GAPDH clones

Accession numbers of cDNA clones established in this study

Physcomitrella patens GapA1 (DQ270266); Physcomitrella patens GapA2 (DQ270267); Sphagnum cuspidatum GapA (AJ246031); Marchantia polymorpha GapA (AJ246026);

Marchantia polymorpha GapB (AJ246027); Coleochaete scutata GapA (DQ270264); Coleochaete scutata GapB (AJ246028); Chara vulgaris GapA (DQ270262); Chara vulgaris

GapB (AJ246014); Spirogyra sp. GapA (AJ246030); Spirogyra sp. GapB (DQ270270); Klebsormidium flaccidum GapA (AJ246029); Chlorokybus atmophyticus GapA

(DQ270263); Chlorokybus atmophyticus GapB (DQ270268); Mesostigma viride GapA (DQ270265); Mesostigma viride GapB (DQ270269); Spermatozopsis similis GapA

(DQ270260); Chlorella sp. GapA (DQ270257); Cladophora rupestris GapA (DQ270261); Scherffelia dubia GapA (DQ270259); Cyanophora paradoxa GapA (DQ270258).

Accession numbers of annotated clones

Arabidopsis thaliana GapB (AAA32795); Pisum sativumGapB (P12859); Spinacia oleracea GapB (DESPGB); Nicotiana tabacum GapB (P09044); Oryza sativa GapB

(BAA85402); Pisum sativum GapA (P12858); Arabidopsis thaliana GapA2 (P25856); Zea mays GapA (P09315); Oryza sativa GapA (CAE01532); Arabidopsis thaliana GapA1

(NP_172750); Spinacia oleracea GapA (P19866); Pinus sylvestris GapA (AAA33780); Chlamydomonas reinhardtii GapA (P50362); Chlamydomonas sp. GapA (BAA94304);

Scenedesmus vacuolatus GapA (CAC81011); Galdieria sulphuraria GapA (CAC80066); Chondrus crispus GapA (P34919); Gracilaria gracilis GapA (P30724); Porphyra yezoensis

GapA (AAP32469); Cyanidioschyzon merolae GapA (genome project: CDS#4797); Dermocarpa sp. gap2 (CAC81003); Trichodesmium erythraeum gap2 (ZP_00326920); Lynbya

aestuarii gap2 (CAC80999); Prochloron didemni gap2 (CAB41845); Crocosphaera watsonii gap2 (ZP_00175043); Synechocystis sp. gap2 (BAA18633); Synechococcus elongatus

PCC7942 gap2 (ZP_00164786); Pseudanabaena sp. gap2 (CAC81001); Spirulina sp. gap2 (CAC85938); Fischerella sp. gap2 (CAC80998); Anabaena sp. gap2 (CAC80997);

Anabaena variabilis gap2 (ZP_00159413); Nostoc sp. gap2 (CAC81000); Nostoc punctiforme gap2 (ZP_00106951); Thermosynechococcus elongatus gap2 (BAC09018);

Gloeobacter violaceus gap2 (BAC88471).

Accession numbers of EST clones assembled to Contigs

Mesembryanthemum crystallinum GapB (CA838423; CA838217; BG268958; BM658270); Lycpersicon esculentum GapB (BG130177; AI782550; AJ784676); Solanum tuberosum

GapB (CK273331; CK260985; CK273332); Glycine max GapB (AW570284; CD487193; CA953259; BI944780); Pinus taeda GapB (CO360898; CF663403; CO171908); Zea mays

GapB (CO523412; BG349723; BG354315; CO523411); Sorghum bicolor GapB (BG948771; BE364041; CN146126; BE595873; BM318019); Triticum aestivum GapB (BE418142;

AL827357; BJ257457; CD873739); Glycine max GapA (CK768820; BG839382; CD391769); Lycpersicon esculentum GapA (CK575021; BP910571); Solanum tuberosum GapA

(CK266029; CK276937; CV501387); Nicotiana benthamiana GapA (CK292879; CN746986); Sorghum bicolor GapA (CX622260; CX616373; CX617016); Triticum aestivum

GapA (CV766992; BQ620383; BG904739); Mesembryanthemum crystallinum GapA (CA840586; BE131172); Acetabularia acetabulum GapA1 (PEPdb: AAE0002204;

AAE0003575; AAE0000607; AAE0003603); Acetabularia acetabulum GapA2 (PEPdb: AAE00002467; AAE00001037).

Accession numbers of CP12 clones

Arabidopsis thaliana (AAM45071); Oryza sativa (XP_462851); Pinus taeda (CV135602); Physcomitrella patens (BQ039846); Marchantia polymorpha (DQ270255); Mesostigma

viride (DQ270256); Chlamydomonas reinhardtii (BP086099); Cyanophora paradoxa (CAB56831); Cyanidioschyzon merolae (genome project: CDS#4141); Porphyra yezoensis

(AV439371); Synechocystis sp. (NP_441019); Synechococcus elongatus PCC7942 (BAD34549).


