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mddetiiunslasuiu phycocyanin a-subunit phycocyanobilin lyase 470 S. platensis
C1 nmslaauBuan APC39 183 genomic DNA library #at cpcE homologous probe WUANELTIA
'agj'lu%u Xhol-xbal 184 genomic DNA 124 S. platensis C1 Viﬁ‘nmm 4.1 kb uall 4 open reading
frame lag# open reading frame usnazilutane 3' 1848 cpcD RiMUANITEFY 9 kDa rod
linker polypeptide 11 open reading frame figeediaunn 871 Awa wlausrdunsaasilula 291
W9t open reading frame figwfinun 612 fjmm?';uﬂmfluéwﬁumm:ﬁ‘fu‘lﬁ 204 Wy wuin
drunsaesiiturestuilaaulélu open reading frame REBIUAEAMTAMNARIEARITLTY cpcE
waziu cpcF 183 Nostoc PCC 7120, Pseudanabaena PCC7409, Synechococcus elongatus,
Synechococcus PCC6803 uar Synechococcus PCC7942 5atiaz 56.7, 55.67, 52.23 Uay 44.67
ANAALAMIUEU cpcE uariouardd.6n 49.50u 46.56 UAT 45.58 AMNATLAMILEY cocF uaz
fulaauldlu open reading frame AdTaUAM 2303 guaiiuladudrdunsnesAluly 768 wioei
fiauAdaAdeiuBiu dnax Atmuanisa¥a DNA polymerase Il wingtian gamma Uax tau 184
Synechocystis PC6803, Nostoc PCC 7120 ua Thermosynechococcus elongatus foeaz 54.68,
42.70, uar 32.80 MNARL ANNIANMITTUATEN transcript TBIEU cpcE WAL B cpcF Wu

transcript 1038uIaBatatiey 6 1A uaTWLINEIU cocE wariiu cpcF HiRen 1 1/58 genome

In this study, the phycocyanin a-subunit phycocyanobilin lyase (cpcE and cpcF) genes
were isolated from APC39 of genomic DNA library of S. platensis C1 with cpcE homologous
probe. Two open reading frame of 871 bp and 612 bp corresponding to cpcE and cpcF genes,
encoding phycocyanin a-subunit phycocyanobilin lyase were found downstream of 3' end of
cpcD gene in 4.1 kb Xhol-Xbal fragment of the genomic DNA. The dnaX encoding DNA
polymerase Ill gamma and tau subunits was also found downstream of the cpcF gene. fhe
identity of the deduced amino acid sequences of cpcE and cpcF genes compared to those of
Nostoc PCC 7120, Pseudanabaena PCC7409, Synechococcus elongatus, Synechococcus
PCC6803 and Synechococcus PCC7942 were 56.7, 55.67, 52.23 uay 44.67% for cpcE gepe
and 44.6, 49.50, 46.56 and 45.58 % for cpcF, respectively. For the dnaX gene, the identity of
this gene was 54.68, 42.70, and 32.8% compared to those Synechocystis PC6803, Nostoc PCC
7120 and Thermosynechococcus elongatus, respectively. Transcription analysis of cpcE and
cpck genes, at least 6 species corresponding to cpcE and cpcF genes were found. DNA

sequences and restriction mapping analysis revealed that there was only one copy of the cpcE

and cpcF genes per genome.





