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Cloning and mapping of the plastid genome from Cryptomonas
4) has shown that the gene arrangement in this alga differs
significantly from land plants (1). Sequence analysis of the region
upstream of rbcL revealed the presence of the genes for ribisomal
protein 4 (rps4) and tRNAArg. The location of these genes
approximately 1.5 kb from rbcL is different from the arrangement
found in land plants where the genes are separated by a least
5 kb of DNA which encodes several genes (2). Furthermore,
in land plants, rps4 is usually flanked by the genes for tRNAser
and tRNA Thr rather than tRNAArg as found in this alga. rps4
is encoded on the same strand as rbcL but tRNAArg is found on
the opposite strand. The rps4 gene product from Cryptomonas
4) shows the highest amino acid similarity to that from Marchantia

EMBL accession no. X51511

polymorpha (62%), followed by Nicotiana tabacum (57%) and
Zea mays (55%).
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Nucleotide sequence of the region upstream of rbcL from Cryptomonas 4 containing the genes for rps4 and tRNAAg. The gene for rTNAAg is indicated by underlining
(positions 1-73) and the deduced amino acid sequence of rps4 is shown beneath the nucleotide sequence. Both strands were sequenced for the entire region presented.


