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The primary structure of rat ribosomal protein S14
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The amino acid sequence of rat ribosomal protein S14 was deduced from the
sequence of nucleotides in a recombinant cDNA (pS14-9) which was isolated from a
library using an homologous human S14 cDNA (1) as a probe. The open reading frame
has 456 nucleotides and encodes a protein containing 151 amino acids and having a
molecular weight of 16,248. Rat S14 has 30 basic residues (20%) and 16 acidic ones
(11%). There is only one conservative change in the amino acid sequence (asp to glu
at position 8) between rat and human S14; there are 37 nucleotide differences (7.6%)
of which 34 are in the third position of codons. Rat S14 is related to the following
ribosomal proteins (the numbers in parentheses are the RELATE scores in S.D. units):
human S14 (51.9); Chinese hamster S14 (63.9); Drosophila melanogaster S14 (46.5);
yeast pS9 (41.9); Escherichia coli S11 (11.1); a number of chloroplast S11 proteins (~
8.0); Bacillus stearothermophilus S11 (9.2); Halobacterium marismortui S19 (21.1). Only
the last has not been reported before. (Supported by NIH grant GM 21769).
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