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The soybean chloroplast genome: complete sequence of the rps19 gene, including flanking parts
containing exon 2 of rpl2 (upstream), but lacking rpl22 (downstream)
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We mapped both IR-LSC junctions (1). A nucleotide sequence
(1024 bases) straddling the IRB-LSC junction is presented.
It contains (5'+3’) the 3'terminal part (52 bases) of the
intron of the rl2 gene and exon 2 (C-terminal part: 123
codons), the intergenic spacer (57 bases), the complete rps/9
gene (93 codons) and 206 additional positions which lack
the rpl22 gene, which usually maps in this region (2,3).

The sequencing results support hybridization results (4) sug-
gesting that leguminous chloroplast DNA lacks the /22 gene.
The decoded soybean S19 aminoacid sequence is to 92% iden-
tical with that of spinach (2) and tobacco (3). 3'terminal
intron consensus sequence is underlined. Arrow marks a pos-
sible splice site.
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AAAGGGTGGACAATTAGCTAGAGCAGCAGGTGCTGTAGCGAAACTAATTGCAAAAGAGGGGAAATCGGCCACATTAAAATTACCTTCTGGGGAGGTCCGT
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WG F P ALGRRSR RIKRIEKTI KT YSDNTLTITLRTRRERTK®*
TTGGGGTTTTCCTGCACTTGGAAGAAGAAGTAGAAAAAGGAAGAAATATAGTGATAATTTGATTCTTCGTCGTCGTACTAAATAGTAGAGAARATAGAAA
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AACTTAACACAAAAGCGGAAAAAGATATAATAATAACTTGGTCCAGAGCATCTACCATTATACCTACARTGATTGGCCATACCATTGCTATCCACAACGG
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AAAAGAGCATTTACCTATTTATATAACAGAT CGTATGGTAGGCCATAAATTAGGAGAATTTTCACCTACTCTAAATTTCCGAGGACATGCGAAARATGAT
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TCATTTCTTTTATAAAAAAAAAAAAAATTCTTTAATTAAATATTTAATGAAATTAAATATTTAAATTAATAARATTAGTCGTGTTTTATTCGATTTTTTG .
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