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The sequence of the maize rps19 locus and of the inverted repeat/unique region junctions
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We have cloned snd sequenced the gene for the small ribosomsl subunit protein S19(1,2) from the plastid genome
of the monocot Zz# mays The rps 19 locus codes for s protein of 93 smino acids with a molecular weight of
10,739. This locus is highly homologous to both the spinach and £. co/f S19 proteins (1,3) . Unlike its dicot
homologues(1,2), this locus is entirely within the inverted repest. indeed the inverted repeats end 34 bases after
the stop codon. Downstresm from the gene copy in IRl (Bam 6) (4) is the locus for 7p/22 (McLsughlin, W.E. and
Larrinus, |.M. manuscript in preparation). These genes appear to be part of the same operon, a situstion similar to
that of £ co/i (3). Downstresm from the gene copy in IRl (Bam 8), is the locus for psoA. This transcript is on the
opposite strand (McLaughlin, W.E. and Larrinua, |.M., unpublished data) and these genes are separated by a strong
terminstor. The coordinates for the gene in IRIl are 110.56 to 110.38 on the negative strand while the copy on IR
runs from 28.19 to 28.37 on the positive strand (4). There is 8 strong biss in codon usage the RGC content of the
three positions being 46.15, 41.75, snd 34.06 respactively. This is consistent with the high AT content of this

genome

RPL2 —SD— RPS 19
1 TTA AAA TGA AAAAAAGGAGTAATCAGCT GTG ACA CGA AAA AAA ACG AAT CCT TTT GTA
L K 737 M T R K K T N P F V
59 GCT CGT CAT TTA TTG GCA AAA ATC GAA AAG GTC AAT ATG AAG GAG GAG AAA GAA ATA
A R HL L A K I E KV NMK EE K E |
116 ATA 6TA ACG TGG6 TCC CGG GCA TCT AGC ATT CTA CCC GCA ATG 6TT GGC CAT ACA ATC
I vV T WS R A S S | L P A MV 6 H T i
173 GCG ATT CAT AAT GGA AAA GAA CAT ATA CCT ATT TAC ATA ACA AAT CCT ATG GTA GGT
A I H N6 K E H I P11 Y I T NP MV G
230 CGC AAA TTG 666G GAA TTC GTG CCT ACT CGG CAT TTC ACG AGT TAT GAA AGT ACA AGA
R K L 6t F V P TRMHFT S Y E S T R
INVERTED REPEAT I
287 AAG GAT ACT AAA TCT CGT CGTTAATTGAATTCAGAATAGAAAGATTCAGAATAAACAAA/ATTT
KD T K SR R
SINGLE COPY REGION BAM 6 RPL22
353 ATAGGATTCAAATAATCAAATAAAGTAAAGGTAGGCGGGTAATAACCTTATTT ATG ACA AGT
MET THR SER
/GAAA
SINGLE COPY REGION BAM 8
TACCCAATATCCTETTOGAACAAGATATTGGETATTTCCGGCTTTCCTTCCTTCAAAAA
putative terminator
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