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Structure of a Saccharomyces cerevisiae gene encoding minor (AGY)tRNASer
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We have %lé%ned and sequenced a gene of S.cerevisiae (strain C836) encoding
(AGY)tRNA""" . The sequence of both strands of pYH82 was determined by the
dideoxy chain termination method (1). Re-inspection of the sequence of pY102,
a plasmid which we isolated earlier (2), revealed that it contains another
copy of this gene (pos.136-35 of the original sequence). Acg.é%rding to genomic
hybridizations, there are three gene copies for (AGY)tRNA in yeast. The
sequence is 68% homologous to the structural part, of the major tRNA (e.g.2)
gene, and 67% homologous to the minor (UCA)tRNA' ®T or (UCG)ERNA®ST gene (3),
respectively. LikeSethre suppressor form of the minor (UCG)tRNA er gene (3), the
gene for (AGY)tRNA has a 19 bp intron, but the sequences are different. Ség
found in the case of many other yeast tRNA genes (e.g.2), the (AGY)tRNA
genes are flanked by delta sequences.

pYH82
1 ATGARGGGCAGATGATATCCGGACCGTAGIGAGTCACTGETTTTGETATT SO
51 GCAACCAACTGCCGLCCCCTCTTCCCCGCTCTTGCACCARAACGETARAT 100

101 GCCCATTGTGATGGCTCATECACCCTCACGACGARGTARGACCCERERCA 150

G
G :g 151 CAAGARAATACGAGATCATAACAGTTCGAGTCCGTTTATIGTGTIGEGETT 200
. . . . . -
é % 201 TTGGTACGCTTTTCGTGAGGTGTACTACCATTCATGAGAGTCGTTTTAGE 250
.
A 251 AGCTGTCATGGAAGATATGTATCTTGTTGATGAACTGTAAARATTTGEAG 300
6*CrgrccTAA )
T . - . . -
GT G Ag o SCAGE T cG 301 AAATTGCGCTATTCCGTTTATTTCATIGTTGATTCGETGTTAATATTAGE 350
T . . . . .
G gg 2 cG 351 GGTACARAATATACTAGAAGTTCTCCCTCGAGGATATAGEARTECGLARR 400
TraA%¢Ce T -
?:I GGG' AT 401 TGGECATTTGATGTGACACARRATTTGGACAATATAACGATTCATTTTTA 4SO
GeC TTT X (AGY) Ser ==
Ce6 451 GATCGTTGTTCARCCRTCCCAGTGGCCGAGTGRTTARGGLEATGLCCTRE 500
CeGA - - - -
c 501 TATTTCCTCAGAARAGCAAT TAGGCATTGGGTTTTACCTGCECAGGTTCE 550
ToAAT
g: g 551 ﬁmcmnmmc}nirmmnimutrcc&ammané 600
Te A . . . . .
Te A 601 GGATAAARATTCCCGCATTCGGCGTARARAARTCCGGTTITTTTTTAGCA 650
I-A
E: e 651 CTCGCTGTTTTIGCCTCTACCGGGTGARRARTGACGATGARGACGGCTGE 700
cTcA 701 AATTGCGCTBCATCCGCTTT 720
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