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DNA damage-induced  mutagenesis in Saccharomyees cerevisine
Yoeast 1OCTTY.1503-150901994 )
78718490
Location/ Qualifiers
£1..2086
codon_start=3
product="TCPl-beta”
profein id="AAA8GEI. 1"
db_xref="G1.1203614"

translation="S5IYNGISTSGLDLNNGTIADMRQLGIVESYKLEKRAVVSESASE

AAEVLLEVDNHRARPETANRQHM"
GR7,.3158
gene="AXL2"

1 gatcctceat atacaascgEl atctocaccet caggtitaga toicancaac gganceatiy

61 cegacatgag dcagitagEt atcgiegagn gllacanget aaaacgagea glagieaget

121 ctgeatciga agocgetgaa gitctactas REgtEEataa catcalcogl goangaccaa

181
241

gaaccgccan tagacaacal atgtaacata Mtaggatal acctcgaans taataaaccg

ceacactgic attattataa ttagasacag ancgcaanan tlatecacta tataattcaa

4 BOL gavctcaagt tatiggagte ticageeaat Tgettigiat cagacaatlg actetetane

4 86l
4821
4 981

H

ttctecactt cactgtegag TIECtegtil (tageggaca angatttaat cregtretet
titteaptet tagattgete taattotity ageigttcie teagotocte atattittet

fgecatgact cagatictaa tittaageta ttcaatitel ctitgatc
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[1] Linnaeus.Carolus, Systemanaturae per regna trianaturae: secundum classes. ordines, genera,
species: cum  characteribus. differentiis. synonymiss locis 10th. Stockholm: LaurentiusSalvius, 1758
{Latin}.
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