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ura3-52 Ty and YLRCdelta21 have
inverted orientations to form

the translocation by recombination
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(From reads in Anchor region B prior to 818,470)

GAS2 YLRCdelta21 TRR4 ChrXIIdeltadelta Ty

“YLRWTy1-4”

AACAATTATCTCAACATTCACATATTTCTCA:TTTTTATACCTTTAACTATCATCATCAAT
                               :TTTTTATACCTTTAACTATCATCATCAAT
                               :ChrXII 818,470+

TTTAAACTTGATTAATACTTTTTTTT:TGTTGGAATAAAAATCCACTATCG...
TTTAAACTTGATTAATACTTTTTTTT:
           ChrXII 818,474+:
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