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AspGTC (lacking or low mlA58, but has mlA9)

TCCTCGTT (ml1A) GTATAGTGGTGAGTATCCCCGCCTGTCACGCGGGAGACCGGGGTTCGATTCCCCGACGGGGAGCCA

AspGTC mlA58 primer (60-76) - ddGTP, dCTP, d*ATP, dTTP

TCCTCGTT (ml1A) GTATAGTGGTGAGTATCCCCGCCTGTCACGCGGGAGACCGGGGTTCGATTCCCCGACGGGGAGCCA
GCTAAGGGGCTGCCCCTCGGT 5"

AspGTC mlA9 primer (11-76) ddGTP, d*CTP, dTTP, dATP

TCCTCGTT (ml1lA) GTATAGTGGTGAGTATCCCCGCCTGTCACGCGGGAGACCGGGGTTCGATTCCCCGACGGGGAGCCA
GCAA T CATATCACCACTCATAGGGGCGGACAGTGCGCCCTCTGGCCCCAAGCTAAGGGGCTGCCCCTCGGT 5!

GlyGCC (high mlA58, known)
GCATGGGTGGTTCAGTGGTAGAATTCTCGCCTGCCACGCGGGAGGCCCGGGTTCG (m1A) TTCCCGGCCCATGCACCA
GlyGCC mlA58 primer (60-76) ddGTP, d*ATP, dTTP, dCTP
GCATGGGTGGTTCAGTGGTAGAATTCTCGCCTGCCACGCGGGAGGCCCGGGTTCG (m1A) TTCCCGGCCCATGCACCA

GC T AAGGGCCGGGTACGTGGT 5"
ArgTCG (high mlA58, not annotated)
GACCGCGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAGAAGATTGAGGGTTCG (m1A) GTCCCTTCGTGGTCGCCA
ArgTCG mlA58 primer (60-76) ddATP, d*CTP, dTTP, dGTP

GACCGCGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAGAAGATTGAGGGTTCG (m1A) GTCCCTTCGTGGTCGCCA
AGC T CAGGGAAGCACCAGCGGT 5"
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Mutation

AGC-c2t3
AGC-c6tl10l
AGC-c6t120
AGC-c6L166
CGC-c6t1n
TGC-cl12td
TGC-c12t13

Fig. S7 (A,C,D,E)
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Mutation

GAR-211t15

Fig. S7 (F.G,H,1,K)
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