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k: # alignment for each read. 

V: # mismatch 
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Fig. S6 

AspGTC (lacking or low m1A58, but has m1A9) 

 

TCCTCGTT(m1A)GTATAGTGGTGAGTATCCCCGCCTGTCACGCGGGAGACCGGGGTTCGATTCCCCGACGGGGAGCCA 

 

AspGTC m1A58 primer  (60-76) - ddGTP, dCTP, d*ATP, dTTP 

TCCTCGTT(m1A)GTATAGTGGTGAGTATCCCCGCCTGTCACGCGGGAGACCGGGGTTCGATTCCCCGACGGGGAGCCA  

    GCTAAGGGGCTGCCCCTCGGT 5' 

 

AspGTC m1A9 primer (11-76) ddGTP, d*CTP, dTTP, dATP 

TCCTCGTT(m1A)GTATAGTGGTGAGTATCCCCGCCTGTCACGCGGGAGACCGGGGTTCGATTCCCCGACGGGGAGCCA  

    GCAA  T  CATATCACCACTCATAGGGGCGGACAGTGCGCCCTCTGGCCCCAAGCTAAGGGGCTGCCCCTCGGT 5' 

 

 

 

GlyGCC (high m1A58, known)  

 

GCATGGGTGGTTCAGTGGTAGAATTCTCGCCTGCCACGCGGGAGGCCCGGGTTCG(m1A)TTCCCGGCCCATGCACCA 

 

GlyGCC m1A58 primer(60-76) ddGTP, d*ATP, dTTP, dCTP 

GCATGGGTGGTTCAGTGGTAGAATTCTCGCCTGCCACGCGGGAGGCCCGGGTTCG(m1A)TTCCCGGCCCATGCACCA 

                           GC  T  AAGGGCCGGGTACGTGGT 5' 

 

 

ArgTCG (high m1A58, not annotated) 

 

GACCGCGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAGAAGATTGAGGGTTCG(m1A)GTCCCTTCGTGGTCGCCA 

 

ArgTCG m1A58 primer (60-76) ddATP, d*CTP, dTTP, dGTP 

GACCGCGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAGAAGATTGAGGGTTCG(m1A)GTCCCTTCGTGGTCGCCA 

            AGC  T  CAGGGAAGCACCAGCGGT 5' 
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