Rieder et al. Figure S1

* = intron location
B = cditing site

adar (CG12598):
CAGCACCTTGTGGGGATGCACGGATATTT' GTCCTCACGAAAACGACACTGG
TGTTGATAAAC

caps (CG33653):
GACACAAGGTCTAAGCGGTAAACTTIlTGTCTGTGCTAGAGTCGACTTTGTC

caID (CG4894):
CAGCGGAATGTGTTATGAAAATTTTE'GCATATGGTTTTGTGTTACATIFATGG
TGCATATCTI3I4GAAATGGATGGAATTTATTAGATTTTATTAGATTTTACAAT
TGTAGTTATI’GG*GGCGATAAGTACTGCACTCTCCC

cpx (CG32490):
AACTGAAAAATCAAATHE GAAACGCAAGTABFP TGAGCTAAAAACTCAAATA
GAGGGAAAATGTGTCATGCAGTGA

da5 (CG32975):
CTACTTCCGATGCGGTGCCATTGCTGG*GTH' CATATTTCAATTGCATAATGTT
TATGGTAGCTTCATCCGTTGTGTCAACGATTTTIF TATTAAATTATCATCATC
GAAATGC

TGACAGACTGTGCCTTATCATATTCACAATGTTC'CA TATTI GCCACAAT
B'GCTGTACTACTI TC’GCACCACATATTATTGTCTCGT

dop (CG18314):
AACTGCTCTGGCTGAAAN TTTI ' TCGAACCCTI GTCATH TGATGTCATTCGC
ATTEP GTCTTTGCATTCTGGGTGTCCTGGCTGCCATGGATTCTG

TGCTTAACCATTTGTTGTAAGACT AGGGCCGTTTGCAAGCAGAGCTH'R’TC
GGGTTGGACCCAGATGACTH'"GAGTTAGATTTAGATTTTCATTCTCC

eag (CG10952):
CTGGATACCGAGAAG*GTACTAAACTIZTTGTCCGAAAGATATGAAGGCTGAC
TATGTGTTCATCTAAATCGCAAAGTI3 TTTI“ACGAGCATCCGGCI5 TTTCGTCT
GGCCTCGGATGGTTGTC

CTCAGACATCGACTGATTTTTCGCAl(’GGTGGCCGATGTGAAGCGCGAAAAA
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para (CG9907):
CAATTTACGACTGAAAACTTTTCH' ATTAATTGAN B’ ATAAATATTTTGAAAC
AGCTGTTATCACTATG

rdl (CG10537):
GTCAATTTTGGACCGATCCTCGTTTH'GCGTATI’ GAAAACGACCTGGTGTAGA
AACACT

CTACATACCCTCTGGACTGATCGTT.3TTATATCATGGGTATCATTTTGGCTAT
GGGTATCATTTTGGCTCAATCGC.4ATGCAACGCCGGCGCGTGTGGCGCT

GTCGGCTACATGGCAAAACGAATTCAN M TGCGAAAACAAAGATTTATGGCG
AT

sbd (CG6798):
GCCCAGCGATTCGGGCGAAAAG*GTTH'CGTTI ' TGTATTTCGATACTCGTGTC

shab (CG1066):
TCGTTTCAATACCGGAAM’ CATTTTGGTGGGCGGGTATTACAATGACAACTGT
TGGCTACGGGGACATCT TCCCACAACTGCACTGGGAAAGGTTATTGGT.SC

CTGTGTGTTGCATATGCGGTGTTCTGG T TCGCTTTGCCTATTCCCATCATC
GTTAACAATTTTGCTGAATTTTATAAGAATCAG

stn (CG40306):
GTTTACTATGCCCGCCACGCAGGTCTCCCATHE'CCACCGTGCGCTCGGTGAGT
GTCCAGGATTCGGATGGCGATGAACCGC

syt (CG3139):
TTGAAGAAGATGGACGTGGGCGGATTGTCTG*ATCCATATGTGAAAATTGCA
ATCATGCAAAATGGCAAACGTTTGAAAAAGA.ZGAAGACAAGT.3TCAAAAA
ATGCACCCTCAACCCTTACTATAATGAGTCGTTCTCATTTGAAGTACCATTTG
AACAAAT.4CAA*AAAATCTGTCTCGTTGTGACCGTCGTGGACTACGATCGTA
TTGGCACCTCCGAACCCATCGGCCGCTG

unc (CG2999):
ACGCAATTGACGCAGTGTTTCGATGTTGTT' GCAAACTCGAGTGTCCTGATC
CAGAAATTTGGA



