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msechBari, a new MITE-like element in Drosophila sechellia related to the Bari transposon
Elaine Silva Dias and Claudia Marcia Aparecida Carareto

Figures S1, S2 and S3 give information about the secondary structure (Figure S1), the alignment of the sequences obtained in a laboratory strain (Figure S2) and the full-length sequences of the transposon Bari found in sequenced genome of D. sechellia (Figure S3).
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Fig. S1. Secondary structures obtained using both consensus sequences of the miniature inverted transposable elements found in this study. (A) msecBari1, dG = -16.5 kkal/mol; (B) msecBari2, dG = -26.36 kkal/mol.
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Fig. S2. Alignment of the sequences obtained in laboratory strain of D. sechellia.
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ACAGTCATGGT CAAAATTATTTT CACAAAGT GCATTTTTGT GCATGGGT CACARACAGTTGCTTGTGCAG
ACAGTCATGGT CAAAATTATTTT CACAAAGT GCATTTTTGT GCATGGGT CACARACAGTTGCTTGTGCAG

CAAGTGGEEEEAGETGARAT GCARAARAACTTTTGCTTTTGCARATT CARACCTAT GCAGAGTCAGATGA
CAAGTGCEEEEAGETGARAT GCARAARAACTTTTGCTTTTGCARATT CARACCTAT GCAGAGTCAGATGA

AAGAAGAATTGAAAAAATAACTGTTCCTATGCGCAAGGAAGAGGCAAAT GAAGAGATCTTTATCAGTTGT
AAGAAGAATTGAAAAAATAACTGTTCCTATGCGCAAGGAAGAGGCAAAT GAAGAGGTCTTTATCAGTTGT

CAGAAGTATTTGCACACGETTTCETCGCATCACAATTATTTTCACAACGCAATTTCTTCTTCAGTGATTG
CAGAAGTATTTGCACACGETTTCETCGCATCACAATTATTTTCACAACGCAATTTCTTCTTCAGTGATTG

GTTTAGAGTGACAAGTGCCEETTTGTTTGCTTAAATACATTTAAATTATT GAATAAAAATTAGATTTAAT
GTTTAGAGTGACAAGTGCCEETTTGTTTGCTTAAATACATTTAAATTATT GAATAAAAATTAGATTTAAT

CATTTTCCTATTACAGTTATTAAATAAAATGCCCAAAACAAAAGAAT - AACAGTTGAGECCCEEECTEET
CATTTTCCTATTACAGTTATTAAATAAAATGCCCAATACAAAAGAGTTAACAGTT GAGECCCEEECTEET

ATTGTTGCTAGGTTTAAAGCCEGTACACCTECGECCAAAATAGCTGARATATATCARATTTCGCGTAGAR
ATTGTTGCTAGGTTTAAAGCCEGTACACCTECGECCAAAATAGCTGARATATATCARATTTCGCGTAGAR

CTETCTACTACTTAATAAAAAA- GTTTGATACAGTTGGCACATTAAAAAATAARAARAGAT CAGGCCGAA
CTETCTACTACTTAATAAAARACGTTTGATACAGTTGGCACATTAAARAATAARAARAGAT CAGGCCGAA

AACCTGTGCTGGACCAAAGGCAATGCAGGCAAATACT T GGAGT T GT GGCGAAGAAT CCTAGT GCCAGT CC
AACCTGTGCTGGACCAAAGGCAATGCAGGCAAATACT T GGAGT T GT GGCGAAGAAT CCTAGT GCCAGT CC

GETAARAATTGCCTTAGAAT CAAAAAATACAATTGGCARACAAGTTAGTAGTTCTACAATTCOTCGCAGE
GETAARAATTGCCTTAGAAT CAAAAAATACAATTGGCARACAAGTTAGTAGTTCTACAATTCOTCGCAGE

CTAAAAGAAGCTGATTTTAAGACATACGTTGTTCGCAARACGATTGAGAT CACACCAACCAACAARACAA
CTAAAAGAAGCTGATTTTAAGACATACGTTGTTCGCAARACGATTGAGAT CACACCAACCAACAARACAA

AACGTCTTCGATTTGCGTTGGAATAT GTTAAGAAGCCT CTTGACTTTTGGTTTAATATTTTATGGACT GA
AACGTCTTCGATTTGCGTTGGAATAT GTTAAGAAGCCT CTTGACTTTTGGTTTAATATTTTATGGACT GA

TGAGT CTGCATTT CAGTACCAGGGET CATACAGCAAGCAT T TTATGCAT T TGAAAAATAAT CAAAAGCAT
TGAGT CTGCATTT CAGTACCAGGGET CATACAGCAAGCAT T TTATGCAT T TGAAAAATAAT CAAAAGCAT

TTGECAGCCCAGCCAACCAATAGAT TTGGTGGGEGCACAGT CAT GTTTT GGEGAT GTCTTTCCTATTATS
TTGECAGCCCAGCCAACCAATAGAT TTGGTGGGEGCACAGT CAT GTTTT GGEGAT GTCTTTCCTATTATS

GATTCEGAGACTTGETACCEATAGAAGGAACTTTARAT CAGAACGGATACCTTCTTATCTTARACAACCA
GATTCEGAGACTTGETACCEATAGAAGGAACTTTARAT CAGAACGGATACCTTCTTATCTTARACAACCA

TGCTTTTACGT CTGGAAATAGACTTTTTCCAACTACT GAAT GGATT CTT CAGCAGGACAAT GCTCCATGC
TGCTTTTACGT CTGGAAATAGACTTTTTCCAACTACT GAAT GGATT CTT CAGCAGGACAAT GCTCCATGC

CATAAGGGTAGGATACCAACAAAATTTTTAAACGACCTTAATCAGGCEGTTCTTCCETGECCCCCCCARA
CATAAGGGTAGGATACCAACAAAATTTTTAAACGACCTTAATCAGGCEGTTCTTCCETGECCCCCCCARA

GCCCAGACCTTATTATCATTGAARACGTTTGEGCTTTTATTAAARACCAACGAACTATTGATARARATAG
GCACAGACCTTAATATCATTGAARACGTTTGGGCTTTTATTAAARACCAACGAACTATTGATAAARATAG

AAAACGAGAGGGAGCCATCATT GAAATAGCGGAGATTT GGT CCARATTGACAT TAGAAT TTGCACARACT
AAAACGAGAGGGAGCCATCATT GAAATAGCGGAGATTT GGT CCARATTGACAT TAGAAT TTGCACARACT

TTGGTAAGGT CAATACCAAAAAGACT TCAAGCAGT TATTGATGC CAAAGGTGGTGT TACAAAATATTAGT
TTGGTAAGGT CAATACCAAAAAGACT TCAAGCAGT TATTGATGC CAAAGGTGGTGT TACAAAATATTAGT

ATTGTATTTATATAAAATAAAGAAATTCTTAT GTTGAAATTAGATGTTAAGCT GAAATTTACTAAATTAR
ATTGTATTTATATAAAATAAAGAAATTCTTAT GTTGAAATTAGATGTTAAGCT GAAATTTACTAAATTAR

GTTGAGTGAAAATACTTTTGAAGCGCAATAAACAT GTGAAAATACTATT GACAACTTGCATGCATATTTT
GTTGAGTGAAAATACTTTTGAAGCGCAATAAACAT GTGAAAATACTATT GACAACTTGCATGCATATTTT

CTTTTGCTTTAAGCTTTGTGCTATGAACCETTATCTTTCGTATT CCTTTT CGACTACCTTCT GCATAGAT
CTTTTGCTTTAAGCTTTGTGCTATGAACCETTATCTTT CGTATTTCTTTT CGACTACCTTCT GCATAGAT

CAAGCTAAGCGATAAGAACTATTTCAGGCAAATCGGACAACAACAAGAAGAAATATAACAARRAGAAGTT
CAAGCTAAGCGATAAGAACTATTTCAGGCAAATCGGACAACAACAAGAAGAAATATAACAARRAGAAGTT

GAAGTTTGCAAATATTGTGCETTGTGAAAATACTTTTGACCACCTCTET

GAAGTTTGCAAATATTGTGCETTGTGAAAATACTTTTGACCACCTCTET
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Fig. S3. The full sequences of the transposon Bari found in the sequenced genomes of D. sechellia. The name of the sequences correspond to their localization in the genome (s3 = scaffold 3; s493 = scaffold 4930. 









