Figure S1. Open Reading Frames and TIRs. For each lineage, (+ +) indicated the presence of uninterrupted ORF in both
copies and consensus sequence, ( +) indicated the presence of uninterrupted ORF in the consensus sequence only. TIR consensus
are reported on the right.

DROMARI19 + Dromarl9 TAAGGTGTTGGAATTAATTCGTAGCGTTTT
_gDROMARn - Dromar32 TTGGGAGTACAAATAGAAAACCGCCGTTTT
- DROMAR27 + Dromar27 TTGGGTCTACAACTTTGCTTCCGCCGTTTT
o DROMAR25 - Dromar25 CCAGGTGTACCGGAAAGTCCTTGCCGGTTTT
DROMAR24 — Dromar24 CCAGGTCTATGCATATGAAAC
DROMAR1 ++ Dromarl CCAGGTGTACAAGTATGRAATGTCG
1 DROMAR9 - Dromar9 CCAGGTGTGTTWGTTGAAGTTTGCCGGTTT
DROMAR26 + Dromar26 CCAGGTGTACCGGTATGAARTGAGCGT
DROMAR29 ++ Dromar29 TTGGGTTGGCAAGAAAGTCATGTCGTTTTTTT
o DROMARI4 - Dromarld ..TGCCCAAAAAGTAATTGCGGATTTTT
09 DROMAR17 ++ Dromarl7 TTGGGTAGTCTAAAAAGTYTTTTCGTATTT
0.995. DROMARS ++ Dromar5 TWAGGTTGTCAAAAAAGTCTTGCGGTATTTT
7 0923 DROMARI3 + Dromarl3 TTAGGTTGTTTGGTAATGACATACCGGTTT
S DROMAR6G ++ Dromar6 TWAGGTTGTCAAATATCTCCCTTCCGCYTTTTTG
DROMAR23 - Dromar23 CTAGG-TGGGGTGAAAAGTAACCTCCTTG
DROMAR21 ++ Dromar2l YCACA-CCGCTCAATAAGTTCCCGGCCT
DROMAR35 ++ Dromar35 WYAGG-TCGGCTGATAAGTCCCGGGACT
DROMAR16 ++ Dromarl6é ACAGG-TTGGCTGATAAGTCCCCGGTCT
DROMAR34 - Dromar34 CGAGGGCTGTCTGATAAATAACCGACCT
DROMARI0 - Dromarl0 CGAGGGYRGTCCGATAAGTACTTAGCCTC
- DROMARIS ++ Dromarl8 CGAGGGTCGTTTGATAAGTCCGTGACTTTTTG
DROMARI5 + Dromarl5 CGAGGGTCGTTCAATAAGTCYTTAGAAAA
DROMAR33 - Dromar33 CGAGGGTAGGCTGATAAAAAGTCGGCCTTACAAAGAAAA
DROMAR30 - Dromar30 CCTTCT--GTCAAAAAAGTACCGGGACTGGRTTAAT
e DROMAR28 - Dromar28 CATTAT--GACAATAAAGTACCCGGAATTTCCCGTTTA. .. (191)
DROMAR36 - Dromar36 CTACCT-TGATCAAAAAGTTCCCGACTTTTCCACCGTG. .. (190)
DROMARI1 ++ Dromarll CGAGGTGTGTTCAAAAAGTAAGGTGACTTTKYATTTT
DROMARS ++ Dromar8 CGAGGTGTGTTCAAAAAGTATCGCGAATTTTG
DROMAR31 - Dromar31l TTAGGTGCG-CAACTAAGTTCCCGCTGTTT
Dromar22 CAAGGTGTGTGTCAAAAGTTTCCGAACTTTTC
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