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Supplementary figure 1. Rhodnius prolixus KQ034390 superconting. Alignment of the internal repeats that show
similarity with the TinfSat04-1000 satellite DNA of Triatoma infestans and consensus sequence derived from them.
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Supplementary figure 2. Alignment of consensus sequence of the R. prolixus repeats (see Figure S1) and the
two internal repeats of the TinfSat04-1000 satellite DNA of Triatoma infestans (see Figure 4 in the manuscript).
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Supplementary figure 3. (A) Position of the primers Tinf-CL2Uy-F (5' GATATCGAAAATTTGACACG) and Tinf-CL2Uy-R1 (5'
ATGTATGTGAACAGCATAGC) used for amplification of the TinfSat04-1000 satellite DNA on Triatoma infestans. (B) PCR
results showing an amplified band of about 900 bp. (C) Alignment of the sequence of the TinfSat04-1000 satellite DNA
with two obtained clones for cloning the PCR product. Sequence in yellow corresponds to the 400 bp insertion (see
Figure 4 in the manuscript).
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Supplementary figure 4. Alignment of the TinfSat12-84 satellite DNA of T. infestans with the similar repeats
found in the KQ036412, KQ034642 and KQ034383 superconting of Rhodnius prolixus.
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Supplementary figure 5. Alignment of the TinfSat15-99 satellite DNA of T. infestans with the similar repeats found in the
KQ035712 and KQ034112 supercontings of Rhodnius prolixus.
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KQ037775-1-5 TT-AGGCTTCGTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCATTTTTAGGCGAGATATTCGCA: ~TGTCAAT-TTAATATGACAAAAATTGATATAACTTT-TTATTTTTTGAACTTTTTCAAAATTTCTTTTTGCCAATCTC
KQ037775-1-6 TT-TGGCCTCGTTTGTGCCGCTGATTCGCCAAATTTCATCGTTTGTGCCGCAATATTAAGCGAGATATTCGCA: ~CCACTTT-TTATTTTT-GAGTTTTTTCAAAAGTTCTTTTTACCATTCTT
KQ037775-1-7 TT-AGGCTTCGTTTGTGCCGGCGATTCACCAGGTTTCATCGTTTGTGCCGCATTTTTAGGCGAGATATTCGCT: ~CCACTTT-TTATTTTTTCAGTTTTTTCAAAATTTCTTTTTGCCAATCTC

TT-TGGCCTCGTTTCTGCTAGCGATTCGCCAAATTTCATCGTTGGTGCCGCATTATTACGCGAGATATTCGCA:
TT-AGGCTTCGTTTGTGCCGGCGATTCAACAAGTTTCATCGTTTGTGCCGCATTTTTAGGCGAGATATTCGCA
TT-CGGCCTCGTTTGTGCCGCTGATTCGCCCTATTTCATCGTTTGTGCCGCATTATTACGCGAGATATTCGCA:
TT-TGGCCTCGTTTGTGCCGCTGATTCGCCAAGTTTCATCCGTTGTGCCGCATTATTACGCGATATATTTGCA.
TT-AGGCTTCGTTTGTGCCGGCGATTCACCAAGTTTCATCGTCTGTGCCGCATTTTTAGGCTAGATATTCGCA-~-
TT-TGGCCTCGTTTGTGCCGCTGATTCGCCAAATTTCATCGTTTGTGCCGCATTATTACGCGAGATATTCGC TGTC,

~TGTTAAG-TTGGTAGGG:

—CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACCATTCTT
~TGTCAAT-TAATTATGACAAAAATTGATATAACTTC-TTATTTTTTGAACTTTTTCTAAATTTCTTTTTGCCAATCTC
~TGTCAAT-TTAATATGACAAAAATTGATATAACTTT-TTATTTTTTGAACTTTTTCAAAATTTCTTTTTGCCAATCTC
~CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACCATTCTT
~TGTCAAT-TTAATATGACAAAAATTGATATAACTTT-TTATTTTTTGAACTTTTTCAAAATTTCTTTTTGCCAATCTC

-TCGTTTTTGCCGCCACACCAAGCGAGATATTAGCG-~-
TT-TGGCCTCGTTTGTGCCGCTGATTCGCCAAGTTTCATCGTTTGTGCCGCATTATTACGCGATATATTTGCA.
TT-AGGCTTCGTTTGTGCCGGCGATTCATTAAGTTTCATCGTTTGTGCCTCATTTTTAGGCGAGATATTCGCA:
TT-TGGCCTCGTTTGTGCCGCTGATTCGCCAAATTTCATCGTTTGTGCCGCAATATTAAGCGAGATATTCGCA:
TT-AGGCTTCGTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCATTTTTAGGCGAGATATTCGCA:
TT-TGGCCTCGTTTCTGCTAGCGATTCGCCAAATTTCATCGTTTGTGCCGCATTATTACGCGAGATATTCGCA.
TT-AGGCTTCTTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCATTTTTAGGCGAGATATTCGCA:
TT-TGGCCTCGTTTCTGCTAGCGATTCGCCAAATTTCATCGTTTGTGCCGCATTATTACGCGAGATATTCGCA:
TT-AGGCTTCTTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCATTTTTAGACGAGATATTCGCA:
TT-TGGCCTCGTTTGTGCCGCTGATTCGCCAAATTTCATCGTTTGTGCCGCATTATTACGCGAGATATTCGCA-~-
TT-GTGCCGCGTTTGTGCCGTCCTT!

~TGTTAAG-TTGGTAGGG:

~TGTCAAG-TTGGTATGG:

~TGTCAAG-TAAATATGAGAAAAATTGATATAACTTT-TCATATTT-GAATTTGTTCAAAATTTCTTTTTGCCAATCTC
—~CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACCATTCTT
~TGTCAAT-TTAATATGACAAAAATTGATATAACTTT-TTATTTTTTGAACTTTTTCAAAATTTCTTTTTGCCAATCTC
~CCACTTT-TTATTTTT-CAGTTTTTTCAAAATTTCTTTTTACCATTCTT
~CCACTTT-TTATTTTTTCAGTTTTTTCAAAATTTCTTTTTGCCAATCTC
~CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACCATTCTT
~CCACTTT-TTATTTTTTCAGTTTTTTCAAAATTTCTTTTTGCCAATCTC
~CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACTATTCTT
~TGTCAAT-TAATTATGACAAAAATTGATATAACTTT-TTATTTTTTGAACTATTTCAAAATTTCTTTTTGCCAATCTC
~CCACTTT-TTATTTTT-GGATTTTTTCAAAATTTCTTTTTACCATTCGT

TT-GTGCCGCGTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCTAAATTACGGAAGTTATTAGCAAAACAAAGTGGCCATACCAACTTG-ACGTCAAGTTAGTATGG:
TT-GTGCCGCGTTTGTGCCGGCGATTCACCAAATTTTGTCGTTTGTGCCGCTAAATTACGGAAGTTATTAGCAAAACAAAGTGGCCGTACCAACTTGACGTCAAG-TTGGTATGG:
TT-GTGCCGCGTTTGTGCCGGCGATTCACCAAATTTTGTCGTTTGTGCCGCAAAATTACGGAAGT TATTAGCAAAACAAAGTGGCCGCACCAACTTGACGTCAAG-TTGGTATGG:
TT-GTGCCGCGTTTGTGCCGGCGATTCACCAAATTTTGTCGTTTGTGCCGCAAAATTACGGAAGTTATTAGTAAAACAAAGTGGCCGTACCAACTTGACGTCAAG-TTGGTATGG:

~-CCACCTC-TTTATTTTCAACTTTTTAAAATTTTCTCTGCACCAATCGT
—~CCACTTT-TTAT-TTTTGAGTTTTTCGAAAATTTCTTCTTACCATTCGT
—CCACTTT-TTAT-TTTTAAGTTTTTCGAAAATTTCTTTTTACCATTCGT
—CCACTTT-TTATATTTTGAGTTTTTTAAAAATTTCTTTTTACCATTCGT

TT-GTGCCGCGTTTGTGCCGGCGATTTACCAAATTT.
TCAAG-TTGGTATGG

TT-AGGCTTCGTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCATTTTTAGGCGAGATATTCGCA-~-
TA-TGGCCTCGTTTGTGCCGCTGATTCGCCAAATTTCATCGTTCGTGCCGCATTATTACGCGAGATATTCGCA-~- ~TGTCAAG-TTGGTATGG:
TT-GTGCCGCGTTTGTGCCGTCCTTTCCCAAAATTTCAGCCATTTAGCTCAAAAATTGAAAAAGTTATTAAGGATTTAAAGTGGCCATACCAACTTGACGGAAGTTGGACAAGCA-
TT-TGGCCTCGTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCAATATT; TTATT;

~CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACCATTCTT
~TGTCAAT-TTAATATGACAAAAATTGATATAACTTT-TTATTTTTTGAACTTTTTCAAAATTTCTTTTTGCCAATCTC
—CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACCATTCGT
—=ATTTCGC-TTGTCTTTGAGATTTTTCAAAATTT TTTGCCATTCCT

TT-TGGCCTTGTTTCTGCTAGCGATTCGCCAAATTTCATCGTTTGTGCCGCATTATTACGCGCGATATTCGCA-~-
TT-AGGCTTCGTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCATTTTTAGGCGAGATATTCGCA:
TT-TGGCCTCGTTTGTGCCGCTGATTCGCCAAATTTCATCGTTTGTGCCGCATTATTACGCGAGATATTCGCA:
TT-AGGCTTCGTTTGCGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCATTTTTAGGCGAGATATTCGCA.
TT-TGGCCTCGTTTGTGCCGCTGATTCGCCAAATTTCATCGTTTGTGCCGCATTATTACGCGAGATATTCGCA: ~TGTCAAG-TTGGTATGG:
TT-AGACTTCGTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCATTTTTAGGCGAGATATTCGCA-~ ~TGTCAAG-TTGGAATGG
TT-GTGCCGCGTTTGTGCCGTCCTTTCCCAAAATTTCAGCCATTTAGCTCAAAAATTGAAAAAGTTATTAAGGATTTAAAGTGGCCATACCAACTTGACGGAAGTTGGACAAGCG:
TT-TGGCCTCGTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCAATATT/ TTATT, G,

~TGTCAAG-TTGGTATGG:

TTTT--CATATTTTGAATTTTTTCAAAATTTCTTTTTGCCAATCTC
~TGTCAAG-TTGGTATGG-~~~--==--=~ CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACCATTCTT
~TGTCAAT-TAATTATGACAAAAATTGATATAACTTT-TTATTTTTTGAACTTTTTCAAAATTTCTTTTTGCCAATCTC
~CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACCATTCTT
~TGTCAAT-TTAATATGACAAAAATTGATATAACTTT-TTATTTTTTGAACTTTTTCAAAATTTCTTTTTGCCAATCTC
~CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACCATTCTT
~CCACTTT-TTATTTTTTGAGTTTTTTCAAAATTTCTTTTTACCATTCGT
-ATTTCGC-TTGTCTTTGAGATTTTTCAAAATTTTTTTTTGCCATTCCT

TT-TGGCCTTGTTTCTGCTAGCGATTCGCCAAATTTCATCGTTTGTGCCGAATTATTACGCGCGATATTCGCA-~
TT-AGGCTTCGTTTGTGCCGGCGATTCACCAAGTTTCATCGTTTGTGCCGCATTTTTAGGCGAGATATTCGCA-~-

~TGTCAAT-TTAATATTACAAAAATTGATATAACTTT-TCATATTTTGAATTTTTTCA-

TTTTGAATTTTTTCAAAATTTCTTTTTGCCAATCTC
~TGTCAAG-TTGGTATGG—~~~=====~~~ CCACTTT-TTATTTTT-GAGTTTTTTCAAAATTTCTTTTTACCATTCTT

Supplementary figure 6. Rhodnius prolixus KQ034426 and KQO037775 supercontings. Alignment of the internal repeats that
show similarity with the TinfSat33-372 satellite DNA of Triatoma infestans and consensus sequence derived from them.
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Supplementary figure 7. Alignment of two internal repeats of the TinfSat33-372 satellite DNA of Triatoma infestans
and the consensus sequence of the R. prolixus repeats with similarity with this satellite DNA (see Figure 5 in the
manuscript).
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