gi|14039759|gb|AF363732.
gi|14039762|gb|AF363734.
gi|14039757|gb|AF363731.

gi|14039759|gb|AF363732.
gi|14039762|gb|AF363734.
gi|14039757|gb|AF363731.

gi|14039759|gb|AF363732.
gi|14039762|gb|AF363734.
gi|14039757 |gb|AF363731.

gi|14039759|gb|AF363732.
gi|14039762|gb|AF363734.
gi|14039757|gb|AF363731.

gi|14039759|gb|AF363732.
gi|14039762|gb|AF363734.
gi|14039757|gb|AF363731.

gi|14039759|gb|AF363732.
gi|14039762|gb|AF363734.
gi|14039757|gb|AF363731.

gi|14039759|gb|AF363732.
gi|14039762|gb|AF363734.
gi|14039757|gb|AF363731.

gi|14039759|gb|AF363732.
gi|14039762|gb|AF363734.
gi|14039757|gb|AF363731.

gi|14039759|gb|AF363732.
gi|14039762|gb|AF363734.
gi|14039757 |gb|AF363731.

gi|14039759|gb|AF363732.
gi|14039762|gb|AF363734.
gi|14039757 |gb|AF363731.

Figure S1. Alignment of three SATH1 satDNA sequences from Prochilodus lineatus genome (accession no.

AF363731.1, AF363732.1 and AF363734.1). Designed primers are boxed, evidencing a 563bp amplicon

size.
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AGCTTAACTGGAGTTATCAGGCTGGCTACAGCACTAACTCTTGATTAAGCCATACAATTACCTGGAGCAACTAACCTTGCTCCAGCACTAATGCAAGTTA
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CAACTCTAACCCTAGCTCCCACTTCATATCTAGCCCAAGCGCTAAGTCTAGCTGTCACTTAACCCTAGTTGGAGACATCAACTTAACTCCAGTACTCATT
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CTAGCTATAGCACTAACTTTTGATTAAGCCC AAAAGTAWTTAGCACTAACCTGA GGCTCAACCCTAACCCTAGCTGGA
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CCATTAAGCCTAGTTCAAGCGCTAAACCCAGCTGAAACCCATACTCTCGTTCCAGTCCTAAAATTAACTCCAGACTTCATGCTTGCTACAACAA!
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CTTGATTAAGCCTTAAAATGTCCTGCAGCAATAAACCTTCCTCCAGCACTAACGTGAGCAGCAGCCTTAACCCTAGCTCCCAGCCCAACTCAAGCTCAGG
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CAATAACCATGGCTGAAAGAC. CCCTTGGTTTAATCTTAGTTCTTAACTACAGNAAACATGCTAGCTAGAGCAC TAACTCTGAAGTATATCAT. C
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