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TATAATACGTAGAATGAGCCGCAGAATTCACTGGAACAAACCGTTTTGCTCTACGACTTTTAGTTTTTAAGT TATGAATTTTTTTAGTGTTAAACTTTAAATGCCTCTGTACCCGGAACCGGTGCCCGGAGCGGCTCCGGGTTTAATCGA 150
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GAAAATAGATAATTTTAAGCGCTATCTGATGCATTCTTAAAATTTGCTCTAAGTCTTATAGTTTCCGAGAAARAACGCAAAAAAAGGTTGCCATTTTCACTTTTTTCTAATTTTTAAACGCCGATTACGGCGAAACTATAAGAGTTAGAGA 300
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AAAACGGTAAAAACGGTTAGAAGCGGTATAAAAAGCCCTACAAACTGGCATAGGTTTCAAGGCGATATCTCGCAAAAAATTTTTCAATTTTCAAACGTCGATTACGGCCAAACTAAAAGAGCTAGAGGAAAACGCTTTGCTCCATTGTAA 450
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ATTTTAATCCTTACCTATGCAAAATGATCCGGGGAATCGATTGGCGTCGAGAAAATCGCCAAATTCCTAATAGTTTTTTAGTTATGA - ATTTTTTAARATTTGACCTACTTTTGCATTTTTTCAAAATTTTCTCGAAAACTATAAGTC 746
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GGAGAACAATAATCTTTTTTGAAAACGATAGACAATTAAAAGAGCTTTCCAACGATAATAAACTTCATGGGGTTATCTCTAATAGTTCCGGAGTTATTGCTCGATAAATTTTCCGGGTACCGAAAATCGCCAAAATC GCGACCAAAATT 895
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GAAAAAATCAAAATTCTTAAAATCGAACCTAGTGACTCTTTTTCTACTTTTAACAACTCTAGAGGGTTGTATAAGCATAGAAATGTCCATAAAACTTTGATTGAGTGAGTTAAAAAAAAATTTTTTTTTTTCATTTTTGTGAAGGTAAGT 1045
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Supplemental Figure S10. The alignment between TfSat01, TfSat02 and TCsat15 consensus sequences. ldentities between the compared sequences are indicated
by dots (.), and dashes (-) indicate alignment gaps. The box indicates the 166 bp segment within the TfSat02 and TCsat15 consensuses that corresponds to the
TfSat01 sequence. The blue arrow shows the position and orientation of the TfSat01 sequence.



