Supplementary Table S3. Multiple alignment of the 5’- and 3- regulatory sequences of the bonafide actin-encoding genes of T. vaginalis.

Group | Name [ TVAG_ |

5’-regulatory regions +1
TvACT1 160060 CTATCGTTCTGAAAACCCACATATTTTCTAGCAAGTTGCCCGAAAAAATTCAGAGTTGTGATACAGAAATAATTTCQ‘ CTTCACATTCTCTTCTAATG
TVvACT2 172680 CTTAGATGTCCTGGTTATAAATTTTGAGGACTCTAACCGTTGTCTAAAGAAGTGAAATGATTGGAATGTTAACTTC@TTTCATTTTCTGGAATG
TvACT3 200190 TTGACACAAAAAACCCACAATGACATGTGAATGATGCCCTTAAAATTGAGAGCGGATTGAAAAATGCTATGACTTC@CATTCTCTTCTAATG
TVvACT4 249200 TCGTTCTGAAAACCCACATGAAAGCAAAGGTATGCCCTATCAAATCAGCATAAAACCGTCATTTTTTGATCAGTTC@CATTCTCTTCTAATG

| TvACTS 310030 CCACTAATCCGATAAAAGTGACAGAACAGTTCATCTTGCCCGAAAAATTTCAGGGACATTATCAAAATTATAATTC@ CTTCACATTCTCTTCTAATG

TVvACT6 485210 ACTAAATGGGACAAAAGACAGAAGGTTTCCCAAATTGAATGGAAGTGACGTGAGAATATTGCCCATTTCAAAAGTC@CTTCATTTTTCTGGAATG
TVvACT7 149090 CTTCACTTGTTTCAAACCGTTTTTTATATGAATTAATTTGAGAACTTTACAGGTCATAAGAAACACTTTTTCTTTCQ‘ CTTCACATTCTCTTCTAATG
TvACTS8 054030 GACGAAATAAACCAAAAGTGACGATCCACTTCATATTGCCCGAAATAATTGAGAGGTTTTGGCAAAAAAGAATG TC@ CATCACATTCTCTTCTAATG
TVACT9 090470 TGAGATTCTATCGTTTGAAAAACCCACAAGTCCACTTCACGTTTGCCCTATTTCTGAGGGAACTGAAATTGACTTCACATTTACTTCTCATG
TvACT10 337240 CCATATTTGAATTCCTCTCAAAATATAAAATCCCTTTCAAAAAGAGATTGAAAGAAGGGCAAATTAAAGTGACTE@HTTTCGTCTAATG

3’-regulatory regions
TVACT1 160060 TAAACAATTTCGGTATAATATATTTAAATCAAATCAATTTTTTTTATTTTTCTATCCTAATTTATAACTAATTCATAATACTTTATGGCAATAAAGTTAATA
TVvACT2 172680 TAAACAATTTCGGTATAATATATTTCAAAATTAATTAACTTTTTTCTTTAGTGAACCTGTTTTGGAAATCACTTCATTAATATTGTGTTTTAATGGTTTATA
TVvACT3 200190 TAAAAAGTTTTTTTTCGTTGTCTCCAATTTAATCAAAAAATATTTTTTCATTATTTACTTGATATAGCTATCTTTAAGCTGAACATTCAATATAATACATAT

| TVvACT4 249200 TAAATTTTCGGTTTTATTTGATAATTTTCTCTCTTTTTTAATAATTTCTCATCTTATTATATGATAACTATTGCATGATCTTTTTGTACTACTACAAATG

TVvACT5 310030 TAAACAACTTCGGTATATATTTTATAATTTATCAACTTTTTTCCTTTTTTTATGAAAATTTATCTCAGATTTGTTTCCAAAGTGAAGATAATTTAAGGATAA
TVvACT6 485210 TAAATTTTCGGTCTTTATATTACTACAAATTTACTTACTTTTTTTACTTTTTACCAAGCATTTCTAGAAATAATTCATTTACTTATTGGAAATCTATAAGTT
TVvACT7 149090 TAAAACAATTTCGGAATAAATATTTATTGAATTCGAAAAAAAATTCTTTTAATTTCAAAAGATTTATGTTTATTAGCAAATGAAGTTTTAATTTCTTATATC
TVvACTS8 054030 TAAAAAGTTTTTTTTTCGTTGTCTCCAATTATTCAAATCTTTTTTTTATTACTGTTCGAATTCATTTAGAAGAATTGACTTTTTTTAAAGCACTATCTGGCC
TVvACT9 090470 TAAACTATATTTTATTAGCTTCCCAGTTAACAAATTTTATCAGTTTTTTAAATATTTTTCAATATTTTGAAATTAATCACATTCTCAACTGGCCAATTACTA
TVvACT10 337240 TAAAACAATTTGAAATGTTTCAGATTCCAAAATTTCTAATTTTTTTAACTTTTTTTACTCTTTTTACAACATCTTTATCAATCTACGCCTTATATAATTCCT

The 5- and 3"-regulatory regions of all actin-like encoding sequence were analyzed to find putative Inr, Inr-like, motif 1 (M1), motif 2 (M2), motif 3 (M3), motif 4 (M4), motif 5 (M5),
polyadenylation signal (PS), cleavage site (CS) and downstream element (DSE), respectively. The manual search of these putative elements was based on reported sequences by
different groups (49-53) that resulted in 10 sequences containing the necessary elements to be expressed, such as a start codon (ATG, red letter), stop codon (TAA, red letter), putative
Inr/Inr-like/motifs at the 5 upstream regulatory region and putative PS, CS and DSE elements at the 3"downstream regulatory region. Inr, black and underlined capital letters; motif M1,
highlighted in yellow; motif M2, highlighted in purple, motif M3, highlighted in green; M4, highlighted in blue; PS, underlined capital letters; CS, highlighted in gray; DSE, bold capital
letters. See Suppl. Table S5 for more information.




