Supplementary Table S6. Identification of the putative regulatory elements and position at the in 5°- and 3"- regulatory regions of the DNA sequences
encoding for tubulin-like proteins found in the T. vaginalis genome database.

Group Name TVAG_ Inr M1 M2 M3 M4 M5 PS Cs DSE
TvTUBa1 359090 TCACT AAAGTGTC TAAAAATC TAAA TAATT TTTTTTT
(-9 to -13) (-12to0 -19) (-36 to -44) (included in the stop codon) (7to 11) (49 to 55)
TAAA TAATT
(14 t0 17) (37 to 41)
TvTUBa2 196270 TCACT AAAGTGTC TAAAAATC TAAA TAATT TTTTTTT
(-9 to -13) (-12to -19) (-36 to -44) (included in the stop codon) (7to 11) (49 to 55)
TAAA TAATT TTTT
(14 to0 17) (37 to 41) (60 to 63)
A TvTUBa3 206890 ACACT TAAA TAATT TTTTT
(-9 to -13) (included in the stop codon) (7to 11) (49 to 54)
TAAA TAATT
(14 t0 17) (37 to 41)
TvTUBo4 312330 TCACT GACGGTTT TAAA TAATT TTTT
(-7 to -11) (-16 to -23) (included in the stop codon) (7 to 11) (42 to 45)
TvTUBa5 360870 TCACT TAAAAATA TAAA TAATT TTTTT
(-9to -11) (-42 to -49) (included in the stop codon) (7to 11) (24 to 28)
AAAAAATT TAAA TTTTTTTT
(-32 to -39) (14 to 17) (51 to 58)
TvTUBa6 448380 TCAAATCAC TAAA AAATT TTTTT
(-10to -18) (7 to 10) (37 to 41) (47 to 51)
TvTUBa7 467840 TCAAATCA TAAA TAATT TTTT
(-11 to -18) (19 to 22) (25 to 29) (31 to 34)
TvTUB1 034440 TCACTTCA TAAA CAATT TTTTT
(-7 to -14) (included in the stop codon) (210 6) (28 to 32)
TAAA AAATT TTTTTTT
(46 to 49) (60 to 64) (37 to 43)
TAATT TTTTT
(70 to 74) (66 to 70)
B
TvTUBR2 456920 TCATT TAAA CAATT TTTTTT
(-7 to -11) (7 to 10) (37 to 41) (55 to 60)
TTTTTTT
(94 to 100)
TvTUBR3 008680 TCACT TAAA AAATT TTTTTTT
(-8to0 -12) (21 to 24) (56 to 60) (67 to 73)
TvTUBB4 062880 TCATA AAAAAATA TAAA AATT TTTTTT
(-8to0-12) (-63to -70) (22 to 25) (27 to 30) (32t0 37)
TAATT TTTTT
(45 to 49) (60 to 64)
109820 TCATT TCATTTTT AAAAAATA TAAA TAATT
(-15to -19) (-12 to -19) (-54 to -61) (included in the stop codon) (78 to 82)
TCACTTTT TAAA
(-26 to -33) (11 to 14)
TAAA
A (15 to 18)
338530 TCATA CAAAATTT TAAA TAATT TTTTT
(-8 to -12) (-38 to 45) (24 to 27) (32 to 36) (59 to 63)
AAATT TTTTT
(46 to 50) (69 to 73)
207590 TCAAA TAAAAATT TAAA TAATT
(-7 to -11) (-28 to -35) (1to 4) (11 to 15)
GAAAAATT TAATT
(-17 to -24) (23 to 27)
AAATTT
(33 to 38)




525430 Without
regulatory
regions
1 523980 Without
regulatory
regions and
ORF
519620 Without
regulatory
regions
073810 TCACA
(-8 to -12)
B 289290 ACAGT TAAA TAATT TTTTT
(-20 to -24) (24 10 27) (32 to 36) (59 to 63)
AAATT TTTT
(46 to 50) (67 to 70)
200200 TAAA TATT
(18 to 21) (5310 57)
TAAA AATT
(27 to 30) (72 to 76)
AATT
(78 to 81)
024080 Without
regulatory
regions and
ORF
345420 AAAAAACG TAAA AAATT
(-31to -38) (included in the stop codon) (9to 12)
148390 TCACA
(-8 to -12)
148400 TCACA TAAA TAATT TTTT
(-25 to -29) (included in the stop codon) (44 to 48) (83 to 86)
TAAA
(4t07)
043330 TCACT TAAA TTTTTTT
(-17 to -21) (79 to 82) (94 to 100)
448410 TCACT TAAA TTTT
(-17 to -21) (51 to 54) (66 to 69)
TAAA TTTTTTT
(61 to 64) (71to0 77)
065740 TCACT TCATTTTT TAAA
(-2 to -6) (-14 to -21) (3810 41)
184510 TAATT TAAA AATT TTTTTTTT
(Inr-like) (included in the stop codon) (44 to 47) (36 to 43)
C (-15to -19) TAAA
(15 to 18)
369500 TCATT TCACTTTT AAAAAATA TAAA AAATT
(-15to0 -19) (-26 to -33) (-54 to -61) (2910 32) (79 to 83)
TCATTTTT
(-12to -19)
073800 TCACA TAAA AAATT
(-25 to -29) (51 to 54) (60 to 64)
257730 TCACT
(-17 to -21)

The 5’- and 3"-regulatory regions of all DNA sequence encoding for tubulin-like proteins were downloaded from each contig including 100 bp up and downstream of each ORF found in the Tv genome database, analyzed
to find putative promoter elements or motifs Inr, Inr-like, motif 1 (M1), motif 2 (M2), motif 3 (M3), motif 4 (M4), motif 5 (M5), or/and polyadenylation signal (PS), cleavage site (CS) and downstream element (DSE),
respectively. We did a manual search of these putative elements to find them in all sequences. The search was based on reported sequences by different groups (49-53; *extra ref a-l). Several sequences contain the
necessary elements to be expressed, since they possess a start codon (ATG), stop codon (TAA/TAG), putative Inr/Inr-like/motifs in the 5 -upstream regulatory region and putative PS, CS, and DSE elements in the 3’-
downstream regulatory region. Others only possess regulatory elements in the 5’- upstream regulatory regions or only regulatory elements in the 3"-downstream regulatory regions. We did not find regulatory sequences

in four DNA sequences and two of them did not have an open reading frame (ORF), and lack of the ATG star codon.




*Extra references with 5’- and 3’-regulatory sequences in different reported genes.
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