
Table S1. Trypanosomes band sizes expected and primers sequences. 

 
PCR DNA 
sequence target 

Primer sequence (5’-3’) Trypanosomes 
species and band 
sizes  

References 

ITS1 PCR, target 
non-coding DNA 
between 18S and 
5.8S rRNA genes 

ITS1 CF: 5’-CCGGAAGTTCACCGATATTG-
3’ 
ITS1 BR: 5’-TTGCTGCGTTCTTCAACGAA-3’ 
 

T.vi (250bp); T.br 
(480bp); T.cs 
(700bp); T.cf 
(710bp); T.s (400bp); 
T.s.t (370bp); T.th 
(273bp)  

[11]  

Nested ITS PCR 
target partial 18S, 
ITS1, 5.8S, ITS2 and 
partial 28S rRNA 
genes 

ITS1: 5’- GATTACGTCCCTGCCATTTG-3’ 
ITS2: 5’-TTGTTCGCTATCGGTCTTCC-3’ 
ITS3: 5’-GGAAGCAAAAGTCGTAACAAGG-
3’ 
ITS4: 5’-TGTTTTCTTTTCCTCCGCTG-3’ 

T.vi (620bp); T.br 
(1215bp); T.cs 
(1408-1501bp); T.cf 
(1408-1501bp); T.s 
(847bp); T.s.t 
(951bp); T.th 
(998bp) 

 [19] 

Nested PCR target 
Glycosomal 
glyceraldehyde-3-
phosphate 
dehydrogenase 
gene (gGAPDH) 

G3: 5′-TTYGCCGYATYGGYCGCATGG-3′ 
G5: 5′-ACMAGRTCCACCACRCGGTG-3′ 
G1: 5′-
CGCGGATCCASGGYCTYMTCGGBAMK 
GAGAT-3′ 
G4a: 5′-GTTYTGCAGSGTCGCCTTGG-3’ 
G4b: 5′-CCAMGASACVAYCTTGAAGAA-3′ 
Gs: 5′-GCSTAY CAG ATG AAG TACGAC-3′ 

T.vi (620bp); T.br 
(1215bp); T.cs 
(1408-1501bp); T.cf 
(1408-1501bp); T.s 
(847bp); T.s.t 
(951bp); T.th 
(998bp) 

[20] 
 

 
PCR: Polymerase chain reaction; ITS: Internal Tanscribed Space; DNA: Desoxyribo Nucleic Acid. 
 



 
Figure S1. Cluster W alignment of T. vivax strain based on Internal Transcribed Spacer 1 (ITS1). 



 
 

Figure S2. Cluster W alignment of T. theileri strain according to the Glycosomal glyceraldehyde-3-phosphate 
dehydrogenase gene (gGAPDH). 

10 20 30 40 50 60
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

T.theileri_Kor_M _9_GAPDH CG TGG TCG TG T T A CA T CA T T CCA - GCA CCA CA GGCGCCGA A A GG - T - GG T CGG T A TGG TG
T.theileri_Kor_M _42_GAPDH    - - - - - - - - - - - - - A C T CA T T CCA - GCA CCA CA G - CGCCGA A A GG - T - GG T CGG T A TGG TG
T.theileri_Sin_N_161_GAPDH  - - - - - - - - - - - - A C A T CA T T CCA CGCA CCA CA GGA A CGA A A A G T - T - GG T CGGCA TGG TG
T.theileri_Diko_N_231_GAPDH - - - - - - - - T G T T A CA T CA T T C T A - GCA CCA CA GCGGCCCA A A GGG T T GG TCGGCA TGG TG
T.theileri_M ben_M _272_GAPDH  - - - T GA G T TG T T A A A T CA T CCCA - GCA C T A CA GGA GCGCA A A GG - T T GG TGGG T A TGG TG
T.theileri_Ouan_B_617_GAPDH   - - - - - GG T TG T T A CA T CA T T CCA - GCA C T A CA GGCGC TGA A A GG - C - CG T CGG T T - - G T G
T.theileri_Ten_M _935_GAPDH    - - - - GGG T TG T T A CA T CA T T CCA - GCA A CA CA GGCGCCA GA A A G - G - T G T CGG T A TGG TG
T.theileri_Ten_M _1029_GAPDH - - - - - - - - - - - - A A C T CG T T CCA - GC - CCA CA GA CGCCCGGA A G - T - T G T CGG T A TGG TG
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T.theileri_Kor_M _9_GAPDH A T T CCGA GCA CA CA GGGCA A G T TGA CCGG T A TG T CA T T CCG TG TGCCCA CA CCCGA CG TG
T.theileri_Kor_M _42_GAPDH    A T T CCGA GCA CA CA GGGCA A G T TGA CCGG T A TG T CA T T CCG TG TGCCCA CA CCCGA CG TG
T.theileri_Sin_N_161_GAPDH  A T CCC - A GCA CA CA GGGCA - G T TGA CCGG T A TG T CA T T CCG TG TGCC - A CA CCCGA CG TG
T.theileri_Diko_N_231_GAPDH A T CCCA A GCA CA CA GGGCA A G T TGA CCGG T A TG T CA T T CCG TG TGCC - - C A CCCGA CG TG
T.theileri_M ben_M _272_GAPDH  A T T CCA A GCA CA CA GGGCA A G T TGA C TGG T A TG T CA T T CCG TG TGCCCA CA CCA GA CG TG
T.theileri_Ouan_B_617_GAPDH   A T T CCA A GCA CGCA GGGA A A G T TGA CCGG T A TG T CA T T CCG TG TGCCCA CA CCCGA CG TG
T.theileri_Ten_M _935_GAPDH    A T T CCGA GCA CA CA GGGCA A G T TGA CCGG T A TG T CA T T CCG TG TGCCC - CA CCCGA A G TG
T.theileri_Ten_M _1029_GAPDH - T T CCGA GCA CA CA GGGCA A G T TGA CCGG T A TG T CA T T CCG TG TGCCCA CA CCCGA CG TG
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T.theileri_Kor_M _9_GAPDH T C TG TGG TGGA CC T CA CC T T CA CCGCGA CGGC - - GA CA CA A GCA T CA A GGA GA T CGA CGC
T.theileri_Kor_M _42_GAPDH    T C TG TGG TGGA CC T CA CC T T CA CCGCGA CGCCC - GA CA CA A GCA T CA A GGA GA T CGA CGC
T.theileri_Sin_N_161_GAPDH  T C TG TGG TGGA CC T CA CC T T CA CCGCGA CG - CGGA A A A A A A GCA T CA A G - A GA T CGCCGC
T.theileri_Diko_N_231_GAPDH T C TG TGG TGGA - C T CA C T T CA CCCGCG - CGA CA - A A GC T A A GA G TCGA GC TGC TGA - - GC
T.theileri_M ben_M _272_GAPDH  T CA G TGG T TGA T C T CA CC T T CA CCGCGA CA - - CGGA A CGCA GCA T CA A GGA GA T CGA CGC
T.theileri_Ouan_B_617_GAPDH   T C TG TGG TGGA CC T CA CC T T CA CCGCGA CGGCC - - A A A CGA GCA T CA A GGA GA T CGA CGC
T.theileri_Ten_M _935_GAPDH    T C TG TGG TGGA CC T CA CC T T CA CCGCGA CGGCCGA A A A A A A GCA T CA A GGA GA T CGA CGC
T.theileri_Ten_M _1029_GAPDH T C TG TGG TGGA CC T CA CC T T CA CCGCGA CGCCC - A A - A CA A GCA T CA A GGA GA T CGA CGC
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T.theileri_Kor_M _9_GAPDH TGCCC TGA A - GCG T - GCC T C T A A GA C - C T A CA TGA A G - GG T A T CC - T T - GGC T A - C A CGA
T.theileri_Kor_M _42_GAPDH    TGCCC TGA A - GCG T - GCC T C T A A GA C - C T A CA TGA A G - GG T A T CC - - T T GGC T A - C A CGA
T.theileri_Sin_N_161_GAPDH  TGCCC TGA A - GCG T - GCA T C T A A A GCA C T A CA TGA A G - GG T A T CC - T T T GGC T A A CA CGA
T.theileri_Diko_N_231_GAPDH TGC T C T A GA C T CA T A GGA T C T TGG T A A CA A GA GA G T T TGA CA CGC T T T CA GCA CGCGC TC
T.theileri_M ben_M _272_GAPDH  TGCCC TGA A - GCG T - GCGGC TGG T T C - C T A CA TGA A G - GGCA T CC - - T T GG T T A - C A CCA
T.theileri_Ouan_B_617_GAPDH   TGCCC TGA A - GCG T - GCA T C T A A GA C - C T A CA TGA A G - GG T A T CC - T T - GGC T A - C A CGA
T.theileri_Ten_M _935_GAPDH    TGCCC TGA A - GCG T - GCC T C T A A GA C - C T A CA TGA A G - GG T A T CC - T T - GGC T A - C A CGA
T.theileri_Ten_M _1029_GAPDH TGCCC TGA A A GCG T - GCC T C T A A GA A - C T A CA TGA A G - GG T A T CCC T T TGGC T A - C A CGA
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T.theileri_Kor_M _9_GAPDH A CGA A GA G - C T T G TGA GC - - - - - - - - - - - -
T.theileri_Kor_M _42_GAPDH    A CGA A GA A GC T T G TGA GCA CCGA C T T T A T C
T.theileri_Sin_N_161_GAPDH  A CGA A GA G - C T T G TGA GCA CCGA C T T T T A -
T.theileri_Diko_N_231_GAPDH A T C T A GA T CA GCA G T CGA A T C - - - - - - - - -
T.theileri_M ben_M _272_GAPDH  A CGA GGA G - C T CG TGA GCA C - - - - - - - - - -
T.theileri_Ouan_B_617_GAPDH   A CGA A GA G - C T T G TGA GCA CCGA C T - - - - -
T.theileri_Ten_M _935_GAPDH    A CGA A GA G - C T T G TGA GCA CC - - - - - - - - -
T.theileri_Ten_M _1029_GAPDH A CGA A GA GC T T T G TGA GCA CCGA C T T T T - -



 
 

 
Figure S3. Cluster W alignment of T. congolense strain according to partial 18S, ITS1, 5.8S, ITS2 and partial 28S rRNA 
genes. 
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T.congo_M ben_M _271_RNA - - - - - - - - - - C T GGA T CA T T T T CCGA TGA T A A A A A A G T A T A CA T A CA T A T G TG T A CG TG T
T.congo_M ben_M _272_RNA A A CGGGCA GGA TGGA A CA T T T T CCGA TGA T A A A A A A G T A T A CA T A CA T A T G TG T A CG TG T
T.congo_Kou_N_738_RNA  - - - - - - - - - - - - GGA T CA T T T T CCGA TGA T A A A A A A G T A T A CA T A CA T A T G TG T A CG TG T
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T.congo_M ben_M _271_RNA A G TG T A GG TG TG TGC T A T CGA A GG T TG T TG T TG TG TGC T T G TG TGCCCG T CGC T CA TGCG
T.congo_M ben_M _272_RNA A GGG T A GG TG TG TGC T A T CGA A GG T TG T TG T TG TG TGC T T G TG TGCCC T T CGG T CA TGCG
T.congo_Kou_N_738_RNA  A G TG T A GG TG TG TGC T A T CGA A GG T TG T TG T TG TG TGC TCG TG TGCCC T T CGC T CA TGCG
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T.congo_M ben_M _271_RNA CA TCCCCA T CCCGCA CGCCCCA G TG T T T TG TG TGC TG TGC - - - GA TGCGG TG TG TG T TGG
T.congo_M ben_M _272_RNA C T CA TCCA T CCCGCA CGCCCCA G TG T T T TG TGGGC TGGGG - - - GG TGGGG TG TGGG T TGG
T.congo_Kou_N_738_RNA  CA TCCCCA T CCCGCA CGCCCCA G TG T T T TG TG TGC TGGGG TGCGG TGCGG TG TG TG T TG -

190 200 210 220 230 240
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

T.congo_M ben_M _271_RNA GA TCGCGC TG TGGCGGGCGG TG TGA TG T CGCGCCCA CCA A CC T T GA A A A CC - - - T T GA A A
T.congo_M ben_M _272_RNA GA TCGCGGG T TG T CGGGGGC TGGGGGGGGGCGGCA A CGA A CC T T GA A A A CC - - - T T GA A G
T.congo_Kou_N_738_RNA  - - T CG TGGA G TGG TGGGGGG TGGGG TGA GGCGGCGA CGA GCCA CCA A GCCCA CG T A GA A G
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T.congo_M ben_M _271_RNA CA CC TCGCGA GA A A CA CA CG TG T CCA CGCA CGCC T C T CCG TG TCGC TG T C TC TC T T T TG T
T.congo_M ben_M _272_RNA A A CGG T T CGA GA A A CA CA CG TGA CCA GGCA GGCGCC T CCC TG TCGC TG T C TC TC TG T TG T
T.congo_Kou_N_738_RNA  CA CGCCA CGA A CA CCA C T C TCC T CCA A GCCCGCCA C T CC T CGCCGCCG TGC T T T TG T TG T
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T.congo_M ben_M _271_RNA GG TGCGA A A A A GA T T A G TG TCG TG T T T T C T CCCCCGCGCGGCGCCGCGGCA CA T A T T T T C
T.congo_M ben_M _272_RNA G T TGCGA A GA TGC TGA C TGGCG TG T T TGCGCCGCCA GGGCGCCGGGCGGGA CG T A - - - - -
T.congo_Kou_N_738_RNA  G T TG - - - A GA A GC TGCGA GGCG TG T T G T CGCC T CCGC T CGGCGGGGCGGCGCGGA G T A T C

. . . . | . .

T.congo_M ben_M _271_RNA T CC T C - -
T.congo_M ben_M _272_RNA - - - - - - -
T.congo_Kou_N_738_RNA  TGC T CCG


