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Trypanosoma vivax: the earliest branching African
trypanosome
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Trypanosoma vivax: the earliest branching African
trypanosome
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American Tyivaxare evolutionarycloselyrelated to

west African strains
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African trypanosomes life cycle
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Tsetseflies are absent
In America. Other
hematophamous
Insects, liketabanids
act as the vectors. But
transmission is only
mechanic.
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Akinetoplastic T. evansi
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T. Vivax MT1 maxicircle genome
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Alignment of maxicircles (genomes) among T. vivax straitsuceiincluded
as a reference
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Table 1. List of Inaxicircle genes, editing status, mutations observed and their effect.

Gene Editing Pos;Base (AA) Mutation effect Strain
1. ND8 Pan-editing ND
Pasible,
Z2_ND9 Pan-editing 21:insT _ MT1, Liem
frameshift
3 MURFS Mon edited
248: &G>T Missense MT1
4_ND7 Pan-editing _ . .
275: del 424 ph Major deletion MTL, Liem
1: 248 del Major deletion MTL, Liem
5. G=C* MT1, Lie
5. COlI Pan-editing _ _‘I’!"'m
13:delC* Possible MT1
55: ins AG frameshift MT1, Lism
6. Cyb &' editing -
7.AB-ATPase |Pan-editing
8. ND2 , 17: del TACA Frameshift, Liem
MNon edited . _ _
(MURF1) 1212:A=G Point mutation Liem
0. CR3 Pan-editing ND
491:ins T Framgshift MT1, Li
10. ND1 Non edited R . s
863: del A SLiS Ll MT1, Lism
Partial _ Insertion of 1 3a o
11. COIl T |456:insTGC(C) MT1, Liem
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Table 1.

List Df[’ﬂﬂ_}{iﬂirﬂlE genes, Editiﬂg status. mutations observed and their effect.
Partial _ Insertion of 1 ag ,
11. COll N 456: ins TGC (C) MT1, Liem
edifing
12 MURF2 5' editing -
24: T=4 (C=W) Misse nse MT1, Liem
_ 154: G>T (G=>C) missense MT1
13. COI Mon edited _
237: G=A (G=5) missense MT1
1390: G=A (V=) missense MTL, Liem
14 CR4  |Pan-editing - ND
194: C=T Missense MTL, Liem
254: del ACATAT | Deletion of 2 aa MTL, Liem
712:insTT Frameshift MT1, Liem
15. ND4 Mon edited 778:delT Frameshift MT1, Liem
B46: G=A SYNonymous MTL, Liem
1175 ins AT Restores frame MTL1, Liem
1257: del AT Frameshift MTL, Liem
105: del TT Erameshift MTL, Liem
16. ND3 Pan-editing = Franctstt ’
205: del TT MTL, Liem
17.RP512 Pan-editing
18. ND5 Mon edited | 430: G=T(G>C) missense MT1, Liem
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Checking heteroplasmy and novel editing points

DNA seq
reads

Template
(Y486)

RNA seq
reads

Mappingof DNA sequencing derived reads (upper half) against the ND1
coding sequence. The gene from Y486 strain was used as template to
evidence the deletion. In the lower part of the imagdlAseqgeads (from
Liem176) are mapped against the same template.



