Table S1. Information on LRV1 sequences from previous studies used for phylogenetic analyses.

CLIOC GenBan | International Code Parasite Geographic Origin Reference
Leishman k Species
ia Strain | Accessio
ID n
(IOCL) Number

3562 MG20214 | MHOM/BR/2014/308 | L. braziliensis Porto Cantanhé
6 Velho/Rondonia/ de etal,,

Brazil 2018 [21]

NA MG20214 | MHOM/BR/2015/386 | L. braziliensis Porto Cantanhé
4 Velho/Rondo6nia/ de etal.,

Brazil 2018 [21]

3545 MG20214 | MHOM/BR/2014/275 | L. braziliensis Porto Cantanhé
3 Velho/Rondoénia/ de etal.,

Brazil 2018 [21]

3569 MG20214 | MHOM/BR/2014/299 | L. braziliensis Porto Cantanhé
5 Velho/Rondonia/ de et al.,

Brazil 2018 [21]

3567 MG20213 | MHOM/BR/2014/291 | L. braziliensis Porto Cantanhé
9 Velho/Ronddnia/ de etal,,

Brazil 2018 [21]

3538 MG20214 | MHOM/BR/2014/271 | L. guyanensis Candeias do Cantanhé
0 Jamari/Rondonia/Brazi de et al,,

1 2018 [21]

3354 MG20214 | MHOM/BR/2011/S77 | L. guyanensis Santarem/Para/Brazil Cantanhé
1 -ABF de et al,,

2018 [21]

1545 MG20214 | MCEB/BR/1984/M84 L. shawi Paraupebas/Paré/ Cantanhé
2 08 Brazil de et al,,

2018 [21]

3460 MG20214 | MHOM/BR/2013/04L | L. guyanensis | Manaus/Amazonas/Br | Cantanhé
7 TAVMR azil de etal.,

2018 [21]

3461 MG20214 | MHOM/BR/2013/05L | L. guyanensis | Manaus/Amazonas/Br | Cantanhé
8 TAMVL azil de etal.,

2018 [21]

3486 MG20214 | MHOM/BR/2013/27] | L. guyanensis | Manaus/Amazonas/Br | Cantanhé
9 NS azil de et al.,

2018 [21]

3542 MG20215 MHOM/BR/2014/ L. guyanensis | Manaus/Amazonas/Br | Cantanhé
1 233CFS azil de et al.,

2018 [21]

3503 MG20215 | MHOM/BR/2013/33L | L. guyanensis | Manaus/Amazonas/Br | Cantanhé
0 GS azil de etal,,

2018 [21]

1398 JX313127 | MHOM/BR/1989/IM | L. guyanensis | Manaus/Amazonas/Br | Cantanhé
3597 azil de et al,,

2018 [21]

NA KY75060 | MHOM/FG/2011/200 | L. guyanensis | Manaus/Amazonas/Br Tirera et
7 1 azil al., 2017

[22]
565 KX80848 | MHOM/BR/1975/M4 | L. guyanensis Monte Brettmann
7 147 Dourado/Para/Brazil et al., 2016

[34]




565 U01899 | MHOM/BR/1975/M4 | L. guyanensis Monte Tirera et
147 Dourado/Para/Brazil al., 2017

[22]
NA JX313126 | IWHI/BR/1978/M531 | L. guyanensis Monte Tirera et
3 Dourado/Para/Brazil al., 2017

[22]
NA KY75060 | MHOM/FG/2013/LF | L. guyanensis French Guiana Tirera et
8 94 al,, 2017

[22]
NA KY75060 | MHOM/FG/2013X]J9 | L. guyanensis French Guiana Tirera et
9 3 al,, 2017

[22]
NA KY75061 | MHOM/FG/2013YA | L. braziliensis French Guiana Tirera et
0 70 al.,, 2017

[22]
NA KY75061 | MHOM/FG/2013/201 | L. guyanensis French Guiana Tirera et
1 4 al.,, 2017

[22]
NA KY75061 | MHOM/FG/2012/200 | L. guyanensis French Guiana Tirera et
2 8 al.,, 2017

[22]
NA KY75061 | MHOM/FG/2012/201 | L. guyanensis French Guiana Tirera et
3 5 al.,, 2017

[22]
NA KY75061 | MHOM/FG/2012/202 | L. guyanensis French Guiana Tirera et
4 8 al,, 2017

[22]
NA KY75061 | MHOM/FG/2012/202 | L. guyanensis French Guiana Tirera et
5 8 al,, 2017

[22]
NA KY75061 | MHOM/FG/2012/202 | L. guyanensis French Guiana Tirera et
6 8 al,, 2017

[22]
NA KY75061 | MHOM/FG/2013/LF | L. guyanensis French Guiana Tirera et
7 98 al.,, 2017

[22]
NA KY75061 | MHOM/FG/2012/LL | L. guyanensis French Guiana Tirera et
8 28 al.,, 2017

[22]
NA KY75061 | MHOM/FG/2012/M | L. guyanensis French Guiana Tirera et
9 c71 al., 2017

[22]
NA KY75062 | MHOM/FG/2012/M] | L. guyanensis French Guiana Tirera et
0 25 al.,, 2017

[22]
NA KY75062 | MHOM/FG/2014/PD | L. guyanensis French Guiana Tirera et
1 46 al,, 2017

[22]
NA KY75062 | MHOM/FG/2012/VL | L. guyanensis French Guiana Tirera et
2 19 al,, 2017

[22]
NA KY75062 | MHOM/FG/2013/V L. guyanensis French Guiana Tirera et
3 W21 al,, 2017

[22]




NA KY75062 | MHOM/FG/2012/WF | L. guyanensis French Guiana Tirera et
4 69 al., 2017
[22]
NA KY75062 | MHOM/FG/2012/WF | L. guyanensis French Guiana Tirera et
5 69 al,, 2017
[22]
NA KY75062 | MHOM/FG2013/X]J9 L. guyanensis French Guiana Tirera et
6 3 al,, 2017
[22]
NA KY75062 | MHOM/FG/2013/XK | L. guyanensis French Guiana Tirera et
7 73 al,, 2017
[22]
NA KY75062 | MHOM/FG/2013/YE | L. guyanensis French Guiana Tirera et
8 48 al.,, 2017
[22]
NA KY75062 | MHOM/FG/2014/YR | L. guyanensis French Guiana Tirera et
9 07 al.,, 2017
[22]
NA KY75063 | MHOM/FG/2012/YZ | L. guyanensis French Guiana Tirera et
0 58 al.,, 2017
[22]
NA KX80848 | MHOM/BO/1990/A L. braziliensis Bolivia Brettmann
3 N etal., 2016
[34]
NA KX80848 | MHOM/BO/IMT252 | L. braziliensis Bolivia Brettmann
6 etal., 2016
[34]
NA KX80848 | MHOM/BO/1990/CS | L. braziliensis Bolivia Brettmann
5 etal., 2016
[34]
NA KX80848 | MHOM/BO/1990/CS | L. braziliensis Bolivia Brettmann
4 etal., 2016
[34]
NA KC86230 | MHOM/BO/2011/216 | L. braziliensis Bolivia Parmentie
8 9 retal.,
2016 [35]
NA M92355 MHOM/SR/1980/ L. guyanensis Suriname Parmentie
CUMC1 retal.,
2016 [35]

NA: Non applicated

Table S2. Estimates of average evolutionary divergence over sequence pairs within groups. The number
of base substitutions per site from averaging over all sequence pairs within each group are shown. Analyses
were conducted wusing the Tamura 3-parameter model. Codon positions included were
1st+2nd+3rd+Noncoding. All ambiguous positions were removed for each sequence pair (pairwise deletion
option). Evolutionary analyses were conducted in MEGA X. The presence of n/c in the results denotes cases

in which it was not possible to estimate evolutionary distances.

L. shawi 0,008
L. naiffi 0,052
L. guyanensis (A) 0,075
L. guyanensis (B) 0,056
L. guyanensis (C) n/c
L. guyanensis (D) 0,071

L. guyanensis (E) 0,033




L. guyanensis (A, B, C) 0,115
L. braziliensis 0,132

Table S3. Estimates of evolutionary divergence over sequence pairs between groups using the Tamura 3-
parameter model. The number of base substitutions per site from averaging over all sequence pairs between
groups are shown. This analysis involved 59 nucleotide sequences. Codon positions included were
1st+2nd+3rd+Noncoding. All positions containing gaps and missing data were eliminated (complete
deletion option).

L. L. L. L. L. L.

L. L. guyanensi guyanensi guyanensi guyanensi guyanensi braziliensi
shawi naiffi s (B) s(A) s (O s (E) s (D) s

L. shawi

L. naiffi 0,17

L. guyanensis

(B) 013 0,18

L. guyanensis

(A) 015 017 0,11

L. guyanensis

© 012 0,15 0,10 0,11

L. guyanensis

(E) 017 018 0,18 0,18 0,16

L. guyanensis

(D) 018 0,18 0,19 0,18 0,18 0,18

L. braziliensis 0,20 0,17 0,21 0,20 0,19 0,19 0,20

Table S4. Estimates of evolutionary divergence over sequence pairs between groups using the Tamura 3-
parameter model. The number of base substitutions per site from averaging over all sequence pairs between
groups are shown. Analyses were conducted using the Tamura 3-parameter model. This analysis involved
59 nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. All positions containing
gaps and missing data were eliminated (complete deletion option). There were a total of 279 positions in the
final dataset.

L. L. L.
L. guyanensis guyanensis guyanensis L.
shawi L. naiffi (A, B, C) (E) (D) braziliensis

L. shawi




L. naiffi 0,17

L. guyanensis (A,
B, O 0,14 0,17

L. guyanensis (E) 0,17 0,18
L. guyanensis

(D) 0,18 0,18

L. braziliensis 0,20 0,17

0,18

0,19

0,20

0,18

0,19

0,20




