[image: ]Table S1. Blast analysis of the sequences obtained by PCR amplification for Leishmania detection. 




















* BLAST results were retained only if they corresponded to the sequences of reference strains or to sequences of isolates described in peer-reviewed articles and well-characterized in terms of species, origin and hosts, in order to avoid misidentifications
** When the results obtained with one database were highly significant and with high score whereas low similarity was found with the second one, only the highly significant results are provided.
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Strain Clone

GenBank

accessory

number

Length

(b)

SimilarityusingTriTrypDBandNCBIdatabases*,**

Leishmania major

MHOM/SU/73/5ASKH

5ASKH-1, 5ASKH-1b, 

5ASKH-1e, 5ASKH-2d

MG209676552

TriTrypDB: Leishmania majorLMJLV39_SCAF000374, Identities= 547/552 (99%)

NCBI:L. major (X239) kinetoplastDNASequence_Z32845.1,  Identities=  466/566 (82%)

5ASKH-2, 5ASKH-2c, 

5ASKH-2e

MG209678586 TriTrypDB:L. majorLMJLV39_SCAF000440, Identities= 576/586 (98%)**

5ASKH-1c MG209677505 TriTrypDB:L. majorLMJLV39_SCAF000536, Identities= 500/505 (99%)**

5ASKH-2a MG209679541 TriTrypDB:L. majorLMJLV39_SCAF000556, Identities= 525/541 (97%)**

5ASKH-2f MG209680537 TriTrypDB:L. majorLMJLV39_SCAF000529, Identities= 533/541 (99%)**

5ASKH-3 MG209681615

TriTrypDB:L. majorLMJLV39_SCAF000374, Identities= 600/604 (99%)                    

NCBI:L. major(X239) kinetoplastDNA_Z32845.1, Identities= 529/634 (83%)                          

Leishmania major

MHOM/IL/1980/

Friedlin

Friedlin-d, Friedlin-q MG209685576

TriTrypDB:1. L. braziliensisLBRM2903_SCAF00011,  Identities= 48/53 (91%); 2.L. major

LMJLV39_SCAF000773, Identities= 52/59 (88%); 

Friedlin-w, Friedlin-x MG209688264

TriTrypDB:L. majorLMJLV39_SCAF000501, Identities= 110/129 (85%);                   

NCBI:L. major(X2316) kinetoplastDNA_Z32842.1, Identities= 55/62 (89%)

Friedlin-b MG209686559 TriTrypDB:L. majorLMJLV39_SCAF000482,  Identities= 457/564 (81%)**

Friedlin-v MG209687562 TriTrypDB: L. major LMJLV39_SCAF000371, Identities= 336/470 (71%)**

Leishmania major

LC-DKR

LC-DKR-ag, LC-DKR-ah,

LC-DKR-ae

MG209690604 TriTrypDB:L. majorLMJLV39_SCAF000269, Identities= 332/396 (84%)**

LC-DKR-u MG209695548 TriTrypDB: L. majorLMJLV39_SCAF000371, Identities= 411/579 (71%)**

LC-DKR-ad MG209689574 TriTrypDB: L. majorLMJLV39_SCAF000371, Identities= 420/582 (72%)**

LC-DKR-w MG209694381 TriTrypDB:L. majorLMJLV39_SCAF000371, Identities= 156/203 (77%)**

LC-DKR-ai MG209691155 TriTrypDB:L. major LMJLV39_SCAF000501, Identities= 112/130 (86%)**

LC-DKR-p MG209692605

TriTrypDB:L. major LMJLV39_SCAF000490, Identities= 72/79 (91%);                     

NCBI: L. major (X2316) kinetoplastDNA_Z32842.1, Identities=   60/65 (92%)

LC-DKR-v MG209693673

TriTrypDB:L. major LMJLV39_SCAF000501, Identities= 79/89 (89%);

NCBI:L. major (X2316) kinetoplastDNA_Z32842.1, Identities= 56/63 (89%)

Field samples

3394-21t, 3394-26e - 520 Low(lowprobabilityandcoverage)ornosimilarityfound

3394-21b, 3394-21v - 516 Low(lowprobabilityandcoverage)ornosimilarityfound

3394-2 - 149 Low(lowprobabilityandcoverage)ornosimilarityfound

3394-4 - 102 Low(lowprobabilityandcoverage)ornosimilarityfound

3394-11b MG209682286 TriTrypDB:L. majorLMJLV39_SCAF000371, Identities= 144/192 (75%)**

3394-11c MG209683615 TriTrypDB:L. majorLMJLV39_SCAF000371, Identities= 459/630 (73%)**

3394-21a - 538 Low(lowprobabilityandcoverage)ornosimilarityfound

3394-21e - 515 Low(lowprobabilityandcoverage)ornosimilarityfound

3394-21j - 530 Low(lowprobabilityandcoverage)ornosimilarityfound

3394-21m - 534 Low(lowprobabilityandcoverage)ornosimilarityfound

3394-21r - 202 Low(lowprobabilityandcoverage)ornosimilarityfound

3394-26h - 356 Low(lowprobabilityandcoverage)ornosimilarityfound

3466-21g - 510 Low(lowprobabilityandcoverage)ornosimilarityfound

3466-21i - 520 Low(lowprobabilityandcoverage)ornosimilarityfound

3466-21j - 160 Low(lowprobabilityandcoverage)ornosimilarityfound

3466-21k - 525 Low(lowprobabilityandcoverage)ornosimilarityfound

3466-21l - 515 Low(lowprobabilityandcoverage)ornosimilarityfound

3466-21d - 525 Low(lowprobabilityandcoverage)ornosimilarityfound

3466-26d - 522 Low(lowprobabilityandcoverage)ornosimilarityfound

3466-4 - 566 Low(lowprobabilityandcoverage)ornosimilarityfound

3441-2d, 3441-2e, 3441-2f, 

3441-2g, 3441-2h, 3851-6b, 

3851-6c, 3167-8a, 3192-9a, 

3192-9d, 3192-9f, 3192-9g, 

3192-9h, 3767-10a, 3767-

10b, 3767-10c, 3767-10d, 

3767-10e, 3767-10f, 3767-

10g, 3767-10h

MG209684617

Similarto LC-DKR-u  

TriTrypDB:L. majorLMJLV39_SCAF000371, Identities= 460/631 (73%)**

*theBlastresultsareconsideredonlyiftheycamefromreferencestrainsorfromsequencesofisolatespublishedinpeer-reviewjournalandwellcharacterizedintermsofspecies,

originandhostsinordertoavoidmisidentifications

** When the results obtained with one database is highly significant with high score whereas a low similarity was found with thesecond one, only the results with higlysignificant 

similarity is provided.


