Table S6. Loci analyzed by multilocus sequencing typing genes. Primers forward and reverse were used for both DNA amplification and sequencing (Table S2). The natural polymorphisms between L. major and L. infantum enabled mapping the size of exchanged DNA by sequencing. The SNPs found in the hybrid L. infantum 263 of Figure 3D are listed by their respective position in the gene.
	Gene / SNPs positions
	L. major Friedlin
	L. infatum JPCM5
	Hybrid L. infantum 263

	LmjF30.1220 / LinJ30_V3.1280 (199 bp fragment)

	105
	A
	G
	G

	108
	A
	G
	G

	188
	G
	A
	A

	LmjF30.1230 / LinJ30_V3.1290 (522 bp fragment)

	1769
	G
	C
	C/G

	1779
	T
	C
	C/T

	1797
	G
	C
	C/G

	1820
	T
	C
	C/T

	1833
	T
	C
	C/T

	1909
	G
	T
	T/G

	1920
	A
	G
	G/A

	1957
	G
	C
	C/G

	1965
	T
	C
	C/T

	1968
	A
	G
	G/A

	1975
	T
	C
	C/T

	1995
	G
	A
	A/G

	2001
	G
	C
	C/G

	2004
	C
	T
	T/C

	2007
	T
	C
	C/T

	2022
	T
	C
	C/T

	2024
	C
	T
	T/C

	2030
	T
	C
	C/T

	2049
	C
	G
	G/C

	2053
	T
	G
	G/T

	LmjF30.1260 / LinJ30_V3.1330 (540 bp fragment)

	5035
	A
	G
	A/G

	5076
	C
	A
	C/A

	5084
	T
	G
	T/G

	5098
	T
	G
	T/G

	5112
	C
	A
	C/A

	5169
	C
	T
	C/T

	5174
	T
	G
	T/G

	5175
	A
	C
	A/C

	5218
	G
	T
	G/T

	LmjF30.1270 / LinJ30_V3.1340 (216 bp fragment)

	1885
	A
	G
	G

	1888
	C
	T
	T

	1894
	T
	C
	C

	1978
	G
	A
	A

	1987
	A
	G
	G

	2005
	T
	G
	G

	2017
	G
	A
	A

	2022
	T
	C
	C

	2027
	C
	G
	G


