Supplementary Table S2. Calculation of the average value (in base pair) of the fragment sizes to normalize VC4, VC5 and VC9 alleles.
	VNTR

locus
	Straina

	
	Sizeb
	
	Diferencec
	
	Averaged ± 3 Standard deviation

	
	
	
	FFI
	MIHE
	ITM
	
	MIHE
vs

FFI
	ITM

vs

FFI
	
	MIHE
vs

FFI
	ITM
vs
FFI

	VC4
	FFIVC122
	
	214
	220
	218
	
	6
	4
	
	7.00 ± 3.29
	4.17 ± 1.22

	VC4
	FFIVC123
	
	250
	258
	254
	
	8
	4
	
	
	

	VC4
	FFIVC124
	
	214
	220
	218
	
	6
	4
	
	
	

	VC4
	FFIVC125
	
	214
	220
	218
	
	6
	4
	
	
	

	VC4
	FFIVC126
	
	244
	252
	248
	
	8
	4
	
	
	

	VC4
	FFIVC128
	
	274
	282
	279
	
	8
	5
	
	
	

	

	VC5
	FFIVC122
	
	179
	179
	181
	
	0
	2
	
	0.50 ± 2.51
	1.83 ± 1.22

	VC5
	FFIVC123
	
	179
	179
	181
	
	0
	2
	
	
	

	VC5
	FFIVC124
	
	179
	179
	181
	
	0
	2
	
	
	

	VC5
	FFIVC125
	
	179
	179
	181
	
	0
	2
	
	
	

	VC5
	FFIVC126
	
	220
	222
	221
	
	2
	1
	
	
	

	VC5
	FFIVC128
	
	205
	206
	207
	
	1
	2
	
	
	

	

	VC9
	FFIVC122
	
	180
	182
	182
	
	2
	2
	
	2.00 ± 0.00
	1.83 ± 1.22

	VC9
	FFIVC123
	
	152
	154
	153
	
	2
	1
	
	
	

	VC9
	FFIVC124
	
	180
	182
	182
	
	2
	2
	
	
	

	VC9
	FFIVC125
	
	180
	182
	182
	
	2
	2
	
	
	

	VC9
	FFIVC126
	
	159
	161
	161
	
	2
	2
	
	
	

	VC9
	FFIVC128
	
	180
	182
	182
	
	2
	2
	
	
	


aStrain previously published by Olsen et al. [20]
bAllele size obtained by capillary electrophoresis (in base pair) from indicated source.

cDifference between allele sizes obtained (in base pair) from indicated sources for each strain.

dAverage value calculated from the allele sizes obtained in the indicated sources.

