Table S1: Details of primers to produce amplicons for sequence analysis for de novo SNP identification.

	SNP
	gene
	product size
	Forward primer 5’-3’
	Reverse primer 5’-3’

	SNP1
	cyp6p3
	852
	CGGTACGGCGGCATTAG
	GTCACCTCTCCACCGTTCTC

	SNP2
	cyp6m2
	638
	TCGGTGGACAGTCAAATCAA
	GTTACACTCAATGCCGAACG

	SNP3
	cplcg4
	1785¥
	CGACATGCACAGCACCTC
	CAACAACGGCGACCTGT

	
	
	
	GGCGACCGATCAGATACC (sequencing primer only)
	

	
	
	¥ fragment cloned and sequenced using additional sequencing primer


Table S2: Details of SNP markers scored via pyrosequencing or RFLP * 

	markers
	primers 5’-3’, forward, reverse (biotynilated) and sequencing primer
	location
	product size
	alleles

	SNP1
	F_CTGGCCGCGTTCATCTTC
	2R
	124 bp
	C/A

	
	R_bio_CCTTCGCATGCCCGAACA
	
	
	

	
	S_GCATAACTATTGGAAGGA
	
	
	

	Kdr
	F_TTGTGTTCCGTGTGCTATGC
	2L
	154 bp
	A/T

	
	R_bio_AAAAACGATCTTGGTCCATGT
	
	
	

	
	S_TGTAGTGATAGGAAAT
	
	
	

	SNP2
	F_TACGATGACAACAAGGGCAAGC
	3R
	130 bp
	C/T

	
	R_bio_CGCGATCGTGGAAGTACTGG
	
	
	

	
	S_TCAGTTCGTGAAGCC
	
	
	

	SNP3
	F_ACCAAACACCACCCAACTCAATC
	3R
	171 bp
	T/A/C

	
	R_bio_ACGGAAGCACTCCAGCCT
	
	
	

	
	S_GACACAACACTCTCACCT
	
	
	

	SODI * 
	F_GCATCGACGTAGTTGGGTCT
	3L
	638 bp
	A/G

	
	R_TCATGGAGGTACGCAAGATG
	
	
	RFLP, PstI

	(AGAP010517; Variant ID rs3582365
	
	
	

	
	
	
	
	


Table S3: Mortalities observed in the F2 progeny after 1 hour exposure to permethrin.

	
	24 h post permethrin exposure
	

	
	overall
	female
	male
	

	family
	n
	mortality overall
	n
	mortality
	n
	mortality
	

	15¥
	  68
	46%
	30
	20%
	38
	 66%
	*

	17$
	  63
	25%
	23
	26%
	40
	 23%
	

	25¥
	  43
	51%
	24
	38%
	19
	 68%
	*

	positive control$
	  71
	99%
	
	
	
	
	

	negative control#
	104
	  1%
	
	
	
	
	

	¥ exposed to 2% permethrin

	$ exposed to 0.75% permethrin

	#exposed to non-impregnated control papers
	
	
	

	n = number of mosquitoes phenotyped (overall, male and female)
	
	
	

	controls: susceptible An. gambiae Ngousso colony
	
	
	
	

	* differences between female and male mortality are significant at the 0.05 level; non parametric test (Mann-Whitney U test) 


Figure S1: Figure 2: LOD plots of family data alongside the genetic maps.
Plot of LOD scores estimated by interval mapping (dashed) and composite interval mapping (solid) for the three separate families. The line along the top of each graph represents the empirical threshold value for LOD at 2.5 Lander & Botstein, 1989()
. 
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