Figure S2

BG,275 IM767

F1 1 1

self-fertilize

!

IM767

reciprocal
crosses

s
S |
E

—_—

Figure S2. Crossing scheme for investigating the effect of M. nasutus (SF5) homozygosity at hims2
on within-M. guttatus TRD at hms 1. For each genotype, two chromosome pairs are shown (one
with AmsI and one with Ams?2). We intercrossed IM767 (stripes) and BG4.275, which carries a
heterozygous SF5 introgression (white) at Ams2 against an IM62 (grey shading) genetic
background. The resulting progeny segregate 1:1 for two different genotypes at Ams2: IM62-IM767
heterozygotes and SF5-IM767 heterozygotes (the remaining genetic background is heterozygous
for IM62 and IM767 alleles). We genotyped F, progeny with Ams-linked markers to identify IM62-
IM767 hms 1 heterozygotes in combination with three different Ams2 genotypes: IM62
homozygotes, IM767 homozygotes, and SF5 homozygotes. Individuals with each of these three
two-locus genotypes were then reciprocally backcrossed to IM767 to assess TRD at hims . Note
that the genetic background of the F, progeny are expected to segregate 1:2:1 for IM62
homozygotes, heterozygotes, and IM767 homozygotes (grey shading with stripes).



