.@]j:_ Ancestral forest S, e.g. 00000S

‘]]]:l:_ Ancestral savanna S, e.g. 01000S, 02000S

chromosomal inversion on 2R protects favourable alleles leading to expansion in the savanna

Proto-M, e.g. 02000S*. This is still S at heart because
reproductive isolation is not in place yet. We cannot

A ‘see’ these individuals because we do not recognize
ecological adaptation genes in the speciation island

appearance of ecological adaptation alleles in speciation island having positive epistasis with genes inside inversion leading to niche
expansion in marginal habitat; some negative epistasis with ancestral alleles on 2R not protected from recombination

‘]]:_ Ancestral (‘atypical’ or ‘admixed’) M, e.g. 02000M
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appearance of reproductive isolation genes in speciation island leading to increase in fitness because of maintenance of linkage
between favourable ecological adaptation genes combination

. k‘ Evolving M, e.g. 02100M and then 02200M

U

appearance of ecological adaptation alleles on 2R protected from recombination by a chromosomal inversion, having positive
epistasis with all other ecological adaptation genes, leading to increase in fitness and further niche expansion
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<€«—>» Positive epistasis (increase fitness)

Reproductive isolation genes

> TITITLR » Negative epistasis (decrease fitness)



