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Non-mendelian transmission

//drive// significant portion of any eukaryote genome is com-
posed of selfish elements that gain a transmission advantage
(Hurst & Werren 2001)

//uniparental inheritance// mitochondria and chloroplast
genes often inherited from parent of one particular sex
(Birky Jr. 2001)

//non-genetic inheritance// increasing awareness of epige-
netics, parental effects, and ecological and cultural inheritance
(Danchin et al. 2011)
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Drive e.g.: spore killers in fungi

Raju 1980, Saupe 2012
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Uniparental inheritance e.g.: human mitochondria

Mitochondria is always
inherited from the mother

http://evolution.berkeley.edu
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Epistasis causes peaks and valleys in fitness

Wright 1932



Crossing valleys: the shifting balance theory

Wright 1932
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Methods

Markov Diffusion Results
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Non-genetic inheritance
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Conclusions
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I helps or hinders
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2. Uniparental inhertiance
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3. Non-genetic inheritance
I transmission advantage of new combination has large

relative effect on valley crossing times

Q. How does non-Mendelian inheritance affect
fitness-valley crossing?
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