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·  whole genome duplication
·  gain of efficient aerobic fermentation
·  separation of cytoplasmic and mito.
   ribosomal protein gene expression

ETC complex I lost

ETC complex I lost

Puf3 loses most mito. mRNAs
(maintains ETC complex I mRNAs)

Puf4 gains mito. mRNAs

Puf4 gains histone mRNAs

PUF8 deletion

PUF4/5 duplication

PUF1/2 duplication

PUF1, PUF4, PUF8 duplications

Puf4 and Puf5 targets start to diverge

Puf3 gains -2C specificity

Puf4 and Puf5 specificity diverge

Supp. Figure 19

Puf3 gains ETC complex I mRNAs

Puf3 gains mito. mRNAs
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Change in Puf RNA targets
Change in Puf RNA binding specificity
Change in PUF copy number
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