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The embryonic mir-35-42 family of microRNAs promotes multiple aspects of hermaphrodite
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Figure S1 mir-35-41(nDf50);him-8(e1489) males produce normal sperm, but abnormal male tail structures. (A) Sperm
dissected from him-8(e1489) or mir-35-41(nDf50);him-8(e1489) males. Sperm of either genotype were activated to form
pseudopods by in vitro treatment with pronase (bottom). (B) Representative tail structures of mir-35-41(nDf50);him-8(e1489)

males. The majority of animals are wild type (upper left), while approximately five percent display grossly abnormal tails
incompatible with mating.
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Figure S2 Endogenous sup-26 mRNA contains a mir-35 family target site, but sup-26 Q-PCR and transcriptional reporters do
not show mir-35-41-dependent regulation in embryos. (A) Schematic of annotated sup-26 3’UTRs and predicted 3’RACE
products. (B) sup-26 3’ RACE products. The prominent 1413bp product corresponds to the 1142nt 3’UTR containing the
putative mir-35 target site. (C) Q-PCR of sup-26 mRNA in wild type or mir-35-41(nDf50) embryos maintained at 25°. Location of
Q-PCR primers are indicated on gene model in (A). (D) mir-35 family target site in wild type or mutated sup-26 3’UTR. (E) DIC

and GFP fluorescence micrographs of transgenic embryos at indicated stages containing sup-26Pmoter::GFP-H2B::sup-26°YTR
transcriptional fusion reporters. The 3’UTR corresponds to either the wild type sup-26 3'UTR or a mutated version as indicated

in (D). Animals are either wild type or mir-35-41(nDf50) as indicated. Animals were maintained at 25°.
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