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Included:
Supplementary Figure S1. qPCR validation of RNAseq data
Supplementary Figure S2. Distributions of 3’ UTR lengths with miR-430 binding sites.

Also available online as separate files:

Supplementary Table S1. Tissue sampling, RNA extraction, and bioinformatic details of small RNA
transcriptomic profiling in embryos of A. limnaeus.

Supplementary Table S2. Normalized counts of small noncoding RNA molecules identified in embryos
of A. limnaeus.

Supplementary Table S3. Potential mRNA gene targets with miR-430 binding sites in the A. limnaeus

genome.
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Figure S1. qPCR validation of RNAseq data. Patterns of gene expression are similar when compared
using qPCR and RNAseq techniques for mature miRNA sequences of both (a) miR-10b/d and (b) miR-
430a. Data are for embryos developing along the escape trajectory at 30°C. Orange represents RNAseq
data presented in the main body of the manuscript, while green represents qPCR data for the same RNA
samples. All data are expressed relative to the mean expression levels in the earliest developmental stage,
dispersed cell embryos. DC = dispersed cell stage; NK = neural keel; 20S = 20 somite pairs; 24S = 24

somite pairs. Data are means + sem.
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Figure S2. Distributions of 3’ UTR lengths with miR-430 binding sites. (a) Mean lengths of gene
transcript 3> UTRs (nt) with instances of hexamer (6-mer; solid circles) and heptamer (7-mer; hollow
circles) miR-430 binding sites. (b) Mean lengths of 3° UTRs containing at least one miR-430 6-mer
binding site for those gene transcripts that are significantly enriched in either the escape or diapause
phenotype at each developmental stage. Lines represent means + S.D. for each group. There are no
statistically significant trends in 3’UTR length for sites/UTR, or by developmental stage (ANOVA, p
value > 0.05)



