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Figure S1: Proportion of splicing events belonging to each type (exon skipping,
mutually exclusive exons, alternative 5’ splice junction, alternative 3’ splice
junction and intron retention) from each sample.
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Figure S2: K-means clustering for the 1006 differentially expressed isoforms.
QR = Queen Reproductive, WR = adult Worker Reproductive, WNR = adult
Worker Non-Reproductive, WP = Worker Pupae, WL = Worker Larvae, MA
= Male Adult, MP = Male Pupae, ML = Male Larvae.
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