Supplementary figures:

Sequence sampling, Diapause incidence
Larva hatching--pupa Pupa stage deterrgination
% Ar LT
SD LD 14:10 Pre-summer diapause Arres-t: Summer
diapause
72-76 h post pupation
Sequence sampling, Nondiapause
Larva hatching--pupa Pupa stage Adults eclosion
v 1r 17
ND LD 12.5:11.5 Non-diapause: Apolysis Pharate, ecdysis
72-76 h post pupation
Sequence sampling, Diapause incidence
Larva hatching--pupa Pupa stage deterrmnatlon
. . Arrest: Winter
WD LD 10:14 Pre-winter diapause diapause

72-76 h post pupation

Figure S1. Protocols of the experimental design.
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Figure S2. Incidence of diapause induced at different photoperiods of LD 10: 14,
LD12.5:11.5, LD14:10, and with constant temperature of 20 °C. Values followed by
different letters are significantly different based on Bonferroni test and one-way analysis
of variance. Data were shown in mean and the standard error of five replicates. N =

220-327 for each treatment..
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Figure S3. Unigene length distribution of transcriptome sequencing in P. melete.



(A) E-value Distribution (B) Similarity Distribution
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(C) Species Distribution
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Figure S4. Classification of P. melete sequencing unigenes in NR database. (A). E-value
distribution; (B). Similarity distribution, and (C). Species distribution.



PmP-Unigene GO Classification
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Figure S5. Gene ontology (GO) classification of P. melete transcriptome.



COG Function Classification of PmP-Unigene.fa Sequence
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Figure S6. Clusters of Orthologous Groups (COQG) function classification in the P. melete
transcriptome unigenes. A total number of 34,534 unigenes were annotated into 25

categories.



Composition of Raw Reads (PmND3-1)
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Figure S7. Different components of the raw reads and distribution of distinct clean reads

in each sample in P. melete.



Distribution of Genes' Coverage (PmND3-1)
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Figure S8. Distribution of genes coverage in each sample in P melete.
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Top 20 Statistics of Pathway Enrichment for
PmND3-vs-PmSD3
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Figure S10. Significantly enriched of the top 20 statistics pathway in KEGG by

differential expression genes between ND and SD treatment in P. melete.



Top 20 Statistics of Pathway Enrichment for
PmND3-vs-PmWD3
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Figure S11. Significantly enriched of the top 20 statistics pathway in KEGG by

differential expression genes between ND and WD treatment in P. melete.



