

[image: a3][image: a1]Figure S1. The enriched KEGG pathways of up-regulated (left) or down-regulated (right) expressing genes of petunia anthers between stage1 and stage2.

[bookmark: _GoBack][image: a2]Figure S2. The enriched KEGG pathways of up-regulated (left) or down-regulated (right) expressing genes of petunia anthers between stage2 and stage3.
Figure S3. The enriched KEGG pathways of up-regulated (left) or down-regulated (right) expressing genes of petunia anthers between stage1 and stage3.
[image: D:\文章资料\E盘\个人资料\花药转录组代谢组paper\文章图片\表达分析\S.jpg]Figure S4. The expression profiles of identified genes that participate in the putative starch and sucrose metabolism during petunia anther development. Suc, sucrose; Glc, glucose; HK, HEXOKINASE; FK, FRUCTOKINASE; INV, INVERTASE; β-D-fru, β-D-fructose; β-D-fru-6P, β-D-fructose-6-phosphate; GPI, GLUCOSE-6-PHOSPHATE-ISOMERASE; α-D-Glc-6P, α-D-glucose-6-phosphate; PGM, PHOSPHOGLUCOMUTASE; α-D-Glc-1P, α-D-glucose-1-phosphate; UDP-Glc, UDP-glucose; SUS, SUCROSE SYNTHASE; UGP, UTP-GLUCOSE-1-PHOSPHATE URIDYLYLTRANSFERASE; AMY, β-AMYLASE; α-D-Glc, α-D-glucose.
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