Supplementary Figure S1. Comparison of flowering habit of bamboo orchid with seasonal
flowering species.
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The average life span from initiation to senescence of a single flower is 32.3 d.




Supplementary Figure S2 Stages of flower development in Arundina graminifolia. A: Stage 0
(IM: inflorescence meristem); B: Stage 1 (IM: inflorescence meristem, PP: petal primordia, SP:
sepal primordia); C: Stage 2 (PP: petal primordia, SP: sepal primordia, LP: lip primordia, CP:
carpel primordia); D-G: Stage 3; H-K: Stage 4; M-O: Stage 5; L: mature flower.




Supplementary Figure S3 GO and KEGG annotation of Degradome sequencing and overview of
conserved miRNA families. a: most popular GO and KEGG categories of Degradome sequences; b&c:
relative abundance of GO and KEGG enrichment for Degradome sequencing.
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Supplementary Figure S4 Categories of conserved miRNAs based on their biological process
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Supplementary Figure S5 Clustering analysis of conserved miRNAs; f: families of miRNAs. Color
intensity shows the stronger correlation.
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Supplementary Figure S6 Families of miRNAs.
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