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Locus PH01000061:54300-54928
Sequence CTGCTTGAAAGAGCTCTTGAAGCATCTGGAGATGATTTGGATTCTGCAATAAAGAGTTTGAATGAGCTGCGCTTGGAGTCAGCAGAGGCTATCTTATCAGCTACTGGTTGCAAATCTGAAAATGG

GCTGCCCACAGCAGTTCAGCCATCAGTCGAAG
AGTTCATTTTCTACCAAAGCTATTGCATCAATGTACTCCTTGGATACAAGCATATAGTAGTACTCATACCCTCATACTTGCTCATGCAATTGTCCCTGTTGTACTAATGATAGACACCAAATAGTGCAT
AACTGGAAGTGTGGGTCTTGATACTCTCTTGCGGAATTGTTCATCAATATTATGAGAGATCTAATCTTGCAGGTTGCCGTTGTTTATATTCTTATTATTATATTCTACAAGGTCATTTGCTGTCCAATTC
AAAACACAGGTTGTGATTGGATCCAATCATGTCATATAGAGTATGCATGCTGCTGTATGTGATTAAGTAGATATAGACTCGGATCACCACAGTACCGCATAGGCGCATAGCCTATTGTGCCTTACCA
TTCTCATATCTTCACCATCTATTACAGTAGCAATGCACCCCCTACTCAGTATGACACGAAGTTTGTCAAGTTCTTGCAATGCATTTTGTGGTTAACATACTACAGGACAGCTTTGTATCAGCTACTTT
CACAGCACATGAATTGGTTGCATCTCACTTAGTGTTAATTTCCGAAAGCTAGAATGACACAAGCAACGTAGCAGACTGTATATTGACAAGAGCAACAATTTTGCATACCTTGGCAG-

CCATTGTTACCA T TACCCAACATCCACCTGCTGCAGATAGTCATCAGACAAGTAATAGTGGCTCCGAGTGGGTTGAGCTTTTTGTCAGAGAGATGACAAATGCCTCC
GACATGGATGATGCACGTGCTCGTGCGTCAAGAACTTTGGAAGTTTTGGAGAAGTCCATTGTGGAGCGTTCAGGAGCTGAAGCAGCGCAGAGCCTGCATAAG
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Figure S4. Snapshot of a keyword search result in Phyllostachys edulis. (A) The web interface for AS
search allowing keyword searches using miRNA name. (B) and (C) The information of the search result
with hyperlinks to more detailed information. (D) The JBrowse view of AS together with sequences infor-
mation hyperlinked to foreign web links for further analysis.



