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Fig.S1 Summary of unique and total of sRNAs in non-coding RNAs in Rfam between PA64S-H and PA64S-L.
 a,b Unique and total sRNA in PA64S-H. c,d Unique and total sRNA in PA64S-L. 
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Fig.S2 Map distribution of chromosomes on the genome of PA64S-H and PA64S-L. a PA64S-H. b PA64S-L.
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Fig S3 Gene ontology analysis for the targets of the identified known and novel miRNAs
based on the terms of cellular component, biological process and molecular function in the different libraries. a known miRNAs in PA64S-H. b known miRNAs in PA64S-L. c novel miRNAs in PA64S-H. d novel miRNAs in PA64S-l.
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Fig. S4 The analysis of miRNA first nucleotide bias and nucleotide bias at each position in novel miRNAs. a The miRNA first nucleotide bias analysis of novel miRNAs in PA64S-H. b The miRNA first nucleotide bias analysis of novel miRNAs in PA64S-L. c The miRNA nucleotide bias at each position analysis of novel miRNA in PA64S-H. d. The miRNA nucleotide bias at each position analysis of novel miRNA in PA64S-L.
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Pie chart for Rfam_PA64S-H-uniq Pie chart for Rfam_PA64S-H-total
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