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Figure S1. Number of miRNA family members in 7. tuan seed.
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Figure S2. First base composition bias of miRNAs (18-30 nt) in 7. fuan. (A)
Known miRNAs. (B) Novel miRNAs. The abscissa is the length of miRNAs, and the
ordinate is the percentage of A/U/C/G in the first base of miRNA at that length (the

value above the column chart is the total number of miRNAs at that length).
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Figure S3. Nucleotide bias at each position of miRNAs in 7. fuan. (A) Known
miRNAs. (B) Novel miRNAs. The abscissa is the base position of miRNA, and the

ordinate is the percentage of base A/U/C/G in miRNA at that position.



Cluvtg L 26z

Clanter - 1 o

Cluawe 45 2 s

a0 LES) 0.00 2
an nes
R B
08t 150
“
10
141 wrs
-Ls L
preCy T [RET ey
ao os oo s
s i 08 e
. ”;W o . \/\/
-LE -t -0.78 -1
=2 C1E 100 LS
Cluser®: T Clumr 1514 e Cluster 1: 14 sonis Chater 17 g
as Lo
m s
-5 0.0
L | -us-
L _ast e -1
T D Lo s a1 v IRy Coier 1o 1o
o8] 1 B
00
-1 1.0 2
- v '
14l
s L i "
i g e - 1 e Cloier 15 3 e [T
s us
0ot e
s ~ -us . o~
=1 =1
18 L
Chuter 1. g T e Claries 230 Claee 2.7 e
15 Lan{ %0 05
10 0181 s
1o
os st oe
-1
» 025 -
20
05 i 25 s
Gmer i o [ry— Curaer B8 g
15 2z .
w
10 |
L0
e
s
as 10
ve ot
an st i
luster b: & geney - Chusder 3: 3 eencs Cluster 17 3 =voes Clasier 32 A genes
20
I
=
" e
ae
o e
5 5 < A N .
A T o N A 4 N ; a -~ Y
™ o oy g 9 5 & & » % ) Y
#® = = o S 7- o® o oS & » o o

Figure S4. Several distinct expression patterns of known miRNAs and novel miRNAs in 7. fuan seed.
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Figure S5. Kyoto Encyclopedia of Genes
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and Genomes (KEGG) pathway

enrichment analysis of known miRNAs and novel miRNAs targets. (A) Targets

of known miRNAs of KEGG pathway enrichment. (B) Targets of novel miRNAs of

KEGG pathway enrichment. Rich Factor refers to the ratio of the gene number and

the number of genes annotated in this pathway and large Rich Factor indicates high

degree of enrichment. The area of each colored circle is proportional to the number

of genes involved in each pathway, the color indicated the pvalue, and the x-axis is

the Rich Factor. Only the top 20 overrepresented KEGG pathways are shown.
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