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Supplementary material:
Table S1 Summary of high-throughput sequencing datasets.

Sequencing Raw tag Clean tag Q20 of Percentage
Type ample count count cleantag  of clean tag Mapped  Mapped per-
name tag (Mb)  centage (%)
(Mb) (Mb) (%) (%)

SRNA Abl 2.82 251 99 89.12 2.3 92.77

Ab2 3.00 2.76 99 92 2.52 91.22

Ab3 2.99 2.67 99.2 89.26 2.41 90.23

Ckl 2.84 2.55 99.1 89.69 2.30 90.13

Ck2 2.90 2.62 99 90.28 2.39 91.20

Ck3 2.94 2.65 99.1 90.06 2.41 91.08

mRNA Abl 67.47 62.4 97.78 92.49 57.30 91.83

Ab2 69.96 65.19 97.7 93.17 60.69 93.09

Ab3 69.96 64.36 97.62 91.99 59.45 92.37

Ckl 69.96 64.22 97.66 91.79 60.21 93.75

Ck2 69.96 64.15 97.68 91.68 59.60 92.90

Ck3 69.96 63.55 97.7 90.83 59.33 93.36




Table S2 Summary of read mapping of small RNA sequencing.

Type Abs total count  Percentage  Cks total count  Percentage
total 79428450 100.00% 78138773 100.00%
intergenic 55380749 69.72% 52989557 67.81%
mature 2360895 2.97% 2673100 3.42%
Rfam other
27884 0.04% 14218 0.02%
SncRNA
SNRNA 21419 0.03% 3928 0.01%
unmap 6777616 8.53% 7128962 9.12%
intron 13009400 16.38% 13233788 16.94%
rRNA 395614 0.50% 421192 0.54%
hairpin 206584 0.26% 244385 0.31%
SnoRNA 3484 0.00% 3743 0.00%
precursor 36551 0.05% 33326 0.04%
exon 1204308 1.52% 1388719 1.78%
tRNA 3946 0.00% 3855 0.00%
Table S7 The cis-elements in promoters of miR156 family genes
Motif An- Motif name >Nn- >Nn- >Nn- >Nn- >Nn- >Nn- >Nn- >Nn- count
notation miR1 miR1 miR1 miR1 miR1 miR1 miR1 miR1
56a 56b 56¢ 56d 56e 56f 56h 56§
Basic CAATBOX1 o o o o o o o 9
€omPO= cAATBOX1 o o o o o o o 9
nent
GATABOX o o [¢) o o o o 9
POLASIG1 o o o o o o o 9
POLASIG3 o o o o o o o 9
ROOTMOTIFTAPOX1 o o o o o o o 9
EBOXBNNnAPA o o o o o o o 9
MYBCORE o o o o o o o 9
GT1CONSENSUS o o o o o o o 9
IBOXCORE o o o o o o o 9
TATABOX5 o o o o o o o 9
POLLEN1LELAT52 o o o o o o o 9
DOFCOREZM o o o o o o o 9
RAV1AAT o o o o o o o 9
GTGANTG10 o o o o o o o 9
TAAAGSTKST1 o o o o o o o 9
WBOXATNPR1 o o o o o o o 9
Hormone MYCCONSENSUSAT o o [¢) o o o o 9
regula-
tion MYB1AT o o o o o o o 9
WBOXHVISO1 o o o o o o o 9
WRKY710S o o o o o o o 9
CACTFTPPCA1 o o o o o o o 9
GT1GMSCAM4 o o [¢) o o o o 9
ARR1AT o o o o o o o 9
WBOXNTERF3 o o o o o o o 9
NODCON1GM o o o o o o o 9
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Note: “0” have at least one motif,

blank, none.
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Figure S1 Length distribution of sSRNA. Ab, aborting lotus flower buds; Ck, normal lotus flower buds.
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Figure S2 The first base distribution of known and novel miRNAs

Figure S3 Hairpin structure of miR156 family precursors
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Figure S4 Bioinformatics analysis pipeline for Small RNA (A) and mRNA (B) sequencing.



