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Figure S1. Phenotypes of J11 and Z2 after 20 days inoculation with V.dahlige.

Group
J11_24h

- J11_mock
Z2_24h

- Z2_mock

A B
15 1000000
@
=
o
= - 750000
= 10 Reads 2
= Total o
5 Unique &
=] 2 500000
(8] w
o
3 s
e 250000
p—pt
[] 0
B T P G R b o > e
7 PN W A A S Zaln s N NS N
£ &
S\\‘}B\'\'};\'\r}' CP@ & ”L{}’(/L'ﬂ’/ & Qo@
5,\'\/3\\/3\'\/ ,0,/,0,/,1/"[,/
SmallRNA libraries
C
150
Group
J11_24h
- J11_mock
22_24h
5, 100 - Z2_mock
o
c
@
3
o
2
[
50
0

17 18 19 20 21 22 23 24
Length

21

22 23 24 25 26 27 28 29 30
Length

Figure S2. Cotton small RNA reads distributions. (A). Pre-processed reads distribution of
small RNA libraries. (B). Length distributions of unique small RNAs in J11 and Z2. (C).

The frequency distribution of miRNAs in J11 and Z2.
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Figure S3. GO enrichment analysis of target unigenes of DEMs in J11 (A) and Z2 (B).
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Figure S4. Quantitative real-time PCR (qRT-PCR) validation of selected unigenes and
miRNAs. (A) gRT-PCR was performed to determine the expression levels of 8 unigenes
relative to GhUBQ?7. (B) The expression of 7 known miRNAs and 1 novel miRNA was
verified by stem-loop qRT-PCR with U6 snRNA as an internal reference gene and data are
means * SD from three biological replicates. Different letters indicate significant
differences, p <0.05 (ANOVA test).



