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Supplementary Figure S1
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Supplementary Figure S1: KEGG pathway annotation of fructose 1,6-bisphosphatase
(Q655Y9) and glucose-6-phosphate 1-epimerase (Q6K2P3) that were upregulated in
Qingliu compared with TN1 at three time points of insect herbivory. (a) In carbon
fixation process (0sa00710), fructose 1,6-bisphosphatase (Q655Y9) converts fructose-1,6-
bisphosphate to fructose 6-phosphate. (b) In glycolysis/gluconeogenesis (0sa00010),
Glucose-6-phosphate 1-epimerase (Q6K2P3) catalyses the isomerisation of alpha-D-
glucose 6-phosphate to beta-D-glucose 6-phosphate which can then be converted to
fructose 6-phosphate. Copyright permission was obtained for the KEGG pathway maps [49].



Supplementary Figure S2

d. GO biological process enrichment for upregulated proteins at 0 h

GO:0008150
biological_process
» LY
GO:0009987 GO0008152
cellular process metabolic process - .. _ _
- T -.__ "--______._
o _',-' r-' I.\ h‘~“ —-_-___"*-h
»F & » -4 T~
GO0044237 GO0044238 GO0044281 GO:0009056 (0.0031)
cellular metabolic primary metabolic small molecule catabolic process
process process metabolic process 7/58 | 433724075
T -
- I e
. | -
A ¥ .
GO:0006519 (0.009)
cellular amino
acid and derivaiive metabolic process
6/58 | 391/24075
b. co biological process enrichment for downregulated proteins at 0 h
biological_process
. - " .‘.
GO0008152 (0.0484)
metabolic process |
6600 | 1438824075 |- <7
& l s - RN
GO0044281 GO:0003058 (0.00741) GO:0044238 GO0043170
small molecule biosynthefic process primary
metabolic process 37/90 | B085/24075 process process
] T

37/0 | 5890/24075 process

. h i .
Tl - GO:0034645
cellular macromolecule
biosynthefic process




C. GO biological process enrichment for upregulated proteins at 6 h
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d. co biological process enrichment for downregulated proteins at 6 h
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€. GO biological process enrichment for upregulated proteins at 24 h
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f. co biological process enrichment for downregulated proteins at 24 h
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J. GO biological process enrichment for upregulated proteins at 72 h
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h. co biological process enrichment for downregulated proteins at 72 h
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Supplementary Figure S2: Flowcharts of the enrichment of GO biological processes
for upregulated and downregulated proteins in Qingliu compared with TN1 at each
time point of insect herbivory. GO biological process enrichment (a) for upregulated
proteins at 0 h, (b) for downregulated proteins at O h, (c) for upregulated proteins at 6 h, (d)
for downregulated proteins at 6 h, (e) for upregulated proteins at 24 h, (f) for
downregulated proteins at 24 h, (g) for upregulated proteins at 72 h and (h) for
downregulated proteins at 72 h. The increasing significance of enrichment (adjusted p-
value) is depicted in the order of yellow, orange and red boxes.





