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Figure S1. The distribution and number of DEGs in three main categories in the three pairwise com-
parisons. BP: biological process, CC: cellular component, MF: molecular function.



Dvs. A Cvs.A

transporter activity| e transporter activity | e
transmembrane transporter activity| e transmembrane transporter activity |
transmembrane transport| e sucrose transport
sucrose transport . sucrose transporter activity
sucrose transporter activity . oligosaccharide transport
proton antiporter activity . oligosaccharide transporter activity|
cation antiporter activity . nutrient reservoir activity .
response to auxin . metal ion transport . oumber
oligosaccharide transport . membrane | @ I
oligosaccharide transporter activity = ion transport| @
nutrient reservoir activity . intrinsic component of membrane| o
membrane{ ® integral component of plasma membrane| . [
ion transport{ e integral component of membrane| © o0
plasma membrane . disaccharide transport al | el
intrinsic component of membrane| o disaccharide transporter activity .
integral component of plasma . cell periphery 9
integral component of membrane{ o cation transport .
disaccharide transport . carbohydrate transporter activity
disaccharide transporter activity - |active transmembrane transporter activity| ¢
disaccharide transporter activity . ion transmembrane transporter activity .
0.2 0.4 0.6 0.8 0.2 0.4 0.6
rich rich
Bvs.A

transmembrane transporter activity| e

transferase activity| e

transferase activity | e
tetrapyrrole binding .
sucrose transporter activity
protein phosphorylation .
protein kinase activity|
phosphotransferase activity|

Number

oxidoreductase activity . ; -
nutrient reservoir activity . Ol
membrane| o .
kinase activity| e n.-
intrinsic component of membrane| 00
integral component of membrane| ¢ i =
hydrolase activity . o

hydrolase activity .

heme binding .
disaccharide transporter activity
cell wall organization or biogenesis .

catalytic activity

02 03 04 0.5 0.6
rich

Figure S3. GO enrichment analysis of DEGs in the three pairwise comparison groups. The size of
the dot indicates the number of DEGs and the color represents the g-value of the enrichment. The
coloration scale and annotation are shown on the right side of the figure.
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Figure S4. KEGG pathway enrichment analysis of the identified DEGs among the three compari-
son groups. The x-axis represents the rich factor, the y-axis indicates the name of the KEGG path-
way. The size of the dot indicates the number of DEGs in each pathway while dot color represents

the g-value of the enrichment.



