Supplementary Figure S1. SA treatment effects on the growth morphology of Paulownia
foutunei (PF) seedlings and Paulownia foutunei infected (PFI) seedlings. (a) PF healthy
seedlings. (b) PFI seedlings. (c) PFI+0.05 mM SA treatment. (d) PFI+0.10mM SA treatment.
(e) PFI+0.15 mM SA treatment. (f) PFI+0.20 mM SA treatment. (g) PFI+0.25 mM SA
treatment. (h) PFI+0.30 mM SA treatment.



Supplementary Figure S2. SA treatment effects on the growth morphology of Paulownia
tomentosa (PT) seedlings and Paulownia tomentosa infected (PTI) seedlings. (a) PT healthy
seedlings. (b) PTI seedlings. (c) PTI+0.05 mM SA treatment. (d) PTI+0.10mM SA treatment.
(e) PTI+0.15 mM SA treatment. (f) PTI+0.20 mM SA treatment. (g) PTI +0.25 mM SA
treatment. (h) PTI +0.30 mM SA treatment.
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Supplementary Figure S3. GO classification of DEGs of Paulownia foutunei (PF) and
Paulownia foutunei infected (PFI). (A) PF vs PFL (B) PFI vs PFI+SA. (C) PF vs PFI+SA.
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Supplementary Figure S4. GO beneficiation of DEGs of Paulownia foutunei (PF) and
Paulownia foutunei infected (PFI). (A) PF vs PFL (B) PFI vs PFI+SA. (C) PF vs PFI+SA.
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Supplementary Figure S5. KEGG enrichment classification of DEGs of Paulownia foutunei
(PF) and Paulownia foutunei infected (PFI). (A) PF vs PFL (B) PFI vs PFI+SA. (C) PF vs
PFI+SA.



Indole alkaloid biosynthesis L] Gene Number
Glucosinolate blosynthesis ° ® 3
Isoquinoline alkaloid biosynthesis - ° ®
Glycolysis / Gluconeogenesis @ ®
Monoterpenoid biosynthesis - L ] . n
Tyrosine metabolism - ° [ Y
Carbon fixation in photosynthetic organisms -{ [ ]
Selenocompound metabolism ° Galue
MAPK signaling pathway - plant@l)
2-Oxocarboxylic acid metabolism - [ ]
Thiamine metabolism - ° 02
Alanine, aspartate and glutamate metabolism - [ ]
and 4 04
Fructose and mannose metabolism L
Other types of O-glycan biosynthesis - [
Vitamin B6 metabolism - o 0.6
Isoflavonold biosynthesis - °
Betalain biosynthesis - o
Tryptophan metabolism- @
Zeatin biosynthesis{ @

010 015 020 025
Rich Ratio
B
Photosynthesis - antenna pvolelns: L ] Gene Number
Plant hormone signal transduction| () L
MAPK signaling pathway - plant - . ®
Circadian rhythm - plant - ) ®
Glycerolipid metabolism-| @ ’ o
Glycolysis / Gluconeogenesis @ @
Isoquinoline alkaloid biosynthesis - L ]
Glycerophospholipid metabolism - @ Qualue
Isoflavonoid biosynthesis{ @ 00
Other glycan degradation-| @
and e L
Pentose phosphate pathway | @ 02
Fatty acid elongation - [ ]
Starch and sucrose metabolism @ 04
Carbon fixation in photosynthetic organisms - @
Diterpenoid biosynthesis | @
Carotenoid biosynthesis 4 @
Fructose and mannose metabolism @
Tryptophan metabolism 9
Various types of N-glycan biosynthesis | @
03 04 05 06 07 08
Rich Ratio
C
Photosynthesis - antenna proteins - ° Gene Number
MAPK signaling pathway - plant - . ®
Plant hormone signal uansduc(lon. ® s
Circadian rhythm - plant < [ ] @ 1
Glycerolipid metabolism- @ . 2%
Other glycan degradation{ @ . 383
Indole alkaloid biosynthesis [ ]
Terpenoid backbone biosynthesis L ] Qualue
Steroid biosynthesis [ ] 0.0
Tyrosine metabolism-| @
Other types of O-glycan biosynthesis | ° 02
Porphyrin metabolism- @
Anthocyanin biosynthesis - ° 04
Isoflavonoid biosynthesis-| @
Flavone and flavonol biosynthesis ° 06
DNA replication- @
Zeatin biosynthesis 4B 08
Biosynthesis of various plant secondary metabolite... 4
Glucosinolate biosynthesis < °
Isoquinoline alkaloid biosynthesis |®
04 05 06 07
Rich Ratio

Supplementary Figure S6. Bubble map of KEGG enrichment of DEGs in Paulownia foutunei
(PF) and Paulownia foutunei infected (PFI). (A) PF vs PFL (B) PFI vs PFI+SA. (C) PF vs
PFI+SA.
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Supplementary Figure S7. GO classification of DEGs of Paulownia tomentosa (PT) and
Paulownia tomentosa infected (PTI). (A) PT vs PTL (B) PTI vs PTI+SA. (C) PT vs PTI+SA.
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Supplementary Figure S8. GO beneficiation of DEGs of Paulownia tomentosa (PT) and
Paulownia tomentosa infected (PTI). (A) PT vs PTL (B) PTI vs PTI+SA. (C) PT vs PTI+SA.
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Supplementary Figure S9. KEGG enrichment classification of DEGs of Paulownia
tomentosa (PT) and Paulownia tomentosa infected (PTI). (A) PT vs PTL (B) PTI vs PTI+SA. (C)
PT vs PTI+SA.
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Supplementary Figure S10. Bubble map of KEGG enrichment of differential genes in
Paulownia tomentosa (PT) and Paulownia tomentosa infected (PTI). (A) PT vs PTL (B) PTI vs
PTI+SA. (C) PT vs PTI+SA.
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Supplementary Figure S11. GO classification of differentially expressed proteins (DEPs)
of Paulownia foutunei (PF) and Paulownia foutunei infected (PFI). (A) PF vs PFI. (B) PFI vs
PFI+SA. (C) PF vs PFI+SA.
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Supplementary Figure S12. KEGG enrichment classification of DEPs of Paulownia foutunei
(PF) and Paulownia foutunei infected (PFI). (A) PF vs PFL (B) PFI vs PFI+SA. (C) PF vs
PFI+SA.
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Supplementary Figure S13. Bubble map of KEGG enrichment of DEPs in Paulownia
foutunei (PF) and Paulownia foutunei infected (PFI). (A) PF vs PFI. (B) PFI vs PFI+SA. (C) PF
vs PFI+SA.
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Supplementary Figure S14. GO classification of DEPs of Paulownia tomentosa (PT) and
Paulownia tomentosa infected (PTI). (A) PT vs PTL (B) PTI vs PTI+SA. (C) PT vs PTI+SA.
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Supplementary Figure S15. KEGG enrichment classification of DEPs of Paulownia
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Supplementary Figure S16. Bubble map of KEGG enrichment of DEPs in Paulownia
tomentosa (PT) and Paulownia tomentosa infected (PTI). (A) PT vs PTL (B) PTI vs PTI+SA. (C)
PT vs PTI+SA.



