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Figure S1 GO and KEGG enrichment of DEGs responsive to PheOH.
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Figure S2 GO and KEGG enrichment of DEGs responsive to TyrOH.
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Figure S3 GO and KEGG enrichment of DEGs responsive to TryOH.
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Figure S4 KEGG map of MAPK signaling pathway in response to TryOH treatment.
Red and green boxes denote up- and down- regulated genes, respectively, in TryOH-

treated vs un-treated sporidia.
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Figure S5 KEGG map of the AGC (Rim15) signaling pathway in response to TryOH

treatment. Red and green boxes denote up- and down- regulated genes, respectively,

in TryOH-treated vs un-treated sporidia.
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Figure S6 (A) Schematic representation of gene deletion strategy. Dashed lines denote
homologous recombination occurring in the franking regions of SSARO8 coding
sequence, resulting in replacement of hygromycin phosphotransferase cassette (HPT)
in the genome. The restriction enzyme sites and the DNA fragment used as probe for
Southern blotting analysis were labeled in the scheme. Scale bar = 1 kb. (B) Southern
blotting analysis for verification of ssaro8A mutants. Detection of a single band of

approximately 3 kb, and concomitantly disappearance of the wild-type band (1.6 kb)



was diagnostic as the ssaro8A mutants. (C) Standard curve of TryOH and IAA using
serial diluted TryOH (Sigma, 188255) or IAA (Sigma, 12886) solution. (D) Intracellular
level of IAA in the WT sporidia under un-treated (-AOA) or AOA-treated (+AQA)
condition was detected by LC-MS, and calculated based on the standard curve as in (C).
Different letters denote significant difference (p<0.05). n=8 for each condition, over

two biological repeats.
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Figure S7 (A) Proposed tryptophan catabolism pathways in S. scitamineum based on
targeted metabolomics analysis. Trp-dependent |AA biosynthesis pathways include: (1)
IAM; (2) IAN; (3) TPA; (4) IPA; (5) TSO pathway. Presence of pathways (solid lines)

was inferred based on detection of the intermediate metabolites (blue font), while



undetectable metabolites (grey font) indicate that the corresponding pathways may not
be existed (dashed line). IAOX, IAN, IAM, and IPA (black font) were not assessed due
to technical limits, so that we could not conclude whether the corresponding
biosynthesis pathways exist in S. scitamineum. SsAro8 may catalyze Trp to IPA
conversion based on comparison between wild-type and ssaro8A sporidia in terms of
TryOH and IAA contents. (B) Heatmap depicting differentiatially expression of
selected genes encoding the known biofilm formation regulators under aromatic alcohol

treatment conditions. Scale bar represents log2FC values.
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Figure S8 KEGG map of tryptophan metabolism pathway differentially regulated in
the ssaro8A mating culture in comparison to WT mating culture. Red and green boxes

denote up- and down- regulated genes, respectively.



Table S1 Primers used in this study.

Name Sequence (5'—3") Description

SSAROS8-UP-F 5-AGATGAGGGCAGGCGAAGGTTGGT-3'

SsARO8-UP-R 5-TCAGCAAGATCTGCGCAAGTGTCGGTAGCCTTTGGA-3'

SSARO8P2-UP-F 5-CGACACTTGCGCAGATCTTGCTGATAGGCAGG-3' PCR amplification for fused fragment
SsSARO8P2-DOWN-R 5-GCATCAGTTACATAATTCGGGGGATCTGGAT-3' used for targeted deletion of SSARO8
SsARO8-DOWN-F 5-TCCCCCGAATTATGTAACTGATGCAGCTGGCGAATT-3'  gene

SsARO8-DOWN-R 5-ATCAAGTCTTTGGTGACGCAGCCTCGC-3'

HPT-R 5-GGTCAAGACCAATGCGGAGC-3'

HPT-F 5-GCTGCGGCCGATCTTAGCCA-3'

SsARO8-TG-RBF-F 5-TTCCGGATCCGTCTCCCACT-3' PCR verification of SSARO8 deletion
SSARO8-TG-RBF-R 5-TCTTAACCAGCCATCACCAC-3

SSARO8-PROBE-F 5-TGTAACTGATGCAGCTGGCGAATT-3' PCR amplification for probe used in

SSARO8-PROBE-R 5-ATCAAGTCTTTGGTGACGCAGCCTCGC-3' Southern blotting analysis






