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Figure S1. The total metabolites detected in Xoo-S and Xoo-ZSM. (A) Reproducibility of metabolic
profiling platform used in the discovery phase. Correlation coefficient were higher than 0.995 between
technical replicates. (B) Percentage of the total metabolites in every category. (C) Heat map of differential
abundance metabolites. Yellow and blue indicate the increase and decrease of the metabolites scaled to
mean and SD of row metabolite level, respectively (see color scale).
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Figure S2. Pattern recognition and identification of crucial metabolites. (A) Score plot of the OPLS-
DA model from all detected metabolites. (B) OPLS-DA loadings plot for metabolites.
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Figure S3. The relative abundances of the 9 candidate crucial metabolites.



Table S1. the primers used in this study for qRT-PCR.

Primers

Sequences (5'-3")

Annotation

SDH-hmap-F/R
SDH-fs-F/R
SDH-b556-F/R
SDH-iron-F/R
KGDH-E1-F/R

KGDH-E2-F/R

GCAGGTGGTGCTGGAAGATTACG/
ACGGCAAACACGCTGACGATG
GCTGCTGGATCTGGTGGTGTTC/
AAGGTCTTGTGCGGCTGATTGG

CGTTCGTCGGCATGGGTTGG/
TACGGCACCTCCAGACAGCAG

TGAACATCGACGGCACCAATACG/

GCAGCGGATAGATCGGCACTTC
GCACGACCAGAAGACCGACAAC/
CCATCACCGCTTCTTCGCTGAG
GCCAGTCGTTCGCCGATGTC/
AAGGTGCCGCCATTGGTGATG

succinate
dehydrogenase

a-ketoglutarate
dehydrogenase




