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Figure S1. U. maydis cells in quenching solution.

Figure S2. Comparison between CE, CM and SC extraction method.
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Figure S1. U. maydis cells in quenching solution. (A) Saline Buffer, (B) MeOH. The cells accumulated in MeOH
but not in SB. The pictures were taken under a microscope with the magnification of 1000 times.

A m102RsD E202RSD>10 B :2
@m302RSD>20 E@RSD>30 mCE OC™M BsC

45

30

15

2-PG 3-PG 6PG  DHAP  E4P F6P G3pP G6P PEP Ri5P  Ru5P Ss7p

CE cm sC (x1000) (x500) (x200) (x500) (x1000) (x20) (x10) (x500) (x10) (x500) (x10)

Figure S2. Comparison between CE, CM and SC extraction method. (A) RSD values and (B) relative abundance
of phosphorylated metabolites. Each data point represents the average of three biological replication with the error
bar indicating the standard deviation. Normalized peak intensities of some metabolites were multiplied for data
visualization



