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Fig S1: Representative MS/MS spectra of succinyl peptides from glyoxylate and dicarboxylate metabolism, glycine, serine and threonine metabolism related enzyme glyA. (a) Succinyl-peptide _VEK(su)VIESVHIAANK_ with succinylation site at K407 related enzyme glyA (CSA025613.1). (b) Succinyl-peptide _ADTEGPK(su) IK_ with succinylation site at K488 related enzyme glyA (CSA026298.1).
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Fig S2: Representative MS/MS spectra of succinyl peptides from glyoxylate and dicarboxylate metabolism, glycine, serine and threonine metabolism related enzyme AGXT (CSA035317.1). (a) Succinyl-peptide _TIIEDVK(su) K_ with succinylation site at K52 related enzyme AGXT. (b) Succinyl-peptide _AIEASK(su) TAK_ with succinylation site at K223 related enzyme AGXT. (c) Succinyl-peptide _VAGK(su)VFR_ with succinylation site at K353 related enzyme AGXT.
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Fig S3: Representative MS/MS spectra of succinyl peptides from glyoxylate and dicarboxylate metabolism, glycine, serine and threonine metabolism related enzyme GGAT (CSA000918.1). Succinyl-peptide _ASEIQK(su) EGK_ with succinylation site at K35 related enzyme GGAT.
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Fig S4: Representative MS/MS spectra of succinyl peptides from TCA cycle related enzyme LSC1 (CSA028548.1). (a) Succinyl-peptide _VICQGITGK(su)NGTFHTEQAIEYGTK_ with succinylation site at K67 in TCA cycle related enzyme LSC1. (b) Succinyl-peptide _MVGGVTPK(su) K_ with succinylation site at K90 in TCA cycle related enzyme LSC1.
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Fig S5: Representative MS/MS spectra of succinyl peptides from TCA cycle related enzyme LSC2 (CSA034848.1). Succinyl-peptide _GIGTFK(su)NGIK_ with succinylation site at K89 in TCA cycle related enzyme LSC2.
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Fig S6: Representative MS/MS spectra of succinyl peptides from TCA cycle related enzyme DLD (CSA010160.1). (a) Succinyl-peptide _GIEGIFK(su) K_ with succinylation site at K146 in TCA cycle related enzyme DLD. (b) Succinyl-peptide _NK(su)VNYVK_ with succinylation site at K149 in TCA cycle related enzyme DLD. (c) Succinyl-peptide _VNYVK(su)GYGK_ with succinylation site at K154 in TCA cycle related enzyme DLD. (d) Succinyl-peptide _IGVETDK(su)VGR_ with succinylation site at K334 in TCA cycle related enzyme DLD. (e) Succinyl-peptide _TEEQVK(su)TIGVDYR_ with succinylation site at K411 in TCA cycle related enzyme DLD. (f) Succinyl-peptide _AK(su)AIDDAEGIVK_ with succinylation site at K431 in TCA cycle related enzyme DLD. (g) Succinyl-peptide _IVAEK(su)ETDK_ with succinylation site at K446 in TCA cycle related enzyme DLD.
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Fig S7: Interaction network of succinylated proteins associated with (A) glyoxylate and dicarboxylate metabolism, (B) TCA cycle and (C) glycine, serine and threonine metabolism.
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