Supplementary table 1

Protein Uni_prot Identification _Number qf Sequence
Accession Code Score* unique peptides Coverage (%)
PN t s
%’Ri_trr;ine aminotransferase Q3UKT3 215 20 49
a‘l’_%hggf dehydrogenase 2 Q544B1 178 16 32
?X\:SR,JE%OA acetyltransferase Q8QZT1 323 16 44

*Identification score was calculated by MaxQuant and it is derived from peptide posterior error probabilities.
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