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Sequence coverage, # peptides and heavy/light ratio of KRas4a/b
Sequence . Heavy/Light

Samples coverage (%) # Peptides ratio
KRas4a WT_Forward 75 21 100
KRas4a WT_Reverse 83 23 0.01
KRas4a G12D_Forward 75 21 100
KRas4a G12D_Reverse 77 22 0.01
KRas4b WT_Forward 83 22 100
KRas4b WT_Reverse 77 21 0.01
KRas4b G12D_Forward 83 24 100
KRas4b G12D_Reverse 79 23 0.01

Figure S1. (a) KRas expression levels from each SILAC sample. (b) Sequence coverage, number of

peptides, and heavy/light ratio of KRas from each SILAC result.
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