Gu: Deconvoluting AMPK adenine nucleotide binding and sensing

Supplemental Table 1: Complete AHDX-MS peptide list for the y1-subunit. Resolved peptides are listed in the first column and % changes in
HDX are indicated by numbers and heat map color.

Sequence Charge Start END WT a1B2y1 AMPK without added nucleotides versus CBS4 only CBS3 only CBS1 only
2.5 mM AMP 2.5 mM ATP Non-stress AXP Stress AXP +2.5 mM AMP
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