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Supplementary Figure S2

TMHMM posterior probabilities for WEBSEQUENCE
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Supplementary Figure S3

Relative transcript levels
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Supplementary Figure S4

Name Position |Kinase |Peptide Threshold |Risk-Diff.
68 AMPK NHSQSILKL 3.3 4. 32
85 AMPK PKPSSFSRN 3.3 3.37
107 AMPK SNORSGSGW 3.3 3.93
109 AMPK IOQRSGSGWFE 3.3 4.64
139 AMPK RONVSSILL 3.3 5.08
193 AMPK HRRVSIIFL 3.3 7.00
208 AMPK RRMVSMLAN [3.3 5.33




