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Increased glucose transport

geneName M1 geneName M1
YDL014W 0.86453 YPL012W 0.61844
YEL055C 0.4553 YPL217C 0.63579
YER043C 0.49913 YPR010C 0.6304
YER055C 0.5562 YGL008C 0.67454
YER110C 0.7621 YGR279C 0.49907
YGR151C 0.64637 YGL202W 0.53264
YHR019C 0.40517 YHR143W 0.62188
YHR128W 0.66575 YCR031C 0.44045
YJL050W 0.44949 YOR133W 0.61391
YKL014C 0.58164 YER086W 0.43071
YKL056C 0.56998 YJL193W 0.60967
YKL081W 0.50801 YLR180W 0.90027
YLR048W 0.44339 YDL055C 0.56743
YLR197W 0.61414 YJL130C 0.47205
YLR432W 0.74487 YOL136C 1.20308
YML056C 1.0567 YJL158C 0.5109

YMR217W 0.48361 YGR138C 1.33834
YMR305C 0.84736 YJL109C 0.60099
YNL112W 0.73777 YPL126W 0.40016
YNL141W 0.98249 YGL012W 0.69571
YNL209W 0.69188 YOR327C -0.52334

YLR214W 0.64082

geneName M1 geneName M1 geneName M1 geneName M1
YDL169C -0.69273 YCR061W -0.6678 YBR026C -0.9584 YMR304W -0.6431
YDR256C -3.24056 YDL214C -1.1777 YBR169C -0.6048 YMR322C -1.5675
YKR067W -0.6086 YER015W -1.3453 YBR241C -0.5362 YMR323W -1.6685
YLR216C -0.32929 YGL006W -0.3579 YBR285W -0.8041 YNL009W -1.9202
YMR103C -0.5317 YGL205W -2.1596 YDL085W -1.837 YNL115C -0.6807
YDL215C -1.18596 YGR205W -0.6466 YDL110C -0.6915 YNL200C -0.6539
YJR148W -0.54803 YIL055C -0.9857 YDL204W -1.1627 YNL270C -0.8539
YKL148C 0.39647 YIL057C -3.1818 YDR074W -0.5417 YOR161C -0.7794
YLR438W -1.20136 YIL155C -1.0981 YDR223W -1.9054 YOR173W -0.7623
YNL117W -1.67227 YKR009C -2.2916 YDR533C -1.1467 YOR185C -0.7015
YOR100C -2.16356 YML089C -0.9997 YER121W -1.9314 YOR215C -0.7177
YOR348C -0.63837 YMR107W -2.4425 YFL006W -0.4671 YOR388C -2.7347
YPL201C -2.42042 YPL147W -2.3221 YGR043C -1.9696 YPL017C -0.4301

YPR001W -3.2346 YER024W -1.2695 YGR044C -0.4277 YPL036W -1.5596
YAL054C -2.71345 YBR270C -0.3855 YGR201C -0.8227 YPL113C -1.0173
YBR046C -0.77676 YKL199C -0.3204 YGR236C -2.7181 YPL276W -2.5318
YCR010C -4.11999 YFL055W -0.8508 YGR256W -1.2455 YFL054C 0.5886
YDL174C -0.40931 YIL136W -0.9999 YHR140W -0.5171 YDR534C -0.5597
YDR018C -0.48702 YJR061W -0.477 YIL124W -0.5603 YER054C -1.5656
YER136W -0.45876 YLR174W -0.9156 YJR036C -0.7476 YHR137W -2.168
YGL156W -0.91602 YML054C -0.9645 YJR096W -0.7211 YKL107W -1.6409
YIL087C -0.40587 YOL147C -0.5652 YKL151C -0.9238 YPR002W -2.176
YIL099W -0.91588 YPR006C -1.743 YKL187C -2.7113 YIL107C -0.7635
YIL160C -2.86518 YPR151C -1.0318 YLL026W -0.6762 YOR120W -0.8791
YLR284C -1.33157 YER093C -0.3067 YLR080W -0.8144 YLR290C -0.4265

YML042W -2.9355 YIR016W -0.7396 YLR164W -1.5189 YDR070C -2.1763
YMR110C -0.66489 YJR008W -0.9751 YLR178C -0.869 YER096W -1.1234
YMR160W -0.34164 YBR214W -0.5284 YLR273C -0.6689 YMR196W -0.7752
YOR180C -0.97126 YDR099W -0.3509 YML004C -1.0543 YAR027W -0.397
YPL222W -0.86633 YER066W -0.3839 YMR053C -0.6913 YGL121C -0.966
YNL202W -1.7003 YML131W -1.053 YMR250W -0.9725 YJR099W -0.4489
YOR328W -0.95971 YMR090W -0.8184 YMR271C -0.8459 YGR294W -0.6648

YHL032C -1.1805 YDR294C -0.3903

Induced

Induced Repressed

TPK1/2/3
-0.49/-0.26/-0.02

Supplementary Figure 1.  Simplified diagram of the cAMP signaling pathway showing a potential scenario for the activa-
tion of PKA signaling pathway caused by the nonsense mutation in MTH1 present in the M1 adaptive strain.  Mth1 normally 
represses HXT transcription via Rgt1.  The log base 2 gene expression data for the components of the signaling pathway are 
shown below or next to each gene.  The tables labeled “induced” or “repressed” are significantly perturbed genes (see 
Methods) in our dataset that are either induced or repressed in the activated Gpa2 and Ras experiments in Wang et al.  The 
genes whose expression was significantly induced in M1 are highlighted in red, while significantly repressed genes are 
highlighted in green.  Only one gene in the “induced” and two genes in the “repressed” set differ between our data and 
Wang et al data.  The consistency between the datasets suggests that the PKA signaling pathway is increased in M1 relative 
to the original parent.


