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Assessing functional interaction of mutations
Analysis of potential functional interaction was carried out on the 16 genes non-ambiguously affected by mutations through analysis with the BiNGO version 2.44 [1] software plugin for the Cytoscape 2.8 network analysis software program  [2-4].  Mutant genes were annotated with the complete BiNGO Gene Ontology (GO) file to visualize the full range of known functional relationships between the genes of interest (Supplemental Fig. 6) or the GOSlim yeast annotation file for broader visualization of affected functional categories.   Protein-protein, genetic, co-expression, co-localization, predicted functional relationship, and shared protein domain interactions between products of the genes affected by mutation were explored using the GeneMANIA version 3.2 [5, 6] software plugin for Cytoscape 2.8.  The 20 most related genes as determined by GeneMANIA were included within the interaction network to explore non-direct interrelationships.  Weighting for the GeneMANIA generated interaction map (Supplemental Fig. 7) was based on GO molecular functional relationships, while evidence scoring was based on assigned relevance of the sources used to generate interactivity by the software.  All annotations of genes are based on the Saccharomyces Genome Database (SGD) unless otherwise referenced.  
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Supplemental Table S1. Primers used for PGM sequencing. Primers used to amplify mutated regions and add the adapter regions and key sequence for Ion Torrent sequencing. Adapter region P1 is depicted in bold in the forward primers while adapter region A is depicted in bold in the reverse primers. The key sequence is italicized in the reverse primers.
	Primer Name
	Primer

	SSA1_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGCATCACCAATCAATCTTTCAGTGTC

	SSA1_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGCGTGTGTTGCTCACTTTGCTAATG

	TOF2_F_PGM
	CCTCTCTATGGGCAGTCGGTGATCAGCTGGTCCATGACTTGTTTTG

	TOF2_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGCTTCCATGTCACTTGAATCTTCATTG

	UBP7_F_PGM
	CCTCTCTATGGGCAGTCGGTGATCCATGAAGTTGAGTAAACTTGGTAGG

	UBP7_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGGGCAATCCCATGCATTTTCACC

	YNL058c_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGGAAGGTCTCTTCTGACCAGC

	YNL058c_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGCTAGACTCATACCTTGTCAAAAGTTC

	MAL11a_F_PGM
	CCTCTCTATGGGCAGTCGGTGATCCTTCCATAACCAGGGTAGTAG

	MAL11a_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGGCTAACAGCGAGGAAAAAAGCATG

	MAL11b_F_PGM
	CCTCTCTATGGGCAGTCGGTGATCCATATAAGTCGTGATTTGCAAACC

	MAL11b_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGGGAGGGTTCTTACGAAATTACTTCC

	GDH1a_F_PGM
	CCTCTCTATGGGCAGTCGGTGATCCTCTTTGGAAGACTCTACTCTTTTC

	GDH1a_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGCCCAGGTGACTCTGAATTGTATG

	GDH1b_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGTCAGAGCCAGAATTTCAACAAGC

	GDH1b_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGGCAAAACCTTTCTGTATTCTGGGTG

	GSH1_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGTATATTTTCGATACTCTAAACCACCC

	GSH1_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGGCTGGAGTAGTTGGATCTTTCC

	DOP1_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGCTCGACATTAGCACGAAACTTC

	DOP1_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGGGATCGACAAAAAATGTCCTTACCAC

	SGO1_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGCATGAATCAAGTTTTAACAAGGACG

	SGO1_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGCGGTTTCGTCTTCAGGTTCTAAAC

	BCS1_F_PGM
	CCTCTCTATGGGCAGTCGGTGATCGACATGGTAGATTGAGGGC

	BCS1_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGGTAAAGATTTCCACTCTTCTATATTTGC

	RPB11_F_PGM
	CCTCTCTATGGGCAGTCGGTGATCGGATAGCAGCATTATCCATGAC

	RPB11_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGGAATTTACAGACTACTGGAGAGGG

	FIT3_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGTGTGTTATTAAAATTTTTTTATTCTAACATAACTTCG

	FIT3_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGCCGTCATGTTATTGTAAATGATATGTG

	ARO1_F_PGM
	CCTCTCTATGGGCAGTCGGTGATCCCTGCTGATCAACAGAAAGTTG

	ARO1_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGGATTTTACATTGACCTTCACCGAGG

	ART5_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGCAGTACAAGCAACCAAGATATGG

	ART5_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGCTTCGAATTATTTTGTTGAAAACAGGG

	NRG1_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGCAGTCTTATTTAATTTGTGTTTTAGTTCATTC

	NRG1_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGGGAAACGTTGAAATAAGCCCGG

	PBP1_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGGAAAGAACAAAAAGAAAGATAGAAGAAAAC

	PBP1_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGCGTTTTTGTAAAGCAGTTCTTAAATCG

	STE5_F_PGM
	CCTCTCTATGGGCAGTCGGTGATGGTCGCTCCATTTGGCTATC

	STE5_R_PGM
	CCATCTCATCCCTGCGTGTCTCCGACTCAGCCCTTTCTTCTGTTAGAAATAGGC


Supplemental Table S2.  List of  primers  used  to  integrate  the  mutation  found  in  UBP7  into  the chromosome.

	Primer names
	
Primer sequence

	UBP7mut_1
	CCATGAAGTTGAGTAAACTTGGTAGGTCTACTGAGAAAAGAGTTAAGTTAGAGG

	
UBP7mut_2
	ACGAAGTTATATTAAGGGTTGTCGACCTGCAGCGTACGAAGCTTCAGCTGGGTGACAAA GATAACATTCACAAGAG

	UBP7mut_3
	CTCTTGTGAATGTATCTTTGTACCCCAGCTGAAGCTTCGTACGCTG

	UBP7mut_4
	GGAACACTGCCAGCGCATC

	UBP7mut_5
	GATGCGCTGGCAGTGTTCC

	UBP7mut_6
	CATCAAGACGTTTGGTGTCTAAATCGGCCGCATAGGCCACTAG





