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E =0.59, p—val = 0.002
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G0O:0006772, thiamine mp
E =0.56, p—val = 0.003
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G0:0009085, lysine bp
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G0:0009082, branched—-chain aa bp
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G0:0043649, dicarboxylic acid cp
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G0:0001676, long—chain fatty acid mp
E = 0.46, p—val = 0.007
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G0:0006635, fatty acid beta—oxidation
E =0.41, p—val = 0.007
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G0:0009221, pyrimidine deoxyribonucleotide bp
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G0:0019359, nicotinamide nucleotide bp
E =0.38, p—val = 0.015
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G0:0006195, purine nucleotide cp

E =0.38, p—val =0.017
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E =0.34, p—val =0.018
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G0:0009071, serine family aa cp

E =0.34, p—val =0.004
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G0:0009062, fatty acid cp
E =0.3, p—val =0.015
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G0:0009097, isoleucine bp

E =0.29, p—val = 0.005
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G0:0072593, reactive oxygen species mp
E =0.28, p—val = 0.028
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G0:0015937, coenzyme A bp

E =0.28, p—val = 0.002

DN
SH
SN
UH
UN
WH
WN

100

I I
200 300

#removed_genes

400

B

frac_gene_set

Q
—

b
o

0.6

0.4

0.2

0.0

fitness*frac_gene_model




frac_gene_set

1.0

0.2 0.4 0.6 0.8

0.0

G0:0072329, monocarboxylic acid cp

E =0.27, p—val = 0.018
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G0:0071265, L-methionine bp

E = 0.26, p—val = 0.007
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G0:0006631, fatty acid mp

E =0.25, p—val =0.017
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G0:0006656, phosphatidylcholine bp

E =0.25, p—val = 0.004
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G0:0046474, glycerophospholipid bp

E =0.25, p—val = 0.009
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G0:0009138, pyrimidine nucleoside diphosphate mp
E =0.24, p—val = 0.007
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G0O:0006563, L—serine mp
E =0.24, p—val = 0.001
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G0:0043173, nucleotide salvage

E =0.24, p—val =0.024
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G0:0019344, cysteine bp
E =0.24, p—val = 0.026
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G0:0009133, nucleoside diphosphate bp
E =0.23, p—val =0.024
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G0:0009065, glutamine family aa cp

E =0.23, p—val = 0.003
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G0:0046323, glucose import

E =0.22, p—val = 0.001
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G0:0043101, purine—containing compound salvage
E =0.22, p—val = 0.026
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G0:0006536, glutamate mp
E =0.22, p—val = 0.001
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G0:1901136, carbohydrate derivative cp
E =0.22, p—val = 0.025
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G0:0043604, amide bp
E =0.21, p—val = 0.028
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G0:0043174, nucleoside salvage

E =0.21, p—val = 0.027
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G0O:0006591, ornithine mp
E =0.21, p—val = 0.02
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G0:0001678, cellular glucose homeostasis

E =0.2, p—val =0.016
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G0:0046130, purine ribonucleoside cp
E =0.2, p—val = 0.009
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GO0:0097164, ammonium ion mp

E =0.19, p—val = 0.001
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G0:0034637, cellular carbohydrate bp
E =0.19, p—val = 0.009
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G0:0006696, ergosterol bp

E =0.18, p—val =0.014
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G0:0008299, isoprenoid bp

E =0.18, p—val = 0.015
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G0:0031579, membrane raft organization
E =0.18, p—val = 0.015
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G0:0045337, farnesyl diphosphate bp
E =0.18, p—val =0.014
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G0:0006537, glutamate bp

E =0.18, p—val = 0.001
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G0O:0009067, aspartate family aa bp

E =0.18, p—val = 0.007
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G0:0006106, fumarate mp
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