Supplementary Figures

vacuolar transport extracellular transport exocytosis...
DNA processing mitochondrial transport

stress Fe%lygo%\éde nuc'?osrkterlaqsﬁoétependent transport
cellular i mrqort
Q o al

flcatlon
s S _O&d vesicu ransport

other, Hroteln”sy )§
=X, extracellular secretion proteins

aminoacy! tRNA synthetases .,‘
ribosome biogenesis

translation J

protein targetmg sorting translation
Iytlc %radatlon

$ amino acid metabollsm
3 nucleotide metabolis
Q Lipid, fatty-acid.. metabollsm
F otéin mo Q ‘C-compound...metabolism
asser_nbfy of protein complexes Q8 v,. phosphate metabolism
protein oldlng and stablllzatlon
|fferent|at|on
cell growth morphogenems

cell death

cell wall org
cytoskeleton org
endoplasmic reticulum
vacuole or lysosome org
nucleus orP :

ng

C-compound...transporters

amino-acid transpo ers

Other...cellular orgamzatlon

dperoxmomal transport
FL% transporters

\ ? SpoFters, .

ycolysis gluconeogenesis

er energy generation

metabollsm of energy reserves

respiration

tricarboxylic acid pathway

MAPK RNA ransport
tRNA transcnptlon |on|c homeostasis
— Cell cycle rRNA tr nscri ensing and response

o
Diauxic shift ert arl'nscrlptlon acﬁw%

Environmental stress

@ Cell Cycle & DNA Processing (O Metabolism (O Protein Fate

O Cell Rescue, Defense, and Virulence O Transport Facilitation . Control of Cellular Organization

O Cellular Transport & Transport Mechanisms . Energy . Communication, Signal Transduction
O Subcellular Localization O Regulation of / Interaction with Environment O Cell Fate

O Protein Synthesis O Transcription . Protein Activity Regulation

Figure S4. Summary of results obtained using the MSA TFBS data set.

Each node represents a module. Node color represents the corresponding top-level MIPS
category (see legend). Edge color represents the expression data set in which the
interaction was identified: purple = cell cycle, gray = diauxic shift, turquoise =
environmental stress, green = MAPK.
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Figure SS. Comparison of MSA and Chip2 Results

Module connectivity by expression data set: MSA TFBM data
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Module connectivity by expression data set: Chip2 TFBS data
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Figure S6-B. Distribution of Module Connectivity (Chip2) by Expression Data Set

TF utilization by expression data set
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Figure S6-C. TF utilization by expression data set
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Figure S7. Subset of modules in S4 that are coordinated with the Cell cycle module
(all TFs from MSA data set)

Each node represents a module; see color key in Fig. S4. Edge color represents the
expression data set in which the interaction was identified, as in Fig. S4. Each edge is
labeled with the TF that mediates the interaction (TF color corresponds to the expression
data set with which the interaction was identified), as follows: 186 = PAC; 192 = MCM1;
193 = SFF; 195 = mRRPE3; 196 = RPN4; 197 = SFFp; 200 = GCR1; 201 = MCB; 202 =
mMEREI11; 207 = MATALPHA2; 209 = STREp; 211 = CSRE; 220 = REB1; 235 =
ECB; 237 = SCB; 238 = SWIS.
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Figure S8. Module pairs found to be coordinated using both the MSA and Chip2
TFBS data sets.

Each node represents a module; see color key in Fig. S4. Edge color represents the
expression data set in which the interaction was identified, as in Fig. S4. Each edge is
labeled with the TF that mediates the interaction (TF color corresponds to the expression
data set with which the interaction was identified), as follows (where a superscripts “1”
and “2” signify the Chip2 and MSA data sets, respectively): 1 = ABF1'; 9 =BAS1'; 13 =
CIN5'; 21 =FHL1'; 23 = FKH2'; 27 = GAT3'; 38 = HAP4'; 43 = HSF1'; 53 = MBP1';
64 =NDDI'; 65=NRG1'; 70 =RAP1'; 90 = SMP1'; 94 = STE12'; 97 = SUM1'; 98 =
SWI4'; 99 = SWI5'; 100 = SWI6'; 106 = YAPS'; 185 = RAP1%; 186 = PAC?; 192 =
MCMI1?; 193 = SFF%; 194 = HAP2/3/4%; 195 = mRRPE3?; 196 = RPN4%; 197 = SFFp’;
201 = MCB?; 202 = mMERE11%; 203 = HSE?; 208 = MCM 1-short’; 211 = CSRE?; 227 =
ABF1%; 228 = rRSE10%; 230 = mRPE68’; 235 = ECB?; 238 = SWI5’; 242 = mMERE4’;
244 = STE12%.
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Figure S12. Utilization of TF pairs
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Figure S13. Number of Partner TFs for each MSA TF
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Figure S15. Number of Promoter Targets for Each MSA TF
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Figure S17. Number of Promoter Targets for each Chip2 TF
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C compares the inter-module coherence of
target genes to that of non-target genes. If
the TF coordinates a module pair, it may

Convergence Score (C)

“draw together” its target genes in both

modules, as shown to the right and in the

alternative representation below.
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module 1

Target genes in
module 2

Randomly
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red arrows
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(%)
=5
oo

expression space

Figure S18. Convergence Score Diagram




Distinctness Score (D)

D quantifies the difference in expression
profiles between the target genes and the
non-target genes, shown to the right.

D is computed by
comparing the
coherence, within
the aggregate target
genes (numerator) to
that between the
aggregate target
genes and the
aggregate non-target
genes (denominator)

TE
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nrafile
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orofile

Expression space

Red arrows represent
coherence within target genes

Aggregate non-target genes

Aggregate
target genes

The blue arrow is shorthand for the
distances between genes from each
group
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Figure S19. Distinctness Score Diagram




