Seed sets

Seed sets

Seed sets

=
o
o

80

Dosage Growth Defect

|
CTF18. __ L 4
S ST == ORC4
4 1 SO
, / ~ ~
S0 W S~ ‘Q
7’ 7 1 4
A IR RN ORC6
7 1 O
be. .’ / 1 L
@ / 1 CDC45 y 5
MCM3 [ L)
’ VN @ ORC3
7 \ 2
o \./ ll \CDC6
e 1 i \
CDC46? LA
1 ) \
/ Y
/ @ \
’ 3 1 \
/7 MCM2—) \ o
.' | \ &
L L B T~ 5 <
0.2 0.4 0.6 08 SLD3 @° je @
Interaction predictive power (AUC) DBF4| MCM NOP7
. e CBF2 .
Dosage Lethality £, ﬁ ]
~._ CBFi
N
’ <
. [ TR
DSN1 CEP3 IR
@ ket N
MTW1 , J MIF2 N
TFIg oo ___ N
------------- @
™ . ’jHHT1‘|
r\%u IML3 P e
@ N >
om2f ™ot AN (i
Pra Sy @* SsPTi6
e 7 Mtma L |cPCs
- A \
.' -7 ,/ < \
CHL4 OKP1 s @° o ;
A o @
e HIR2
/, /. 7 o
a -7 AME1| / [
@ ) X / POB3
‘ | LR /
0.2 0.4 0.6 0.8 CM2 /!
Interaction predictive power (AUC) @ v
NKP2

Dosage Rescue

0.2

0.4 06 0.8
Interaction predictive power (AUC)

AUC=0.94

AUC=0.91



2000

—
ul
o
o

Seed sets
=
o
o
o

Seed sets

f=)]
o
o

Seed sets
ey
o
o

Synthetic Growth Defect

0.2 0.4 06 08 1.0
Interaction predictive power (AUC)

Synthetic Lethality

0.2 0.4 06 0.8
Interaction predictive power (AUC)

Synthetic Rescue

06 08
Interaction predictive power (AUC)

0.2 0.4

D )

® @-

@+ NUP42  NUPii6
NUP100
.:. le.

3 F - )
@ DEUPQ == ILNP11
NUP1 e

’a’ // 7/ II
- 7
@0~ /,‘6 ///
VI i

o UPBg S« Nup14ab’

v/ 7
NUP188 3% 7@

o @ ,/ SEC13

< UP138. SEH1 ~ -@®
./0/ UP8
NUP49

AUC=0.93
@
L SNT309
\\\\
\\
N
@
; CEF1
/,Q/
PRP19
@~
SYF2
e e £
y e 4 ‘Q
BRR2 c?\’/cz ISY1 CWC22
AUC=0.94
jo @°
PUP3 PUP1
@ @~
@ (PREG p.
HPT1 “./ \\' g y
o PRE1 % \J4-
RPN12 .., 1%:7 SPRE2 . i ‘/\.
SCLA .f. =
[ M PRE@ / 53,\73
RPNS \
; @° @
U‘éa PUP2|: - -~ - ~IRC251
il AUC =0.91



ic Enhancement

Seed sets

0.2 0.4 06 08
Interaction predictive power (AUC)

Phenotypic Suppression

Seed sets

0.2 0.4 06 0.8
Interaction predictive power (AUC)

o/
RAD3 / o
// MEC1
’ -7
e -9
= ) I’” /.
:PSY2|-——‘RAD9
LemeA
v oS
\ \\
\ S
\ ~. \as
\ .o
pAP EA’D@
o
AD2

7 .“.
Va4 )
X~ DUN1
/
/
/
/") \.
RADS. D17
‘./"‘/
MEC3AUC=090
Q‘Q
TEL1
Q‘Q
RAD53
./‘./
MEC3
QQ
DBCT AUuC =091

Figure S2. Yeast functional networks are predictive for diverse genetic interactions. The hori-
zontal bar plots on the left hand side show the number of predictive functional net clusters for each
genetic interaction. Each bar is a seed set, which is a group of genes all known to share genetic
intearctions with a particular gene. If the gene group is clustered in the yeast functional network,
then it is predictive of additional novel genetic interactions as measured by the AUC, the area
under a receiver operating characteristic curve. On the right are highly predictive functional net
clusters for each genetic interaction type, with genetic interactions and functional connections
indicated by dotted and solid lines, respectively. For clarity, only edges above a weight cutoff and
genes with more than one interaction to the seed set are shown. In the case of phenotypic suppres-
sion for instance, the seed set consists of the gene group CHKI1, MEC1, RAD9, RADI17 and
RAD24, which are all known to phenotypically suppress PSY2.
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