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1 Supplement 1: STIR scores versus the original differ-
ence from Relief-based scores
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(B) Interaction Effect Simulation
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(B) Interaction Effect Simulation

Figure 1: Correlation values of STIR pseudo t-statistic and the original Relief-based scores (diff
function) are above 0.98.
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2 Supplement 2: Functional interaction network

ACRV1

ADAMDEC1

AGL

ALS2CL

APOBEC3C

ATN1

B4GALT7

CCDC90B

CEACAM3

CETN3

DMWD

DRD2

DSTYK

FBXL2 FEVGDPD3

HAP1

HECW2

HEYL

MADCAM1

MAP3K10

MED10

MED16

MED19

MED20

MED29

MED4

NHLH1

NIPSNAP3A

OSBP2

PHKB

PIBF1

PLA2G2D

PRG2

RBPMS

ROR2

SCP2
SLC35A3

SUCLA2

TP73

TTC37

UBA3

WNT1

CYP2A6

Figure 2: Predicted functional interaction network from STIR-detected seed genes (red nodes)
from Table 1(main text). Additional genes (black nodes) and functional interactions predicted
from the Integrative Multi-species Prediction Tool v2.0 ([1]).
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