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Fig S1: IBC gene signature expression using dimension reduction method. Linear dimension
reduction using PCA. Here, x-axis corresponds to the first principle component and y-axis
corresponds to second principle component. The variance explained by each of the component has
been included in the plot. (A) GSE22597 (B) GSE5847
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Fig S2: IBC gene signature expression using non-linear dimension reduction method uMAP. The
data have been projected in two dimensions X1 and X2. (A) GSE45581 (B) GSE22597 (C) GSE5847



A Logistic Regression Model: IBC and n-IBC
GSE22597 GSE45581 GSE5S847
Genes | Deviance | Accuracy | Genes | Deviance | Accuracy [ Genes | Deviance | Accuracy
1 SCIN 79.072 0.768 DAB2 18.283 0.850 SLC24A1 46.587 0.803
2 0oTuB2 81.015 0.768 FOS 26.417 0.875 SF3A1 49.414 0.787
3 ADI1 84.817 0.695 ccocn 28.116 0.825 JAK3 50.280 0.820
4 TRIM36 | 87250 | 0744 | CENPT | 29.204 | 0.825 |ATPSMC2P1| 50776 | 0.770
5 RBKS | 88719 | 0744 | SETD5 | 29354 | 0850 | TUBB1 | 50804 | 0705
6 GFRA1 | 88723 | 0.707 MTG2 | 20537 | 0850 AGI3 | 51341 | 0754
7 PKP4 | 89.243 | 0756 | ASGR1 | 20742 | 0875 | AGAP2 | 51610 | 0770
8 BRMS1 | 89283 | 0707 | ACVRL1 | 29793 | 0.800 YIPF6 | 51774 | 0.803
9 SPTB | 89464 | 0780 |LINCO1667 | 30.057 | 0825 ZFX 52292 | 0.770
10 SRP72 | 89666 | 0732 | ADGRFS | 30.755 | 0775 | HMGCS! | 5275 | 0.770
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Figure S3: Features of the top LR predictors. (A) The top 10 predictors for the GSE 22597 (blue), GSE 45581
(yellow), and GSE 5847 (red) datasets were identified based on their minimal deviance values. Leave-one out
predictive accuracy is reported for each top transcript. (B) GSE5847 PCA using top 100 LR predictors based on
GSE22597 and GSE45581. (C) GSE22597 PCA using top 100 LR predictors based on GSE5847 and GSE45581.
(D) GSE45581 PCA using top 100 LR predictors based on GSE22597 and GSE5847.
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Fig S4: Correlation between ssGSEA score (78 GES and 109 GES) and EMT scoring methods. A)
GSES5847 B) GSE22597. Pearson’s correlation R and p-values high-lighted above each scatter plot (blue —
niBC , red — IBC).



50 GES ssGSEA

' ' ' @ . L
10 5 0 5 10
GS76_score
R = 0.24; p=0.31
R=0.36;p=0.12
200-
.

Bt
o '. »
150~ 3
o
1.25-
1.00- %
' s ' l .
0.00 025 050 075
MLR
R =0.51; p=0.02
R=0.21;p=0.37

50 GES ssGSEA

50 GES ssGSEA

02 00
KS_score

132 GES ssGSEA

132 GES ssGSEA

132 GES ssGSEA

R = 0.33; p=0.16
R =-0.20; p = 0.40

03-
2
00- L T
03- pralesyTy
. o= e
10 5 0 5 10
GS76_score
R=-0.22; p= 0.35
R=0.22;p=0.39
050~ =
0.25-
!
0.00- g& =
(1 1
-0.25- a4
0.50 ~ ===tz t
0.00 025 050 0.75
MLR
R =-0.23; p= 0.32
R =0.20; p = 0.40
0.50- o
0.25-
)¢ .
0.00- ‘r_’;__',,.-—*
N v
.
0.50 =i e st o s @
04 02 00
KS_score

R =-0.37; p=0.11
R=027;p=0.25

5.00-

475~ °
b
450~
4.25- . -
.

78 GESssGSEA

10 -5 0 5 10
GS76_score

R = 0.25; p=0.28

R =-0.52; p<0.05

48~

-~
-
'
.
."
®e

»

78 GESssGSEA
o

000 025 050 075
MLR
R = 0.32; p=0.28
R=-0.10; p = 0.66

78 GES ssGSEA

0.0
KS_score

109 GES ssGSEA

109 GES ssGSEA

109 GES ssGSEA

IBC
non_IBC

45- i

40 5 0
GS76_score

R = 0.20; p=0.41
R=-0.11; p = 0.66

. * ™
o

.
270 =g

?
.
o "%

21"=en i

24-

MLR
R = 0.27; p=0.25
R=0.34; p=015

550- . A

e o
475~ e

525
5.00-

450- ., * '
04 -02 00
KS_score

Fig S5: Correlation between ssGSEA score and EMT scoring methods in GSE45581.
Pearson’s correlation R and p-values high-lighted above each scatter plot

(blue — nIBC , red — IBC).
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Fig S6: ssGSEA scores and EMT score spearman's correlation in GSE22597. (A) IBC (B) nIBC
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Fig S7: ssGSEA scores and EMT score spearman's correlation in GSE45581.(A) IBC (C) nIBC
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Fig S8: ssGSEA scores and EMT score spearman's correlation in GSE5847. (A) IBC (B) nIBC
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Fig S9: EMT scores across IBC and nIBC groups. (A) GSE22597 (B) GSE45581 (C) GSE5847

Supplementary table legends

S1: LR top 2000 predictors

S2: EMT scores

S3: Clustering accuracy of different combination of variables



