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Supplementary Figure 1. Survival analysis for subgroups according to variable in nomogram. (A-C) Kaplan-Meier curves of BCR
ABL1 fusion status and comparison of the survival outcomes between the high-risk and low-risk groups in different BCR ABL1 fusion gene
status. (D) Kaplan-Meier curves based on WBC count at diagnosis, which were divided into 4 groups: "<100", "100-200", "200-300", and ">
300" according to the WBC count (*109/L).
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Supplementary Figure 2. Validation of the model with the internal validation set (n=126). (A) Distribution of 8-IncRNA-based
signature scores, INcCRNA expression levels and patient survival durations in the internal validation set. (B) Kaplan-Meier curves of OS based
on the 8-IncRNA signature. (C) ROC curve analyses based on the 8-IncRNA signature. (D) Calibration curves of the nomogram for the
estimation of survival rates at 3, 5, and 7 years. (E) ROC curves according to the nomogram and IncRNA signature score. (F) Kaplan-Meier

curves of OS according

to the total risk score.

WWW.aging-us.com

AGING



>
o0
O

e s ° e,
o | ® High risk ' - 3-years
8 ©7* Lowrisk ' ~
2 oo ' & 3 °
% <4 : R 2 o]
z . J ! 3 ° -
. o . S — — z 34 331 Gray: ideal
1 2 ] 4 ] -
0 00 00 . %0 90 % < o ~ Based on observed-predicted
Patients (increasing risk score) § - © X - resampling optimism added, B=093
9 o4 o] n=426 d=105 p=5, 142 subjects per group
7 ey T T T T 1
E o f—AUColSyearsurvwal 0.856 0.0 02 04 06 08 10
2 o] = . AUC of 4 year survival: 0.863 Nomogram Predicted Survival
% o 4 e — AUC of 5 year survival: 0.870
E o . — AUC of 6 year survival: 0.861 e -
E ¥4 sS4} AUC of 7 year survival: 0.846 5-years
o T T T T T T = @4
5 = 00 02 04 08 08 10 8 e
1-Specificity % 2
Patients (increasing risk score) C 3 <]
g° ray: ideal
g ] - Based on observed- ptedlc(ed
omweT N ‘g’ﬁ " 1.00 'ﬁ,-\____\__‘_—- - X - resampling optimism added, B=994
8§ === c = o Hig \% o] ~ n=426 d=105 p=5, 142 subjects per group
— ow > S 4 . . . . .
type Z 075 00 02 04 06 4] 1.0
AL132639.3 § M Nomogram Predicted Survival
a " ———
uncoizzs 5 %% 5 o001 =R
AC114490.1 5 =
@ 025 = signature_score=High % o1
HDAC2-AS2 €
= signature_score=Low g e
LINC00630 000 s °
0 1000 2000 3000 4000 5000 S 34
TTC28.AS1 e 3s Gray: ideal
AL356509.1 . Number atrisk o Based on observed-predicted
B 213 152 109 55 1 0 < X = resampling optimism added, B=992
FUTBAS1 & —|213 190 152 1a 0 0 ol =426 d=105 p=5, 142 subjects per group
S T T T T J
0 1000 2000 3000 4000 5000 0.0 0.2 04 06 08 10
Time Nomogram Predicted Survival
2 3years 1 syears 1 7years 1001 At iy
< | J ] 2075
=] 3 \
£ ~
2 ° .
g oo | ] ] 5050 ————
B g p <0.0001
@ e
-4 - @ 025{ == risk_level=Low
g = | 4 4
£ ° = risk_level=High
& 0.00
o7 1 1 0 1500 3000 4500
-— s [nature score (AUC=0.856) —_— s: nature score (AUC=0.860 - signature score (AUC=0.846
R ABL1 Statlis (AUC=05 )19) R ABL1 Status (AUC=0 5%3) BﬂR ABL1 Status (AUC=0. 5)11) Time
(AUC= & C ( =0 7(1& WEC (AUC=0. 7|0d Number at risk
2 | = e (AUC 813) J -— lo(al ‘score (AUC=0.824) J - Iotal ‘score (AUC=0.823) =
L -1 202 119 54 1
T T T T T T T T T T T T T ®
00 02 04 06 08 10 0.0 02 04 086 08 10 0.0 02 04 06 08 1.0 B = |224 197 15 0
False positive rate False positive rate False positive rate 0 1500 - 3000 4500
ime

Supplementary Figure 3. Validation of the model with the entire dataset (n=426). (A) Distribution of 8-IncRNA-based signature
scores, IncRNA expression levels and patient survival durations in the entire set. (B) ROC curve analyses based on the 8-IncRNA signature. (C)
Kaplan-Meier curves of OS based on the 8-IncRNA signature. (D) Calibration curves of the nomogram for the estimation of survival rates at 3,
5, and 7 years. (E) ROC curves according to the nomogram and IncRNA signature score. (F) Kaplan-Meier curves of OS according to the total
risk score.

Wwww.aging-us.com 3 AGING



./ AN 0 \
ZAINST
NN

cr@is 2 i II: a1\ TRABRS ?J"e' g
KD@R1 : ! -
. l'- ‘o

RN@67

PRIGLE3

Supplementary Figure 4. The IncRNA-mRNA network based on the hub IncRNAs in the turquoise module. The red diamond
shape represents IncRNAs, and purple circles represent mRNAs.
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Supplementary Figure 5. The correlation between hub IncRNA-related genes

characteristics. Correlation between the brown module and factors including WBC count at diagnosis (A), first event (B), BCR ABL1 status
(C), and survival time (D). GO and KEGG pathway enrichment of genes in the brown module. GO enrichment contains three categories:
biological process (E), cellular component (F), and molecular function (G). KEGG pathway enrichment analysis revealed cell cycle-related
terms (H). We also constructed the INcRNA-mRNA network based on the hub IncRNAs in the brown module (1).
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