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Figure S1. Clinical association about AL137803.1. Data was from TCGA-LIHC public dataset. We individually classified patients based on the characteristic of clinical information. The evaluation index included Age, Gender, BMI, cancer status, Child-Pugh classification, fibrosis level, inflammation level, stage, grade, T grade, M grade, N grade.. P-value <0.05 was considered as statistically significant. 
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Figure S2. Enrichment analysis of AL137803.1’s target genes. GO enrichment results were revealed as barplot (A) and bubble plot (B). the ordinate represents differential GO terms, while the abscissa represented the p-value. KGEE pathway enrichment results were revealed as barplot (C) and bubble plot (D) homoplastically. Each category showed top 10 GO terms.   
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Figure S3. Risk score distribution and prognostic signatures validation process in test set. PCA (A) and t-SNE (B) analysis reflected convincing separation effect of high-risk group (red) and low-risk group (blue). All the TCGA-LIHC train set samples was divided based on the risk score ,which was calculated using the prognostic model we previous constructed, details could be seen at risk score plot (D). (C) Heatmap showed these four signatures’ expression levels in high-risk and low-risk group, red meant up-regulated and blue meant down-regulated. (E) Survival state plot represented all the dead (red) or alive (blue) patients’ overall survival, and increased mortality rate appeared in high-risk group . (F) ROC curve was utilized to validate the prognostic effect, AUC was calculated within 1-year, 2-year and 3-year, AUC>0.65 was set as criteria. (G) Overall survival evaluation was carried out when Kaplan–Meier assays were performed, high-risk (red) patients were associated with worse prognosis compared with low-risk (blue) ones, p-value <0.05 was considered as statistically significant.

	eRNA
	Target
	cancerType
	cor
	corPval
	KM

	AL137803.1
	NDC1
	ACC
	0.179896
	0.11264
	0.01664

	AL137803.1
	NDC1
	BLCA
	0.075042
	0.128802
	0.323148

	AL137803.1
	NDC1
	BRCA
	0.129564
	1.57E-05
	0.921746

	AL137803.1
	NDC1
	CESC
	0.13766
	0.015966
	0.706222

	AL137803.1
	NDC1
	CHOL
	0.258897
	0.127336
	0.940489

	AL137803.1
	NDC1
	COAD
	0.101973
	0.0269
	0.000718

	AL137803.1
	NDC1
	DLBC
	-0.29573
	0.041272
	0.09927

	AL137803.1
	NDC1
	ESCA
	0.102645
	0.193677
	0.62662

	AL137803.1
	NDC1
	GBM
	0.025455
	0.743275
	0.468649

	AL137803.1
	NDC1
	HNSC
	-0.02101
	0.638672
	0.821573

	AL137803.1
	NDC1
	KICH
	0.255841
	0.039686
	0.057114

	AL137803.1
	NDC1
	KIRC
	0.238041
	2.50E-08
	0.015869

	AL137803.1
	NDC1
	KIRP
	0.256736
	9.87E-06
	0.120447

	AL137803.1
	NDC1
	LAML
	0.392799
	6.08E-07
	0.945393

	AL137803.1
	NDC1
	LGG
	0.046669
	0.283974
	6.70E-06

	AL137803.1
	NDC1
	LIHC
	0.432079
	1.92E-18
	1.78E-05

	AL137803.1
	NDC1
	LUAD
	0.301255
	1.70E-12
	0.002449

	AL137803.1
	NDC1
	LUSC
	0.124778
	0.00516
	0.348551

	AL137803.1
	NDC1
	MESO
	0.147217
	0.17617
	0.066618

	AL137803.1
	NDC1
	OV
	0.199046
	9.57E-05
	0.781407

	AL137803.1
	NDC1
	PAAD
	-0.00444
	0.953092
	0.05139

	AL137803.1
	NDC1
	PCPG
	0.15893
	0.031642
	0.976877

	AL137803.1
	NDC1
	PRAD
	0.117687
	0.008501
	0.21801

	AL137803.1
	NDC1
	READ
	0.075402
	0.332807
	0.043073

	AL137803.1
	NDC1
	SARC
	0.104708
	0.09014
	0.00132

	AL137803.1
	NDC1
	SKCM
	0.31175
	4.48E-12
	0.334

	AL137803.1
	NDC1
	STAD
	0.185706
	0.0003
	0.007794

	AL137803.1
	NDC1
	TGCT
	0.22592
	0.004571
	0.573032

	AL137803.1
	NDC1
	THCA
	0.108969
	0.01381
	0.678732

	AL137803.1
	NDC1
	THYM
	0.079351
	0.390985
	0.008937

	AL137803.1
	NDC1
	UCEC
	0.165537
	9.89E-05
	0.185634

	AL137803.1
	NDC1
	UCS
	0.030016
	0.82618
	0.979437

	AL137803.1
	NDC1
	UVM
	0.213821
	0.05685
	0.406212



File S1. Putative target gene NDC1 correlation and survival analyses in pan-cancer.

	eRNA
	Target
	cancerType
	cor
	corPval
	KM

	AL137803.1
	LINC00501
	ACC
	0.107428
	0.346013
	0.228471

	AL137803.1
	LINC00501
	BLCA
	0.062807
	0.203848
	0.009072

	AL137803.1
	LINC00501
	BRCA
	0.045419
	0.131508
	0.467363

	AL137803.1
	LINC00501
	CESC
	-0.01319
	0.818309
	0.412683

	AL137803.1
	LINC00501
	CHOL
	-0.3167
	0.059846
	0.489659

	AL137803.1
	LINC00501
	COAD
	-0.0388
	0.400807
	0.266563

	AL137803.1
	LINC00501
	DLBC
	0.216253
	0.139868
	0.182561

	AL137803.1
	LINC00501
	ESCA
	-0.38456
	4.36E-07
	0.554661

	AL137803.1
	LINC00501
	GBM
	0.154865
	0.045026
	0.666708

	AL137803.1
	LINC00501
	HNSC
	0.023122
	0.605279
	0.722036

	AL137803.1
	LINC00501
	KICH
	-0.12376
	0.326005
	0.722522

	AL137803.1
	LINC00501
	KIRC
	-0.01187
	0.784216
	0.278969

	AL137803.1
	LINC00501
	KIRP
	0.020572
	0.727656
	0.92341

	AL137803.1
	LINC00501
	LAML
	0.09809
	0.230829
	0.507728

	AL137803.1
	LINC00501
	LGG
	-0.0627
	0.149855
	0.001171

	AL137803.1
	LINC00501
	LIHC
	0.402316
	5.53E-16
	0.020125

	AL137803.1
	LINC00501
	LUAD
	0.186357
	1.70E-05
	0.806781

	AL137803.1
	LINC00501
	LUSC
	0.032886
	0.462674
	0.04566

	AL137803.1
	LINC00501
	MESO
	-0.05249
	0.631242
	0.387947

	AL137803.1
	LINC00501
	OV
	0.012458
	0.808981
	0.843288

	AL137803.1
	LINC00501
	PAAD
	0.04183
	0.579312
	0.410525

	AL137803.1
	LINC00501
	PCPG
	-0.10141
	0.171936
	0.033773

	AL137803.1
	LINC00501
	PRAD
	-0.04317
	0.335817
	0.2984

	AL137803.1
	LINC00501
	READ
	0.093416
	0.229846
	0.23157

	AL137803.1
	LINC00501
	SARC
	-0.04154
	0.502372
	0.302093

	AL137803.1
	LINC00501
	SKCM
	0.085385
	0.064092
	0.729022

	AL137803.1
	LINC00501
	STAD
	0.176715
	0.000587
	0.770054

	AL137803.1
	LINC00501
	TGCT
	0.263746
	0.000879
	0.461554

	AL137803.1
	LINC00501
	THCA
	-0.00485
	0.912926
	0.330315

	AL137803.1
	LINC00501
	THYM
	0.143572
	0.119295
	0.307051

	AL137803.1
	LINC00501
	UCEC
	0.082901
	0.052431
	0.004669

	AL137803.1
	LINC00501
	UCS
	0.10248
	0.452305
	0.316046

	AL137803.1
	LINC00501
	UVM
	-0.06717
	0.553867
	0.908634



File S2. Putative target gene LINC00501 correlation and survival analyses in pan-cancer.

	eRNA
	Target
	cancerType
	cor
	corPval
	KM

	AL137803.1
	C5orf58
	ACC
	0.035783
	0.75422
	0.639212

	AL137803.1
	C5orf58
	BLCA
	-0.06398
	0.195539
	0.888182

	AL137803.1
	C5orf58
	BRCA
	0.073928
	0.014012
	0.268843

	AL137803.1
	C5orf58
	CESC
	0.034378
	0.54912
	0.272429

	AL137803.1
	C5orf58
	CHOL
	-0.07158
	0.67824
	0.360956

	AL137803.1
	C5orf58
	COAD
	0.145864
	0.001502
	0.122188

	AL137803.1
	C5orf58
	DLBC
	0.20763
	0.156756
	0.31334

	AL137803.1
	C5orf58
	ESCA
	0.056784
	0.472927
	0.185161

	AL137803.1
	C5orf58
	GBM
	-0.09587
	0.216371
	0.722277

	AL137803.1
	C5orf58
	HNSC
	-0.03057
	0.494372
	0.411945

	AL137803.1
	C5orf58
	KICH
	0.006005
	0.962136
	0.388069

	AL137803.1
	C5orf58
	KIRC
	0.03055
	0.480729
	0.002073

	AL137803.1
	C5orf58
	KIRP
	0.133335
	0.02339
	0.289624

	AL137803.1
	C5orf58
	LAML
	0.209608
	0.009793
	0.385392

	AL137803.1
	C5orf58
	LGG
	-0.00726
	0.867776
	0.59391

	AL137803.1
	C5orf58
	LIHC
	0.488062
	8.84E-24
	0.238084

	AL137803.1
	C5orf58
	LUAD
	0.13458
	0.001979
	0.022798

	AL137803.1
	C5orf58
	LUSC
	-0.03396
	0.44819
	0.053933

	AL137803.1
	C5orf58
	MESO
	0.031829
	0.771111
	0.60932

	AL137803.1
	C5orf58
	OV
	0.092424
	0.072303
	0.341824

	AL137803.1
	C5orf58
	PAAD
	-0.04993
	0.508022
	0.651717

	AL137803.1
	C5orf58
	PCPG
	-0.01858
	0.802824
	0.46946

	AL137803.1
	C5orf58
	PRAD
	0.028462
	0.525864
	0.413888

	AL137803.1
	C5orf58
	READ
	0.149381
	0.05401
	0.25033

	AL137803.1
	C5orf58
	SARC
	0.045005
	0.467375
	0.55903

	AL137803.1
	C5orf58
	SKCM
	0.257931
	1.35E-08
	0.000757

	AL137803.1
	C5orf58
	STAD
	0.211351
	3.69E-05
	0.404637

	AL137803.1
	C5orf58
	TGCT
	-0.10704
	0.18352
	0.085912

	AL137803.1
	C5orf58
	THCA
	0.023364
	0.598611
	0.643587

	AL137803.1
	C5orf58
	THYM
	-0.11359
	0.218707
	0.20578

	AL137803.1
	C5orf58
	UCEC
	0.199143
	2.62E-06
	0.772848

	AL137803.1
	C5orf58
	UCS
	0.349142
	0.008355
	0.854225

	AL137803.1
	C5orf58
	UVM
	0.146391
	0.195064
	0.005515



File S3. Putative target gene C5orf58 correlation and survival analyses in pan-cancer.
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