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Figure S1. The hetamap of differentially expressed (DE) lncRNAs for microarray data (A) and sequencing data (B), respectively. Rows and columns represent DE lncRNAs and partner lncRNAs, respectively. Color corresponds to the -log10 transformed P value calculated by the Fisher’s exact test. Red and green color represent that the expression level of DE lncRNAs were higher and lower than partner lncRNAs in cancer patients, respectively.

[image: image2.png]NCRMS

(B)

49

RP4-575N6.5
CASC2
SRHC

(A)

RankComp
H19, LINC00467, ZFAS1, CASC2, ZXF1, TP53TG1, TCL6, NCRNA00173, LINC00963 QR 7-169D4.1-001
EWSAT1, APTR, MEG3, LINC00152, TINCR, XLOC_000303, HOXD-AS1, LINC01133, DANCR G1
TP73-AS1, PCAN-R1, Inc-C220rf32-1, TRPM2-AS, FTX, Dnm3os, DLEU2, HOTAIRM1, GAS6-As1  C130r125
Inc-PPP2R4-5, lincRNA-uc002yug.2, RPL34-AS1, GAS5, MIR155HG, GNAS-AS1, EGOT, PIncRNA-1
ZEB1-AS1, MYLK-AS1, ANRIL, ADAMTS9-AS2, SOX20T, RP11-445H22.4, NEAT1, CRNDE,DRAIC 91
RGMB-AS1, uc003iqu, PVT1, SRHC, MALAT1, HOXA-AS2, RP11-643M14.1, LINC00261
RP11-304L.19.5, NBAT-1, RP4-575N6.5, LOC100128881, RP13-514E23.1, RP11-401P9.4
HESRG, GAPLINC, FENDRR, CAHM

1216

RankComp

LINC00467, TP53TG1, TCL6, NCRNA00173, LINC00963, EWSAT1, APTR, MEG3
LINC00152, TINCR, XLOC_000303, LINC0O1133, DANCR, TP73-AS1, RP11-169D4.1-001
PCAN-R1, Inc-C220rf32-1, TRPM2-AS, FTX, Dnm3os, DLEU2, HOTAIRM1, GAS6-AS1 168
Inc-PPP2R4-5, lincRNA-uc002yug.2, RPL34-AS1, GAS5, MIR155HG, GNAS-AS1, EGOT
PIncRNA-1, ZEB1-AS1, MYLK-AS1, ANRIL, ADAMTS9-AS2, SOX20T, CRNDE, DRAIC  Rp11-445H22.4
RGMB-AS1, uc003iqu, PVT1, HOXA-AS2, LINC00261, LOC100128881, RP13-514E23.1 Rp11-643W114.1
RP11-401P9.4, HESRG, GAPLINC, FENDRR, CAHM

RP11-304L19.5
HOXD-AS1
C13o0rf25
1074 NCRMS
NBAT-1
ZXF1
H19




Figure S2. Venn diagram to show the overlapped differentially expressed lncRNAs identified by LncRIndiv and RankComp using microarray data (A) and sequencing data (B). The known cancer-related lncRNAs recorded in the database of Lnc2Cancer (http://www.bio-bigdata.net/lnc2cancer) are marked in the Venn diagram.
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Figure S3. Kaplan-Meier estimates the overall survival in the training dataset and two independent validation datasets based on the differential expression of (A) C1orf132 and (B) TMPO-AS1, respectively.
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Figure S4. Cell cycle pathway annotated with differentially expressed genes in the KEGG database. Nodes with pink color are the genes that are differentially expressed in the high-risk patients compared with the low-risk patients separated by the lncRNA signature (TMPO-AS1 and C1orf132).
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Figure S5. Cell adhesion molecules pathway annotated with differentially expressed genes in the KEGG database. Nodes with pink color are the genes that are differentially expressed in the high-risk patients compared with the low risk patients separated by the lncRNA signature (TMPO-AS1 and C1orf132).
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Figure S6. Sub-network of cell adhesion molecules pathway regulated by C1orf132. The triangles represent lncRNAs. The circles represent the cell adhesion molecules pathway genes. Nodes with green color represent that the genes or lncRNAs were down-regulated in high-risk cancer patients compared with the low-risk patients. The gray circles represent the genes that directly interact with differentially expressed genes in the cell adhesion molecules pathway, which are marked by gray lines. The orange lines represent the significantly co-expressed relationships between lncRNAs and differentially expressed genes.
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Figure S7. Expression levels of lncRNAs in the pair-wise LUAD patients for (A) LINC00341 and (B) AC005083.1. X-axis is the number of cancer-normal sample pair. Y axis is the expression value of lncRNAs. Blue and red circles represent the normal samples and LUAD samples, respectively. The black triangles depict LUAD samples with differentially expressed lncRNA identified by LincRIndiv.

