
0 8 16 24 32 40 48 56 64
Count

Cytokine-cytokine receptor interaction
TNF signaling pathway

JAK-STAT signaling pathway
PI3K-Akt signaling pathway

HIF-1 signaling pathway
Viral protein interaction with cytokine and cytokine receptor

NF-kappa B signaling pathway
Cellular senescence

Th17 cell differentiation
Th1 and Th2 cell differentiation

Osteoclast differentiation
Axon guidance

Chemokine signaling pathway
IL-17 signaling pathway

C-type lectin receptor signaling pathway
Thyroid hormone signaling pathway

Pathways in cancer
AGE-RAGE signaling pathway in diabetic complications

Transcriptional misregulation in cancer
Human papillomavirus infection

Inflammatory bowel disease
Breast cancer

Proteoglycans in cancer
Human T-cell leukemia virus 1 infection

Hepatitis B
Kaposi sarcoma-associated herpesvirus infection

Acute myeloid leukemia
Endocrine resistance

Prostate cancer
Pancreatic cancer

35
21

26
34

16
13
14

19
23

19
19

23
21

13
14
15

58
21
23

31
12

18
22
23

19
21

11
13
13
11

0 50 100 150 200
Count

Metabolic pathways
Fatty acid degradation

Oxidative phosphorylation
Carbon metabolism

Fatty acid metabolism
Valine, leucine and isoleucine degradation

Biosynthesis of cofactors
Biosynthesis of amino acids
Pentose phosphate pathway

Arginine and proline metabolism
Glycerolipid metabolism

Glyoxylate and dicarboxylate metabolism
Tryptophan metabolism

SNARE interactions in vesicular transport
Ribosome

Peroxisome
Lysosome

Thermogenesis
PPAR signaling pathway

Glucagon signaling pathway
Insulin signaling pathway

Parkinson disease
Chemical carcinogenesis - reactive oxygen species

Non-alcoholic fatty liver disease
Diabetic cardiomyopathy

Huntington disease
Alzheimer disease

Prion disease
Pathways of neurodegeneration - multiple diseases

Herpes simplex virus 1 infection

204
18

29
25

16
15

24
15
9
11
12
8
10
11

23
25
22

48
18
19
21

47
39

30
34

45
52

40
58

43

Non-membrane spanning protein tyrosine kinase activity
GTPase activator activity

Transcriptional activator activity
Transforming growth factor beta binding

Integrin binding
Transmembrane receptor protein tyrosine kinase activity

Heparin binding
Extracellular matrix structural constituent

Calcium ion binding
Notch binding

Extracellular space
Cytoplasm

Nucleus
Basement membrane
Extracellular region

Nucleoplasm
Receptor complex

Cytosol
Cell surface

Extracellular matrix
Positive regulation of cell proliferation

Regulation of cell proliferation
Positive regulation of transcription from RNA polymerase II promoter

Positive regulation of cell migration
Positive regulation of protein kinase B signaling

Extracellular matrix organization
Homophilic cell adhesion via plasma membrane adhesion molecules

Positive regulation of blood vessel endothelial cell migration
Angiogenesis

Positive regulation of angiogenesis

0 100 200
Count

Te
rm

Nucleotide binding
Identical protein binding

Acyl-CoA dehydrogenase activity
Dipeptidase activity

Macromolecular complex binding
Oxidoreductase activity
SNAP receptor activity

Electron carrier activity
Protein homodimerization activity

Metal ion binding
SNARE complex

Endoplasmic reticulum membrane
Endocytic vesicle

Mitochondrial matrix
Brush border

Endoplasmic reticulum
Peroxisome

Cytosol
Mitochondrial inner membrane

Mitochondrion
Carnitine metabolic process

ER to Golgi vesicle-mediated transport
Viral budding from plasma membrane

Aerobic respiration
Mitochondrial respiratory chain complex I assembly

Vesicle-mediated transport
Regulation of transcription, DNA-templated

Protein deglycosylation
Fatty acid beta-oxidation using acyl-CoA dehydrogenase

Fatty acid beta-oxidation

0       100      200
Count

Te
rm

Pa
th

w
ay

Pa
th

w
ay

Human Diseases
Organismal Systems
Cellular Processes

Genetic Information ProcessingMetabolism
Environmental Information Processing

Category Category

BP CC MF

A B

C D

Figure S7. The enrichments of DE lncRNAs in Min dead (MD) vs. Min resistance (MR) groups. (A) KEGG pathway enriched by DE lncRNAs 
with significant up-regulation expression in MD vs. MR. (B) GO entries enriched by DE lncRNAs with significant up-regulation expression in MD 
vs. MR. (C) KEGG pathway enriched by DE lncRNAs with strong down-regulation expression in MD vs. MR. (D) GO entries enriched by DE 
lncRNAs with strong down-regulation expression in MD vs. MR.


