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Adenine and hypoxanthine salvage pathway (P02723)
Metabotropic glutamate receptor group III pathway (P00039)

Interleukin signaling pathway (P00036)
Angiogenesis (P00005)

Alzheimer disease-presenilin pathway (P00004)
Integrin signalling pathway (P00034)

Alzheimer disease-amyloid secretase pathway (P00003)
Inflammation mediated by chemokine and cytokine signaling pathway (P00031)

Ubiquitin proteasome pathway (P00060)
Cysteine biosynthesis (P02737)

Coenzyme A biosynthesis (P02736)
Endothelin signaling pathway (P00019)

Gonadotropin-releasing hormone receptor pathway (P06664)
SCW signaling pathway (P06216)

PDGF signaling pathway (P00047)
Notch signaling pathway (P00045)

Nicotinic acetylcholine receptor signaling pathway (P00044)
DPP signaling pathway (P06213)

Muscarinic acetylcholine receptor 2 and 4 signaling pathway (P00043)
DPP-SCW signaling pathway (P06212)

BMP/activin signaling pathway-drosophila (P06211)
Metabotropic glutamate receptor group I pathway (P00041)
Metabotropic glutamate receptor group II pathway (P00040)

CCKR signaling map (P06959)
Heme biosynthesis (P02746)

Wnt signaling pathway (P00057)
Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway (P00026)

VEGF signaling pathway (P00056)
Hedgehog signaling pathway (P00025)

Transcription regulation by bZIP transcription factor (P00055)
Glycolysis (P00024)

General transcription regulation (P00023)
GABA-B receptor II signaling (P05731)

TCA cycle (P00051)

Pathway (accession) Number of genes (n)

Supplementary Figure S1 Pathways predicted based on the target genes of the
differentially expressed lncRNAs in cis between FLU and CUMS groups
(Q-value<0.05) by PATHER analysis.
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Cellular process (GO:0009987)
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Localization (GO:0051179)
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Extracellular matrix protein (PC00102)

Cytoskeletal protein (PC00085)
Transporter (PC00227)

Scaffold/Adaptor protein (PC00226)
Cell adhesion molecule (PC00069)
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Intercellular signal molecule (PC00207)
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Supplementary Figure S2 GO analyses of mRNA targets co-expressed with
differentially expressed lncRNAs in a comparison of FLU and CUMS group
(Q-value<0.05) based on the categories of molecular function (A), cellular component
(B), biological process (C) and protein class (D).


