
Figure S1. Normalized microRNA expression profiling of samples in GSE57969.



Figure S2. Workflow of the bioinformatics analysis for GSE57969. miRNA, microRNA; GO, Gene Ontology; KEGG, Kyoto 
Encyclopedia of Genes and Genomes; PPI, Protein‑Protein Interaction; MCODES, molecular complex detection; WGCNA, 
weighted gene correlation network analysis.



Figure S3. Volcano plot of selected miRNAs with P<0.05. miR/miRNAs, microRNA.



Figure S4. Heatmap of selected miRNAs with P<0.05. miRNA/miR, microRNA; STC, slow‑transit constipation.



Table SI. Information on the included samples.

A, STC sample

Sample ID Gender Description

GSM1398879 Female Full‑thickness colonic specimen
GSM1398881 Female Full‑thickness colonic specimen
GSM1398883 Female Full‑thickness colonic specimen
GSM1398885 Female Full‑thickness colonic specimen
GSM1398887 Female Full‑thickness colonic specimen
GSM1398889 Male Full‑thickness colonic specimen

B, Normal colon sample  

Sample ID Gender Description

GSM1398878 Female Full‑thickness colonic specimen
GSM1398880 Female Full‑thickness colonic specimen
GSM1398882 Female Full‑thickness colonic specimen
GSM1398884 Female Full‑thickness colonic specimen
GSM1398886 Female Full‑thickness colonic specimen
GSM1398888 Male Full‑thickness colonic specimen

STC, slow‑transit constipation.



Table SII. Differentially expressed miRNAs between normal and STC groups based on the GEO2R web tool.

miRNA ID P‑value LogFC Expression in STC compared with normal

hsa‑miR‑557 0.0496 3.57x10‑1 Upregulated
hsa‑miR‑154 0.0529 2.39x10‑1 Upregulated
hsa‑miR‑142‑3p 0.0447 2.28x10‑1 Upregulated
hsa‑miR‑640 0.0402 9.90x10‑2 Upregulated
jcv‑miR‑J1‑5p 0.0615 4.07x10‑2 Upregulated
bkv‑miR‑B1‑3p 0.0688 3.30x10‑2 Upregulated
hcmv‑miR‑UL70‑5p 0.0456 8.42x10‑3 Upregulated
hsa‑miR‑30d 0.0663 7.45x10‑3 Upregulated
hsa‑miR‑29c 0.0516 ‑4.8x10‑2 Downregulated
hsa‑miR‑324‑3p 0.0713 ‑5.6x10‑2 Downregulated
hsa‑miR‑27b 0.0393 ‑6.5x10‑2 Downregulated
hsa‑miR‑30b 0.0103 ‑7.3x10‑2 Downregulated
hsa‑miR‑30e 0.0559 ‑9.6x10‑2 Downregulated
hsa‑miR‑361‑5p 0.0686 ‑1.2x10‑1 Downregulated
hsa‑miR‑320a 0.0769 ‑1.4x10‑1 Downregulated
hsa‑miR‑20b 0.041 ‑2.1x10‑1 Downregulated
hsa‑miR‑128 0.0479 ‑5.3x10‑1 Downregulated
hsa‑miR‑340 0.0107 ‑7.2x10‑1 Downregulated
hsa‑miR‑129‑3p 0.0186 ‑8.1x10‑1 Downregulated
hsa‑miR‑490‑3p 0.0582 ‑9.0x10‑1 Downregulated

miR/miRNA, micro RNA; STC, slow‑transit constipation; FC, fold‑change.



Table SIII. Key miRNAs with the highest correlation to STC.

miRNA_ID moduleColorsFemale cor.gender cor.STC

hsa‑miR‑619 blue ‑0.08368 0.691847
hsa‑miR‑20b turquoise 0.234427 ‑0.60402
hsa‑miR‑128 turquoise 0.382428 ‑0.61819
hsa‑miR‑486‑3p black 0.143986 ‑0.64059
hsa‑miR‑129‑3p turquoise 0.536344 ‑0.64954
hsa‑miR‑30b turquoise 0.385572 ‑0.69318
hsa‑miR‑340 turquoise 0.371688 ‑0.70344 

miR/miRNA, microRNA; STC, slow‑transit constipation; cor, correlation.
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Table SV. Target hub genes in association with key miRNAs.

Key miRNA Target hub genes

hsa‑miR‑619 CALM2, HDAC3, GNG7
hsa‑miR‑20b HSPA8
hsa‑miR‑128 GSK3B, GNG13
hsa‑miR‑486‑3p ‑
hsa‑miR‑129‑3p ‑
hsa‑miR‑30b GSK3B, HDAC9, HACE1, GNG10
hsa‑miR‑340 CALM1

miRNA/miR, microRNA; CALM, Calmodulin; HDAC, histone 
deacetylase; GNG, G‑protein subunit γ; HSPA8, heat‑shock protein 
family A member 8; GSK3B, glycogen synthase kinase 3 β; HACE, 
HECT domain and ankyrin repeat containing E3 ubiquitin protein 
ligase 1.
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Table SVII. Topological table of the Molecular Complex Detection from the Protein‑Protein Interaction networks.

Cluster Score Nodes Edges Node IDs

1 19.053 39 362 HACE1, GNG7, KLHL2, GNB5, GNAI2, GRM2, GRM3, GABBR2,
    KLHL20, GAN, ASB7, CXCL6, ASB8, KLHL25, APLN, APLNR, ITCH,
    CBLB, FBXL3, HECTD1, FBXO30, GNG10, GNG13, CNR1, HECTD2, 
    CUL2, ADORA1, FBXL20, HRH3, CCL28, CCL16, HTR1D, HERC3, 
    HECW2, BDKRB2, FBXO41, FBXO32, KLHL13, ADCY2
2 11 11 55 HNRNPU, GCFC2, CPSF7, DDX5, CDC5L, HNRNPA3, CWC25, CLP1,
    CPSF2, HSPA8, HNRNPA0
3 10 11 50 HDAC9, HDAC3, KAT6A, H3F3C, ARID4A, ARID4B, CHD3, CECR2, 
    ASF1B, H3F3B, INO80


