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Abstract

Objective: To screen the differentially expressed long non-codingRNA (LncRNA) in colorectal adenoma tissue samples, predict
its target genes, and explore the biological functions and enriched signal pathways of the target genes. Methods: Collect fresh
samples of adenomas during clinical colorectal surgery, and construct LncRNA differential expression profiles using high-throughput
sequencing technology, Bbioinformatics technology screens differentially expressed LncRNA and predicts target genes, GO and
KEGG enrichment analysis respectively predict the biological function of the target gene and the signal pathway of enrichment.
Results: Compared with normal tissue samples, colorectal adenoma tissue samples were screened for 219 significantly differentially
expressed LncRNAs (119 were up-regulated and 99 were down-regulated). Functional analysis showed that there were 1242 GO
entries related to colorectal adenoma; 32 KEGG-enriched signal pathways. Conclusion: The differentially expressed LncRNA in
colorectal adenoma samples may participate in the regulation of multiple biological functions and colorectal adenoma-related signal
pathways through targeted regulation of its target genes, and may play an important role in the formation of colorectal adenomas.
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=1 BRESEEARIBEXERFKIE LncRNA ( Top10 5%k, 1% pval [BHEF )

Gene baseMean Log,FC pval GeneName Up/Down
MSTRG.197328 1056.985 7.5236 7.90E-09 — up
MSTRG.145746 868.705 1.8487 9.96E-09 — up

ENSG00000261616 218.593 6.0251 1.71E-07 AC036108.3 up
MSTRG.31568 307.527 6.9058 3.46E-07 — up
MSTRG.84848 18.468 7.8124 5.27E-07 — up

ENSG00000259478 37.440 7.8658 6.50E-07 AC024651.1 up
MSTRG.216969 205.571 4.1053 8.69E-07 — up
MSTRG.230199 37.984 2.6797 3.11E-06 — up
MSTRG.31527 284.113 4.0074 3.63E-06 — up
MSTRG.185330 516.446 1.7182 4.63E-06 — up

ENSG00000226320 237.890 -5.2736 2.38E-13 LINCO01811 down
MSTRG.146827 148.095 -8.0941 1.12E-11 — down
MSTRG.110080 135.720 -9.4315 1.41E-11 — down
MSTRG.9372 110.165 -7.6351 9.52E-11 — down

ENSG00000214039 108.864 -6.6196 4.03E-10 LINC02418 down
MSTRG.161726 109.605 -3.8878 3.37E-09 — down

ENSG00000233695 324.749 -2.2259 6.14E-08 GAS6-AS1 down

ENSG00000228742 87.350 -8.7949 7.52E-08 LINC02577 down
MSTRG.47150 29.760 -6.3399 1.01E-07 — down

ENSG00000262001 221.864 -2.2498 3.10E-07 DLGAP1-AS2 down

R 2 ESERALERXERKIE mRNA (Top10 FI%k, & pval EHEF )

Gene baseMean Log,FC pval GeneName Up/Down
ENSG00000181072 470.093 7.4623 7.40E-12 CHRM2 up
ENSG00000130176 5774.454 6.0103 1.11E-09 CNNI1 up
ENSG00000175084 22544.565 7.0886 2.78E-09 DES up
ENSG00000163017 19116.860 5.7144 6.19E-09 ACTG2 up
ENSG00000080224 111.390 7.2394 6.38E-09 EPHA6 up
ENSG00000034971 58.586 7.0468 1.22E-08 MYOC up
ENSG00000158246 211.246 5.1297 3.74E-08 TENTSB up
ENSG00000133392 77964.572 5.7723 4.48E-08 MYHI1 up
ENSG00000075073 711.287 6.3742 5.51E-08 TACR2 up
ENSG00000089250 212.826 6.5082 8.38E-08 NOS1 up
ENSG00000003249 189.620 -3.0735 9.51E-07 DBNDDI1 down
ENSG00000103888 1113.944 -5.2664 1.68E-42 CEMIP down
ENSG00000167767 191.319 -7.0340 7.87E-22 KRT80 down
ENSG00000062038 648.690 -6.0703 4.80E-16 CDH3 down
ENSG00000137673 540.289 -10.5303 2.11E-15 MMP7 down
ENSG00000149968 684.769 -6.1223 5.57E-15 MMP3 down
ENSG00000164379 144.819 -4.3702 1.21E-14 FOXQ1 down
ENSG00000178773 264.229 -5.8666 1.27E-14 CPNE7 down
ENSG00000165376 1121.813 -7.6839 4.16E-13 CLDN2 down

ENSG00000163347 734.814 -4.9649 1.71E-12 CLDNI1 down
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fbRdE, HEIEEEEEN 1242 0G0 4%H, Hri4
Y1t #2 ( Biological process, BP) 25 H 955 4, 4l ik 5>
( Cellular component, CC ) #xH 177 4>, 53 T-EhfE ( Molecular
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Name (iBESZFR) Map (7515 ) p-val UpCount DownCount
Cell cycle map04110 6.57994E-08 37 12
Circadian entrainment map04713 1.06154E-05 22 6
Glutamatergic synapse map04724 1.80509E-05 23 7
Protein processing in endoplasmic reticulum map04141 3.20177E-05 39 10
MicroRNAs in cancer map05206 4.96518E-05 26 9
Morphine addiction map05032 7.67265E-05 19 5
Pathways in cancer map05200 9.89338E-05 76 34
Basal cell carcinoma map05217 0.000116362 9 9
GABAergic synapse map04727 0.000116952 16 8
Salivary secretion map04970 0.000165305 16 6

7£: Name: KEGG 18 % 1 5 if {5 5 ; Map: KEGG #L1E 22 il i e — 1) 4% 5 {5 55 p-val: p {E; UpCount: L 1H R E &AL R AL

TR E SR

DownCount:
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