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Elucidation of the differences in primary tumor by lymph node metastasis of
colorectal cancer using enhancer analysis.

Watanabe, Jun
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A total of 458 clinical specimens (305 cancerous and 153 non-cancerous
samples) were collected from 305 patients with gastrointestinal cancer (esophagus, stomach, liver,
pancreas, gallbladder, and colon). Cap Analysis of Gene Expression, Short-read RNA sequence
analysis, and unique Long-read RNA sequence analysis were performed on these specimens. By
integrating the clinical information, we identified genes and their structures involved in
colorectal cancer-specific transcription start sites, lymph node metastasis, and postoperative
recurrence.
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RNA Integrity Number (RIN)

RIN 2.0 total RNA 1,000 ng CAGE library
Illumina Novaseq 6000
RIN 6.0 total RNA 1,000 ng Short-read RNA-seq
library Library total RNA 1,000ng Invitrogen
Collibri Stranded RNA Library Prep Kit for IHlumina with Collibri Human/Mouse/Rat
rRNA Depletion Kit RNA
DNA (cDNA) Sequence S4 flow cell IHHlumina
Novaseq 6000
RIN 7.0 total RNA  10pg Long-read RNA-seq
Library total RNA  10pg RIN 6
RIN7 Sequence PacBio Sequel e system
245 187 58
11 6 5 57 30 27
51 27 24 39 22 17
55 33 22 458
CAGE 185 146 39 6 3 3
23 13 10 45 24 21 18
9 9 26 19 7 303
Short-read RNA-seq 14 10 4 2 1
1 4 2 2 17 9 8 11
8 3 15 12 3 68
Long-read RNA-seq 13 10 3 1 1
0 1 1 0 4 4 0 4
3 0 2 2 0 25
MDS plot 1. MDS plot (CAGE 303 samples)
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2. Volcano plot (CAGE 303 samples)
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