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Introduction

In order to provide researchers with a comprehensive
platform to search for accurate and categoric
information for Colorectal Cancer (CRC) biomarkers,
we published the colorectal cancer biomarker
database (CBD) in 2018, which gathered the curated
data for all the reported 870 biomarkers for CRC.

In this study, we present the CBD2 database
(http://www.eyeseeworld.com/cbd), including a
substantial number of newly discovered biomarkers,
as well as non-biomarkers, and incorporates network
visualization and topology analysis functions.

Database (Oxford)
http://www.sysbio.org.cn/cbd

http://www.eyeseeworld/cbd/

http://www.eyeseeworld.com/cbd
http://www.sysbio.org.cn/cbd
http://www.eyeseeworld/cbd/
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Usage

(A) Three different ways offered 
by us to retrieve data:

1. Categorical Search
2. Keyword Search
3. Advanced Search

(B) Steps and schematic 
diagram of the network analysis 
function module.



Case Study and Results

Case Study 1: Integrated Network Analysis of Biomarkers in CBD2
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Case Study and Results

Case Study 1: Integrated Network Analysis of Biomarkers in CBD2
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Case Study and Results

Case Study 2: Comparison of the Same Biomarker in Different Studies

Table 2: The research contents of 6 literatures for p53.

p53 Patients Number Recurrence Rate
Median Survival 

(months)
2 Year Survival Rate 3 Year Survival Rate 5 Year Survival Rate

ID PMID
p53-

positive
p53-

negative
p53-

positive
p53-

negative
p53-

positive
p53-

negative
p53-

positive
p53-

negative
p53-

positive
p53-

negative
p53-

positive
p53-

negative

1 1451055 39 61 23.8 5.9 \ \ \ \ 61.8 96.7 \ \

19 7931472 50 57 60 35 \ \ \ \ \ \ 48 78.9

31 8347496 121 82 Higher Lower \ \ \ \ \ \ 58.1 76.3

42 8874329 72% 28% \ \ 21 53.2 41.7 78.6 \ \ \ \

78 9797697 44 25 \ \ 27 93 \ \ 31.5 71.8 21 53.1

202 12818291 38 37 \ \ \ \ \ \ \ \ 63.2 86.5



Case Study and Results

Case Study 3: ncRNA-gene Interaction Network

In the ncRNA-gene interaction network, 
we found 7 of the hubs  are included in 
CBD2. 



Summary

❑In this study, we have updated the CRC biomarker database (CBD2), 
which have included 2439 reported biomarkers for CRC.

 
❑We have added drug-target information and Biomarker-Biomarker 

interaction (BBI) network analysis function in this update. 

❑We have provided a user-friendly interface, and we anticipate that 
the updated version of CBD2 will serve as a flexible and valuable 
tool for advancing CRC biomarker research.

Xueli Zhang, Min Li, Siting Ye, Ke Shen, Haining Yuan, Shoaib Bakhtyar, Qiliang Peng, Yongsheng Liu, Yingying 

Wang, Manshi Li, Chi Zhang, Yixin Wang, Xiaohe Bai, Shunming Liu, Ke Zhao, Bairong Shen, Dirk Repsilber, 

Guang Hu, Hong Zhang, Xiao-Feng Sun. 2023. CBD2: a functional biomarker database for colorectal cancer. 
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