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INTRODUCTION

Our results suggest a wide application of the identified compounds of S. cumini. The analyzes

carried out revealed as targets, some types of cancer and COPD. Therefore, the bioactive

compounds of S.cumini possibly have pharmacological and clinical interest effects.

The prediction of targets for bioactive compounds identified in medicinal plants

traditionally used in the world and their potential correlations with the diseases reported in

this use or prospected by in silico target prediction research help in the evolution of studies

involving these diseases and accelerate the discovery of drugs. They also reveal the potential

for new effects of these compounds. Among the countless medicinal species, we have

Syzygium cumini (L.) Skeels, a tropical tree (Myrtaceae) popularly known as “Jambolao”

(Brazilian Portuguese).

Our aim was to provide more information about Syzygium cumini, such as the

pharmacological effects of its compounds and a better understanding of related diseases.
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Figure 1. Prospection of S.cumini bioactive compounds, virtual

screening and correlation of genes corresponding to diseases.
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Figure 4. 

Network of 

interactions 

between 

compounds 

(green) and 

targets (blue).

• This complex network reveals 242

connections between compounds and

targets.

• This graph reveals the influence of S. cumini compounds, through the

targets found in virtual screening, with diseases such as: lung cancer,

chronic obstructive pulmonary disease (COPD), bladder cancer, breast

cancer, adenocarcinoma esophagus (EAC) and colorectal cancer.

Cytoscape 3.8.0

STRING 11.0

• The opacity of the links

between the targets refers to

the level of trust that is

related to the reliability of the

analysis.

• This complex network reveals

602 connections between the

targets.

Figure 2. Target 

list of S. cumini 

compounds 

resulting from 

target 

prediction.

• This number represents the 125

different targets found by

predicting targets for a

probability equal to or greater

than 80%.
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