
Protein Query Website Instructions 

1. Function Introduction 

The protein query website (http://43.153.4.4:8000/protein_search) constructed on 

the currently integrated synonym of proteins and their encoding genes. It can provide 

users with a one-stop query containing clear species classification information for 

each protein, covering sequence, scientific name, accession, related gene, organism, 

data origin and other information comprehensively. In addition, by embedding the 

protein interaction knowledge graph, users can obtain protein-protein interaction 

information associated with the retrieved protein simultaneously. 

In the future, we will sustainable update the protein synonym data incrementally 

to improve the recall of the query. Next, we plan to add modules that demonstrate the 

three-dimensional structure of proteins. 

2. Instructions and examples 

2.1 Protein Search 

A Protein Query page is shown as Figure S1. Search bar is designed for inputting 

keywords of the protein. Keywords could be protein name, accession, sequence and 

etc. After selecting the type of keyword on the left side of the search bar, user types 

the corresponding content on the right side. For example, after selecting "keyword", 

type "Disease mutation" into the text box.  

 

Figure S1 Protein Query Page 

2.2 Results presentation  

After clicking on the SEARCH button, the page will go to the results page. As 

shown in Figure S2, the query results are based on the protein synonym and there are 

30 pages (10 entries each page) of protein data entries related to the keyword “Disease 

mutation”; each record shows protein names (in green font) and related information 

such as Accession, Gene, and Organism. When clicking on one of the proteins, the 

page will jump to the detail page of the protein. For example, when clicking on 

"SAHH_HUMAN", the page will go to the detail page (Figure S3). 

 

http://43.153.4.4:8000/protein_search


 

 

Figure S2 Results based on protein synonym 

 

 

Figure S3 ”SAHH_HUMAN” detail page 

 

There are 7 tabs: Basic Info, Sequence, Organism, Keywords, Feature, DB 

Reference and Cited (at the top-left corner in Figure S3). Clicking on „Basic info‟ 

option card, it will display: Name, Full Name, Dataset, Accession, Created date, 

Modified date, Gene, Protein Existence (Figure S3). “Sequence” option card can 

check the Length, Mass, Checksum and Sequence data (Figure S4).  

 



 

Figure S4 Sequence information in “Sequence” option card 

 

2.3 Access to the PPI knowledge graph 

In the PPI knowledge graph (PPIKG) on the right side of the page, user can learn 

which proteins interact with “SAHH_HUMAN” and can obtain the information about 

it with one click (Figure S5). For example, if you click protein “CUL1_HUMAN” in 

PPIKG, the detail information about it will be displayed in the Entity Detail card on 

the right side (Figure S6).  

 

 

Figure S5 PPI KG page 

 



 

Figure S6 Detail page of “CUL1_HUMAN” 

 

2.4 Download of PPI knowledge graph node data 

User can download list of nodes and related information in PPI Knowledge 

Graph page (The PPI Knowledge Graph menu is below “Knowledge Graph” 

menu), and the condition query is on the left part of the page (Figure S7). After 

entering target protein information in the “Head Node” part, the list of nodes and 

the related information can be downloaded in csv format.  

 

Figure S7 Knowledge Graph page 

 

For example, if user wants to learn detail PPI knowledge graph nodes 

information of “CUL1_HUMAN”, after clicking on the “Add Filter Condition” 

button (be part of “Head Node”), selecting “entity type” as Uniprot (our protein 

data source), “Property” as name, “Condition” as Equal To and typing 

“CUL1_HUMAN” into the “Value” box, then clicking on the “search” button, the 

download button is appeared at the top of the PPI knowledge graph (Figure S8).  

 



 

Figure S8 Download page 

 

After clicking on the “download” button, table in cvs format of PPI knowledge 

graph can be saved. In the table, information about each node (protein) includes: 

logicId, sequence_length s, equence_mass, dataset, created_date, modified_date

 name, protein FullName, geneName, accession, organism_scientific_name 

(Figure S9).  

 

 

Figure S9 Part of CUL1_HUMAN‟ knowledge graph nodes information table 


