
1

Species Taxonomy Quick Start Guide

Home .................................................................................................................................................................2

Species Classification Search ............................................................................................................................. 4

Taxonomy List Search .................................................................................................................................4

Structured Tree Search ...............................................................................................................................4

Tree Level Search ....................................................................................................................................... 5

Taxonomy Changelog .................................................................................................................................5

Lowest Common Ancestor Calculation .......................................................................................................6

Species Detailed Information Page ....................................................................................................................8

Taxonomic Tree ................................................................................................................................................13

Phylogenetic Tree ............................................................................................................................................ 14

Clustal Omega ..........................................................................................................................................14

MAFFT ..................................................................................................................................................... 14

Kalign .......................................................................................................................................................15

MUSCLE ................................................................................................................................................... 16

Recent Tasks ............................................................................................................................................ 17

Task Results ............................................................................................................................................. 17

Sign in、Sign up .............................................................................................................................................. 21

Sign in ...................................................................................................................................................... 21

Sign up .....................................................................................................................................................21



2

Home

① Global Species Search

Enter the taxonomy ID or species name of the species and click the "Search" button to quickly access the

detailed information page of the species.

② Species Classification Search

Provide direct entry points for Taxonomy List Search, Structured Tree Search, and Tree Level Search. Click to

jump to the corresponding page.

③ Species Evolution Module

Supports four mainstream algorithms: Clustal Omega, MAFFT, Kalign, and MUSCLE. Click "Enter Construction

Module" to enter the multi sequence alignment page.

④ Auxiliary Search Tool

Taxonomy Changelog Search retrieves historical iteration records of specific species; Lowest Common

Ancestor Calculation supports inputting multiple species to quickly calculate and locate their lowest common

ancestor node in the lineage relationship.

⑤ Platform Information Area

Popular Species: A popular species card that provides frequent access to the platform, click to quickly enter

its details page.

News & Updates: Display the latest system announcements, update logs, and related dynamic information

of the platform.
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Species Classification Search

Taxonomy List Search

① Species Search

Enter the Taxonomy ID or species name, and click the "Search" button on the right to search; Below the

search box, quick tags for "related species" will be automatically recommended. Click on any tag to perform

a search with just one click.

② Search Result List

Display the search results in a paginated table format, and click on the Taxonomy ID to jump to the detailed

information page of the species.

Structured Tree Search

Enter string text in Newick format (e.g. (Nanobdellati, Promethearchaeati) Archaea;), Click the "Search"

button on the right, and the system will automatically parse the input data format and generate the

corresponding tree structure.

Click the "Expand All / Collapse All" button to expand and collapse the tree, and click on a node in the tree to

jump to the detailed information page of the corresponding species.



5

Tree Level Search

① Search Settings

Enter the Taxonomy ID or species name, specify the level to query, click the "Search" button, and the

corresponding taxonomy tree will be displayed below.

② Taxonomy Tree Operation

Click the icon next to the node to manually expand/collapse the branches step by step. Click the "Expand

All/Collapse All" button to control the tree with one click. Click on the node of the tree to jump to the

detailed information page of the corresponding species.

Taxonomy Changelog

Enter the species taxonomy ID or species name, click the "Search" button, and display the update iteration

records of the species in a paginated table format, including update time, update content, etc.
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Lowest Common Ancestor Calculation

Enter at least two species taxonomy IDs (e.g. 9606; 10090; 7955, separated by semicolons in English), click

the "Search" button, and the system will perform a comparison calculation and display the lowest common

ancestor information in the "Search Results" panel in the middle:

① Click on the taxonomy ID to view more species information

② Click on the genetic code to jump to the genetic code page

③ Click on the species lineage to jump to the species details page

④ Click on the reference to jump to OpenLB and view the specific content

The bottom of the page provides quick input sample cards for four typical biological groups, including

primates, marine organisms, crops, and pathogens.
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Species Detailed Information Page

① Basic Information and Lineage

The left side of the page provides a hierarchical tree structure of the species, which can be quickly browsed

through its upper and lower categories by "Expand All/Collapse all";

Intuitively display the current scientific name, rank, taxonomy ID, common name, and complete taxonomic

evolution path of the species, and the lineage tags can be searched by clicking.

② Genetic Code and Online Analysis

Provide the standard amino acid translation table and mitochondrial genetic code table for the species, click

to jump to the genetic code page; Click the "BLAST all sequences" button in the upper right corner to quickly

perform sequence similarity search.

③ User evaluation interaction

After logging in, there is an asterisk next to the species name at the top of the page（ ⭐ ） Icon, click to

expand interactive menu:
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Comment: Rate the species with a star rating (1-5 stars) in the pop-up window, and support detailed

comments of up to 500 words.

View comments: Open the comment list panel and browse other users' comments and rating records for this

species.
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④ Linking data resources and literature

NGDC Resource Statistics Dashboard: The data volume of this species in various databases of the platform

has been classified and summarized, including but not limited to genome and sequence resources (GWH,

GSA, GenBase), processed data (GVM, MethBank, etc.), and project/sample libraries (BioProject, BioSample).

Click on the blue number on the card to jump to the corresponding database and view detailed records.



11

External and Extended Data Links: integrated external authoritative databases such as Wikipedia and UCSC

Genome Browser with jump links in a table format.

References: A list of key academic literature supporting the current taxonomic status and naming of the

species has been compiled.
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Taxonomic Tree

Except for the display and click operation of the taxonomy tree, the rest of the content in this module is

consistent with the corresponding content on the Species Details page. The complete classification tree

displays all species by default, and clicking on a node can view its detailed information. Double click a node

to expand or collapse its child nodes.



14

Phylogenetic Tree

Clustal Omega

① Choose the type of sequence to input

② Choose the method of sequence input

Input sequences: Click on the sample to quickly fill in the test sequence, click on clear sequence to clear with

one click;

Upload a file: Click to open the file and upload the local sequence file.

Note: The sequence format only supports fasta format.

③ Select the corresponding parameters based on the actual situation

④ Fill in the title and valid email address

⑤ After confirming that the sequence and parameters are correct, submit the task

MAFFT

① Choose the type of sequence to input

② Choose the method of sequence input

Input sequences: Click on the sample to quickly fill in the test sequence, click on clear sequence to clear with

one click;
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Upload a file: Click to open the file and upload the local sequence file.

Note: The sequence format only supports fasta format.

③ Select the corresponding parameters based on the actual situation

④ Fill in the title and valid email address

⑤ After confirming that the sequence and parameters are correct, submit the task

Kalign

① Choose the type of sequence to input

② Choose the method of sequence input

Input sequences: Click on the sample to quickly fill in the test sequence, click on clear sequence to clear with

one click;

Upload a file: Click to open the file and upload the local sequence file.

Note: The sequence format only supports fasta format.

③ Select the corresponding parameters based on the actual situation

④ Fill in the title and valid email address

⑤ After confirming that the sequence and parameters are correct, submit the task
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MUSCLE

① Choose the method of sequence input

Input sequences: Click on the sample to quickly fill in the test sequence, click on clear sequence to clear with

one click;

Upload a file: Click to open the file and upload the local sequence file.

Note: The sequence format only supports fasta format.

② Select the corresponding parameters based on the actual situation

③ Fill in the title and valid email address

④ After confirming that the sequence and parameters are correct, submit the task
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Recent Tasks

① Task Search

Enter the specific task ID in the "Result Search" input box at the top, and click the "Search" button to

accurately locate the task. Click 'Reset' to clear the current input.

② Quick Filtering

Use the program tags below (All, Clustal Omega, MAFFT, Kalign, MUSCLE) to quickly filter tasks generated by

specific alignment tools.

③ List Display

Display task information in a paginated table format, including task number, title, program used, molecular

type, running status, and creation time. Click on the corresponding task ID to jump to the detailed results

page of the task.

Task Results

① Basic information and parameters

Quick Navigation: The upper right corner provides a toolbar that allows for quick switching to submission

pages for different comparison tools.

Task Overview: Display the unique identifier of the task (supports one click copying by clicking the icon next

to it), title, user program, and specific running time. Provide quick viewing links for raw input data and
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system standard output.

Execute Command: Recorded the complete command-line code for executing the comparison task in the

background.

Operating Parameters: List all parameter configurations applied to the current task at the time of submission,

such as molecular type, output format, iteration settings, etc.

② Visualization Results Panel

Result output:

 Tool output: Display the native plain text comparison results generated by the comparison tool,

supporting one click download.

 Alignment with colours: Provide simple highlight coloring comparison text based on the

physicochemical properties of residues.
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Alignment:

 You can switch between different coloring schemes through the drop-down menu, and detailed color

legends are attached below.

 Use the zoom in/out buttons to flexibly adjust the display width of sequence blocks.

Guide Tree and Phylogenetic Tree：

 Text display: The top presents the original text data in a tree structure in standard Newick format.

 Interactive tree diagram: A dynamically evolving tree diagram rendered at the bottom. Above the

graphics, there is a professional toolbar that supports adjusting the vertical/horizontal spacing of nodes,

text layout, view reset, and saving or downloading the rendered tree diagram directly to the local

environment.
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Result Files：

 Display all process files and final data generated by the comparison task, and click the download button

on the right to download files in a specific format.
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Sign in / Sign up

Sign in

Click the "Sign in" button in the upper right corner of the homepage, and the system will automatically

redirect to the NGDC CAS unified authentication login page. Enter your email or username, password, and

verification code in sequence, and click the login button to complete the login. After successful login, you can

view your personal information.

Sign up
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Click the "Sign up" button in the upper right corner of the homepage to enter the NGDC unified registration

page. Fill in the account login information, personal information, institution information, enter the characters

displayed in the image on the right, confirm that all information is filled in correctly, and then click the

submit button. If you need to clear the current form and fill it out again, you can click the reset button.
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