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Graphical abstract



Summary on the user interface of the HTIRDB

Figure1A. Homepage of the HTIRDB （https://yanglab.hzau.edu.cn/HTIRDB#/）

https://yanglab.hzau.edu.cn/HTIRDB#/


Data collection and database construction

Figure 1B. A schematic overview of the data collection and construction of the HTIRDB



Electronic Fluorescent Pictograph (eFP)

Figure 2A. Examples of Electronic Fluorescent Pictograph (eFP) output for the expression of paxillin 

gene in sheep and cattle
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The other widely used functions and bioinfomatic tools

Figure 2B-2G. The functions and tools that are available for the database



Summary

❑ The HTIRDB is the most robust (7 species of herbivore) and 

comprehensive (105 different tissues),  and biggest (638 billion raw 

sequencing reads) transcriptome atlas for herbivores to date;

❑The HTIRDB provides quality assurance by optimizing the sample 

collection, data processing, and database construction;

❑ A diverse range of functional tools will suit users from multiple 
disciplines and backgrounds；

❑Linkage of the HTIRDB: https://yanglab.hzau.edu.cn/HTIRDB#/
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iMeta: Integrated meta-omics to change the understanding of the biology and environment

“iMeta” is a Wiley partner journal launched by iMeta Science Society in 2022, first impact factor (IF) 23.8 in 2024, ranking 2/161 in 

the microbiology. It aims to publish innovative and high-quality papers with broad and diverse audiences. Its scope is similar to 

Nature Biotechnology, Nature Methods, Nature Microbiology , Nature Food, etc. Its unique features include video abstract, 

bilingual publication, and social media dissemination, with more than 600,000 followers. It has published 220+ papers and been cited 

for 5000+ times, and has been indexed by SCIE / WOS, PubMed, Google Scholar, and Scopus.

“iMetaOmics” is a sister journal of “iMeta” launched in 2024, with a target IF>10, and its scope is similar to Nature 

Communications, Microbiome, ISME J, Nucleic Acids Research, Briefings in Bioinformatics, etc. All contributes are welcome!

Society: http://www.imeta.science  
Publisher: https://wileyonlinelibrary.com/journal/imeta 

Submission: https://wiley.atyponrex.com/journal/IMT2
https://wiley.atyponrex.com/journal/IMO2 
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