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Graphical abstract

105 different tissues from each of 7 species of domestic herbivore
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Summary on the user interface of the HTIRDB
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FigurelA. Homepage of the HTIRDB (https://yanglab.hzau.edu.cn/HTIRDB#/)
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Figure 1B. A schematic overview of the data collection and construction of the HTIRDB



Electronic Fluorescent Pictograph (eFP)

1. splenius

. masseter

. sternocephalicus muscle

. thomboid muscle

. musculus trapezius cervicalis
. longissimus dorsi

. middle gluteal muscle

. tail muscle

. gluteus femoris biceps

O 0o~ oW v

4. musculus trapezius thoracalis 2
5. lateral rectus abdominis
6. medial rectus abdominis
7. midriff

8. serratus ventralis

2
2
2
2
2
29. biceps brachii

1. splenius

2. Masseter

3. sternocephalicus muscle

4. rhomboid muscle

:5. musculus trapezius thoracalis
6. longissimus dorsi

7. middle gluteal muscle

8. tail muscle

9. gluteus femoris biceps

23. supraspinatus muscle

24. musculus trapezius cervicalis
 25. lateral rectus abdominis
| 26. midriff
| 27. serratus ventralis

28. biceps brachii

)
b o o

241 14 13

16 22

1527128 6 7 21 8 9 11

s

| | ."I. T
[/

5 25 10 L

PXN gene TPM

1 235

7

1. thyroid

2. adrenal

3-1. laryngeal hose

3-2. laryngeal hose

4. trachea

4-2. jugular

5. lobus superior pulmonis dextri
6. lobus medius pulmonis dextri
7. lobus inferior pulmonis dextri
8. auxiliary lobe

9. renal fat sac

10. tail fat

11. intestinal fat

abomasum

...................................... .
H 1-1. cervical esophagus
91 92 11 12 7 10 13-2 13152 6 1-2. thoracic esophagus
8 | J f f / / / i 10 reticulum
I ."II | / /S
<
=

2.
3. omasum
4

5-1. rumen predorsum blind sac
5-2. rumen dorsal sac
5-3. rumen ventral sac
5-4. rumen venter posterior blind sac
6. rectum

7. liver

8.lip

9-1. apex linguae

9-2. corpus linguae

| 10. pancreas

| 11. laryngeal hose

1 12. laryngeal muscle

| 13-1. white pulp
1'13-2. red pulp

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

gene in sheep and cattle



4%The other widely used functions and bioinfomatic tools
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Figure 2B-2G. The functions and tools that are available for the database



Summary

O 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;

dThe HTIRDB provides quality assurance by optimizing the sample
collection, data processing, and database construction;

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

dLinkage of the HTIRDB: https://yanglab.hzau.edu.cn/HTIRDB#/

Luoyang Ding, Yifan Wang, Linna Zhang, Chengfang Luo, Feifan Wu, Yiming Huang, et al. 2024. The HTIRDB: a resource
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