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Supplementary Table 1. Numbers and percentages of ranked transcripts with the Z-score of >3 in Rank1 to Rank10 classes. 

	
	Numbers of tissue representative transcripts 
(Z-score > 3)
	Total numbers of transcripts
	Percentages of tissue representative transcripts

	Rank1
	15197
	19591
	77.6%

	Rank2
	13350
	16838
	79.3%

	Rank3
	11880
	14934
	79.6%

	Rank4
	10473
	13183
	79.4%

	Rank5
	9237
	11579
	79.8%

	Rank6
	8068
	10036
	80.4%

	Rank7
	6639
	8714
	79.5%

	Rank8
	6043
	7487
	80.7%

	Rank9
	5256
	6432
	81.7%

	Rank10
	4422
	5451
	81.1%







Supplementary Table 2. Average expression TPM values of tissue representative transcripts in Rank1 to Rank10 classes. 


	Tissues
Ranks
	Zero
Tissue
(Z-score<3)
	One
Tissue
(Z-score>3)
	Two
Tissues
(Z-score>3)
	Three
Tissues
(Z-score>3)
	Four
Tissues
(Z-score>3)

	Rank1
	91.05
	23.23
	14
	9.95
	8.69

	Rank2
	8.89
	6.14
	4.43
	3.35
	0.9

	Rank3
	4.77
	2.85
	2.31
	1.57
	1.27

	Rank4
	2.75
	1.77
	1.46
	0.84
	0.73

	Rank5
	2.02
	1.16
	1.04
	0.61
	0

	Rank6
	1.65
	0.8
	0.82
	0.94
	0.42

	Rank7
	1.32
	0.62
	0.63
	0.68
	0.18

	Rank8
	1.03
	0.55
	0.47
	0.41
	0.03

	Rank9
	0.91
	0.45
	0.37
	0.3
	0.08

	Rank10
	0.8
	0.37
	0.35
	0.29
	0.17
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Supplementary Figure 1. DAVID pathway function enrichment analysis for ubiquitously expressed protein-coding genes. These include genes with a Z-score values of <3 for all transcripts. Among them, selected protein-coding genes with high expression levels (the average TPM value >100) were uploaded to the DAVID web analysis pipeline. The top enrichment cluster is the translation process-related pathway.
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Supplementary Figure 2. Web user interfaces for the RTTPG database. (A) List of tissue representative transcripts in the liver tissue with a Z-score of >3. Features listed in the table were gene ID; gene name; transcript count; transcript ID; rank of that particular transcript; transcript TPM value; CV; gene TPM value; and rank transcript expression percentage in gene. (B) The serum amyloid A1 protein gene (SAA1) has three transcripts, which are all highly expressed in the liver tissue. In this web page, additional descriptions on the gene and function are shown on the top including gene name, synonym; gene ID; protein class; gene description; molecular function; disease involvement. The representative tissue types and amounts are summarized in tissue count. In the transcript list table, individual transcript information regarding its expression rank; transcript ID; transcript length; ORF length; average expression TPM value; and Z-score >3 representative tissue types are illustrated. When mouseover any given datapoint, a pop-up text will display the tissue name of this datapoint as well as the expression TPM value or Z-score of the Rank transcript. Users can analyze the expression information by using TPM or Z-score values, and a Log button are available to change the TPM expression scale to log scale for observing lowly expressed transcripts. The TREGT link button on the right corner will open to the web page for additional transcript expression information.
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Annotation Cluster 1 Enrichment Score: 30.21 Count P_Value Benjamini

GOTERM_BP_DIRECT translational initiation RT JE— 39 3.3E-47 3.5E-44

GOTERM_BP_DIRECT ts;;éie:e?g?;ﬁcgs:eslatmnal protein RT 33 5.3E-43 2.7E-40

COTERMEPDIRECT otens. nomseme-mediates decay. RT 33 3.4E39 1.26-36
- GOTERM_BP_DIRECT viral transcription RT [E—— 32 2.1E-38 5.3E-36
- UP_KEYWORDS Ribosomal protein RT — 33 2.8E-34 6.1E-32
- GOTERM_MF_DIRECT structural constituent of ribosome RT — 35 4.6E-33 1.3E-30
- UP_KEYWORDS Ribonucleoprotein RT — 37 7.3E-33 7.9E-31
- GOTERM_BP_DIRECT translation RT JE—— 35 1.1E-30 2.3E-28
- GOTERM_CC_DIRECT ribosome RT JE— 30 3.6E-30 9.7E-28
- KEGG_PATHWAY Ribosome RT [E—— 33 5.0E-30 7.1E-28
- GOTERM_BP_DIRECT rRNA processing RT [E—— 32 5.2E-29 9.0E-27
- GOTERM_MF_DIRECT poly(A)_RNA binding RT — 54 8.7E-26 1.3E-23
- GOTERM_CC_DIRECT cytosolic large ribosomal subunit RT — 20 3.0E-24 2.7E-22
- GOTERM_CC_DIRECT cytosolic small ribosomal subunit RT — 13 4.6E-15 1.8E-13
- GOTERM_MF_DIRECT RNA binding RT — 25 5.2E-11 4.8E-9

Annotation Cluster 2 Enrichment Score: 10.06 Benjamini
B GOTERM_CC_DIRECT cell-cell adherens junction RT — 20 3.4E-11 1.0E-9
- GOTERM_MF_DIRECT ;?1?122;;:1 binding_involved in cell-cell RT — 19 6.6E-11 4.8E-9
- GOTERM_BP_DIRECT cell-cell adhesion RT — 18 2.9E-10 4.4E-8
Annotation Cluster 3 Enrichment Score: 6.25 Benjamini

o UP_KEYWORDS Diamond-Blackfan anemia RT - 7 9.1E-10 4.9E-8
- GOTERM_BP_DIRECT ribosomal small subunit assembly RT - 6 5.4E-7 6.2E-5
- GOTERM_BP_DIRECT ribosomal small subunit biogenesis RT - 4 3.5E-4 2.3E-2
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Export to CSV File

Show 10 [ entries Search:
Gene ID Gene Name Transcript Transcript ID Rank Transcript cv Gene Rank %
Count TPM TPM TPM
ENSG00000173432 SAA1 3 ENST00000356524.8 1 452.8239645 5.193 512.6873025 88.324
ENSG00000130203 APOE 5 ENST00000252486.8 1 369.5529063 1.372 431.5233174 85.639
ENSG00000229314 ORM1 2 ENST00000259396.8 1 332.2722158 7.160 333.5549821 99.615
ENSG00000134339 SAA2 6 ENST00000256733.8 1 307.0082756 6.057 335.4295388 91.527
ENSG00000197249 SERPINA1 20 ENST00000636712.1 1 272.8829509 5.952 346.410542 78.774
ENSG00000110245 APOC3 5 ENST00000227667.7 1 205.0323184 6.719 211.5460726 96.921
ENSG00000196136 SERPINA3 9 ENST00000393078.4 1 169.0301908 2.460 251.08383 67.320
ENSG00000125730 c3 18 ENST00000599668.1 1 166.974806 1.785 465.0304903 35.906
ENSG00000163631 ALB 20 ENST00000511370.1 1 165.4833123 7.064 483.8395294 34.202
ENSG00000158874 APOA2 10 ENST00000367990.7 1 164.9706488 7.225 175.2142719 94.154
Showing 1 to 10 of 2,141 entries Previous 2 4 5 215 Next




image3.png
TREGT
1| Next
Z-Score > 3
Tissued

Z-Score

Z-Score > 3
Tissue3

© TPM ) Log10

D
o s
o0, L5
T % 04
5

Synonym : PIG4, SAA, TP5314

Gene Name : SAA1

Protein Class : Disease related genes, Predicted secreted proteins

Ensembl Gene ID : ENSG00000173432

Gene Description : Serum amyloid A1

Molecular Function : Heparin-binding

Disease Involvement : Amyloidosis

Tissue count: Liver:3/3,

Showing 1 to 3 of 3 entries
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