e
ICAR

Uncovering the Molecular Mechanisms of Bovine Tuberculosis Through Meta-
Analysis of Differentially Expressed Genes

https://doi.org/10.56093/ijans.v95i2.157409

| SUPPLEMENTARY MATERIAL AVAILABLE ONLINE |

&\\‘J) Indian Journal of Animal Sciences 95 (2): 163—168, February 2025/Article

NAINA KUMARI!"?, SARIKA JAISWAL"™, MIR ASIF IQUEBAL' AND DINESH KUMAR!

ICAR-Indian Agricultural Statistics Research Institute, New Delhi, India, 110012

Received: 10 October 2024; Accepted: 23 December 2024

Supplementary table 1. List of DEGs and their Fisher and Stouffer values including list of common DEGs

Upregulated gene

Fisher value

Downregulated gene

Fisher value

XM_005225965.5
NM_001101179.2
NM_001015570.3
XM_024997362.2
NM_174027.2
NM_174035.4
XM_059886092.1
XM_024977856.2
NM_001034562.1
XM_024979803.2
NM_173959.4
NM_001015639.1
NM_001075733.1
XR_009495704.1
NM_001034478.1
NM_001046294.1
NM_001046133.3
XR_009496776.1
XM_003587769.6
XM_005208875.4
NM_001304338.1
XM_059877485.1
XM_005227466.5
XM_059882753.1
XM_024991983.2
XR_009491175.1
NM_001105004.1
XM_005223062.5
XM_024996791.2
XM _059891129.1
NM_001205812.3
XM_059887183.1
XM _024979913.2
NM_173900.2
XM_024981427.2
NM_174101.2

0.000147834
0.043045398
4.15E-07
0.023416153
3.35E-05
9.28E-08
0.040089965
0.002850835
0.027283532
0.000161198
0.030072857
0.004046981
0.010673851
0.033124707
0.006638922
0.014027387
0.029510129
0.048134235
0.008211431
0.036940154
5.98E-06
0.000222726
0.003617754
0.045433076
0.027952425
0.040622628
0.001284954
0.00209205
0.011136963
0.020355404
0.036288477
0.011727224
0.004713933
9.55E-05
0.000309656
7.95E-05

NM_001046419.2
XM_024984313.2
NM_001104611.2
NM_001034532.2
XM_003587406.5
XM_005203578.5
XM_010809076.3
XM_005201681.5
XM_005216236.2
XM_059888749.1
NM_001244199.1
NM_001167894.2
XM_002693873.7
NM_181014.2
XM_024982697.2
NM_001075552.1
NM_173891.2
NM_001192792.2
XM_024999036.2
XM_005221420.2
NM_001184724.1
XM._002690940.7
XM_024996654.2
XM_005207061.5
NM_001109795.2
XM_059892748.1
XM_010813128.4
XM_059880872.1
XM_059889955.1
NM_001046097.1
XM_002694517.7
XM_059877947.1
NM_001034394.2
NM_001046529.2
XM_010812654.4
XM_010802839.4

0.049481515
0.037445599
0.048374604
0.020726373
0.023118377
0.046166262
0.045912963
0.037639012
0.021724109
0.031805922
0.006470703
0.049190244
0.045014674
0.038820315
0.04620775
0.019567417
0.038264044
0.015135232
0.048000779
0.035692462
0.027100355
0.042690423
0.041286253
0.031291095
0.047872789
0.045490122
0.025257624
0.049481251
0.020160179
0.03905645
0.030531635
0.032124827
0.047751643
0.04823306
0.025485
0.043213129




2 ETAL. [Indian Journal of Animal Sciences 95 (2)

Supplementary table 2. List of enriched gene ontologies (Biological Process, Molecular Function and Cellular Component) and their
fold enrichment and p-values

Analysis Type PANTHER Overrepresentation Test (Released 20240807)

Annotation Version and

GO Ontology database DOI: 10.5281/zenodo.12173881 Released 2024-06-17
Release Date:

Analyzed List: upreg_genes.txt (Bos taurus)
Reference List: Bos taurus (all genes in database)
Test Type: FISHER
Correction: FDR
. . Bos taurus upreg_ upreg_genes. upreg_genes. upreg_genes.
CGO?nb;(e)l(e)glcal process - REFLIST urt);:%zgesgis' genes.txt txt (over/ txt (fold txt (raw u[;r(?g(?%]r;c):s.
P (23835) (expected) under) Enrichment) P-value)
regulation of dendritic
cell antigen processing 5 5 0.85 + 5.88 1.42E-04  238E-03
and presentation
(GO:0002604)
beta-alanine biosynthetic 3 3 051 - 5.88 491E-03  4.74E-02

process (GO:0019483)

glyceraldehyde-3-

phosphate biosynthetic 3 3 0.51 + 5.88 4.91E-03 4.73E-02
process (GO:0046166)

positive regulation of toll-

like receptor 7 signaling 3 3 0.51 + 5.88 4.91E-03 4.73E-02
pathway (GO:0034157)

regulation of toll-like

receptor 7 signaling 3 3 0.51 + 5.88 4.91E-03 4.73E-02
pathway (GO:0034155)
regulation of MyD8&8-
dependent toll-like
receptor signaling pathway
(GO:0034124)
substrate-dependent cell
migration, cell extension 3 3 0.51 + 5.88 4.91E-03 4.72E-02
(GO:0006930)

peptide antigen assembly

with MHC class I protein 3 3 0.51 + 5.88 4.91E-03 4.72E-02
complex (GO:0002502)

regulation of T-helper

1 cell differentiation 3 3 0.51 + 5.88 4.91E-03 4.71E-02
(GO:0045625)

growth hormone receptor

signaling pathway via 10 10 1.7 + 5.88 2.00E-08 6.95E-07
JAK-STAT (GO:0060397)

Fc receptor mediated

stimulatory signaling 3 3 0.51 + 5.88 4.91E-03 4.71E-02
pathway (GO:0002431)
heme B biosynthetic
process (GO:0006785)
positive regulation

of protein K63-

linked ubiquitination
(GO:1902523)

MHC class I protein
complex assembly 3 3 0.51 + 5.88 4.91E-03 4.70E-02
(G0O:0002397)

cellular response to triacyl

bacterial lipopeptide 3 3 0.51 + 5.88 4.91E-03 4.69E-02
(GO:0071727)

3 3 0.51 + 5.88 4.91E-03 4.72E-02

3 3 0.51 + 5.88 4.91E-03 4.70E-02

3 3 0.51 + 5.88 4.91E-03 4.70E-02
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Supplementary table 4. Description of hub genes

Gene symbol Ensemble Id Gene name score
PSMB3 ENSBTAP00000017816 Proteasome subunit beta type-6 5.18E+59
PSMD8 ENSBTAP00000042312 268 proteasome non-ATPase regulatory subunit 8 5.18E+59
PSMAS5 ENSBTAP00000027507 Proteasome subunit alpha type-5; 5.18E+59
PSMAL ENSBTAP00000008621 Proteasome subunit alpha type-1 5.18E+59
PSMB2 ENSBTAP00000058051 Proteasome subunit beta type-2 5.18E+59
PSMA4 ENSBTAP00000019203 Proteasome subunit alpha type-4 5.18E+59
PSMB10 ENSBTAP00000063146 Proteasome subunit beta type-10 5.18E+59
PSMA7 ENSBTAP00000006760 Proteasome subunit alpha type-7 5.18E+59
PSMD1 ENSBTAP00000006754 268 proteasome non-ATPase regulatory subunit 1 5.18E+59
PSMB4 ENSBTAP00000028364 Proteasome subunit beta type-4 5.18E+59
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Supplementary fig. 1. PCA plot for the three studies: diamonds for study A (PRINA194043), triangles for study B (PRINA480009),
and squares for study C (PRINA264301). Pink dots represent controls, and blue dots represent infected samples.



