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Supplementary Table 1. FAdV-8b liver gross and histological lesion scoring table based on observations.
	Score
	Histological observation
	State

	
	Tissue area effected, %
	Cell architecture
	Degenerated cells
	Sinusoid presents
	Haemorrhages
	

	0
	≤ 5
	No changes
	Nil
	Nil
	Normal
	Normal

	1
	≤ 25
	Slight architectural changes
	Nil
	Nil
	Normal 
	Mild

	2
	≤ 50
		Moderate architectural disarray



	



	Present
	Present
	Congested
	Intermediate

	3
	>50
		Severe architectural disarray



	



	Present
	Present
	Severely dilated
	Severe






Supplementary Table 2. Primers and probe used in quantification Polymerase chain reaction amplification.
aPosition of sequences according to the reference FAdV-8b UPM04217 (Accession No.: KU517714.1)
	ID
	Sequence, 5’-3’
	Positiona, bp
	Annealing temperature, ºC
	Amplicon size, bp

	FAdV8b_Forward
	CCTCCACCCTTCAGCAATTTA
	31840 -31860
	47.6
	125

	FAdV8b_Reverse
	GAGCTTCAGATAGAGGGAGCTA
	31943- 31964
	50.0
	

	FAdV8b_Probe
	/56-FAM/ACAGTGGCT /ZEN/TTCCGATGGGTTGAT /3IABkFQ/
	
	60.9
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Supplementary Figure 1. (a) Ct standard curve and (b) amplification plot for quantification of viral genome copy via quantitative Polymerase Chain Reaction of FAdV-8b UPM T221 and UPM T1901.


Supplementary Table 3. Seven sets of forward and reverse sequences of primers and its attributes, used in quantitative Polymerase chain reaction for in vivo RNA-Sequencing validation.
	
	Gene
	Sequence, 5’-3’
	Length, bp
	GC, %
	Annealing temperature, ºC
	Amplicon size, bp
	Description

	SOCS1
	ACC CCA AAC GCA CCT ACT AC
	20
	55.0
	57.0
	479
	Suppressor of cytokine signalling 1
Insulin signalling pathway
[Ensembl: ENSGALG00000007158]

	
	AGC ACA ACT CCA GCA CAG TT
	20
	50.0
	57.2
	
	

	IL18R1
	CGT TCA GCG ATT GAA CTC CG
	20
	55.0
	56.4
	1682
	Interleukin-18 receptor 1
Cytokine-cytokine receptor interaction
[Ensembl: ENSGALG00000040621]

	
	CTG AAT GGC GTT GTC TCC CA
	20
	55.0
	57.6
	
	

	BCL2L1
	GAC AGC GTC CTC AAT GGG AG
	20
	60.0
	57.9
	2969
	BCL2-like 1 protein
NOD-like receptor signalling pathway; Herpes simplex virus 1 infection; Apoptosis; p53 signalling pathway; Autophagy; Mitophagy
[Ensembl:  ENSGALG00000006211]

	
	AGT GGA ACC CGA GTT GAG A
	19
	52.6
	55.6
	
	

	CCL4
	TCA CAA AGA AGG AGC GCG AA
	20
	50.0
	50.0
	246
	Chemokine (C-C motif) ligands 4
Cytokine-cytokine receptor interaction; Toll-like receptor signalling pathway; Cytosolic DNA-sensing pathway
[Ensembl: ENSGALG00000032717]

	
	CAA ACA GCA CCT GCC ATG AG
	20
	55.0
	56.9
	
	

	PCK1
	GCC ATC AGC TAA AGG GAG C
	19
	57.9
	56.0
	414
	Phosphoenolpyruvate carboxykinase 1
Citrate cycle (TCA cycle); Pyruvate metabolism; Adipocytokine signalling pathway; Insulin signalling pathway; Glycolysis/ Gluconeogenesis; PPAR signalling pathway; FoxO signalling pathway
[Ensembl: ENSGALG00000007636]

	
	AAA GGA GAT CCA ATC GGC CC
	20
	55.0
	57.3
	
	

	ACTB
	CCC ACA CCC CTG TGA TGA AA
	20
	55.0
	57.4
	177
	Actin-beta
ATP-dependent chromatin remodelling; Phagosome; Apoptosis; Focal adhesion; Adherence junction; Tight junction; Regulation of actin cytoskeleton; Motor proteins; Salmonella infection; Influenza A
[Ensembl:  ENSGALG00000009621]

	
	TAG AAC TTT GGG GGC TTC G
	20
	52.6
	57.5
	
	

	GAPDH
	CTA CAC ACG GAC ACT TCA AG

	20
	50.0
	56.1
	244
	Glyceraldehyde-3-phosphate dehydrogenase 
Glycolysis/ Gluconeogenesis; Metabolic pathways; Carbon metabolism; Biosynthesis of amino acids; Salmonella infection
[Housekeeping gene, Ensembl: ENSGALG00000014442]

	
	ACA AAC ATG GGG GCA TCA G
	19
	50.0
	52.6
	
	




Average Ct	y = -2.604x + 36.598
R² = 0.9661
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