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Protein subsets Total proteins DEPS Important proteins

Number of features 9,532 features 338 features 52 features
Classification algorithm Accuracy Accuracy Accuracy
Support vector machine 84.38% 100.00%* 100.00%*
K-nearest neighbors 84.38% 100.00%* 100.00%*
Random forest 84.38% 84.38% 87.50%*
Logistic regression 84.38% 100.00%* 100.00%*
Multinomial naive Bayes 84.38% 96.88% 100.00%*

*Highest accuracy score.
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Molecular Function Biological Process Cellular Component

® binding (35.2%) cellular process (28.8%) cellular anatomical entity (83.4%)
= catalytic activity (33.8%) metabolic process (17.7%) protein-containing complex (16.6%)
" transcription regulator activity (8.5%) ® biological regulation (15.2%)

= transporter activity (5.6%) response to stimulus (7.7%)

= molecular function regulator (5.2%) developmental process (6.6%)

= molecular transducer activity (4.7%) localization (6.0%)

= Others (7.0%) multicellular organismal process (6.0%)

signaling (5.8%)
Other (6.2%)
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Gene e Protein name FC % (Naive) % (Pos

Apoptosis signaling pathway

DFFB DNA fragmentation factor subunit beta 0018 095 100 100 Down
HNRNPU Heterogeneous nuclear ribonucleoprotein U isoform b 0019 0 8148 40 Down
MYBL2 MYB proto-oncogene like 2 0014 16.42 1852 80 up
NGDN Neuroguidin isoform 2 0.03 105 7407 100 up
NME6 Nucleoside diphosphate kinase 0029 1676 1481 60 up
Viral activities

cpyL2 Chromo domain-containing protein 0035 0 5556 0 Down
CGNLI Cingulin like 1 0035 0 7037 20 Down
DDX11 Helicase ATP-binding domain-containing protein 0026 0 59.26 0 Down
ERCC2 General transcription and DNA repair factor ITH 0037 0 77.78 20 Down

helicase subunit XPD

GOLGBI Golgin B1 0.007 0 9259 0 Down
NCAPH Condensin complex subunit 2 0022 0 6296 2 Down
NsA2 Ribosome biogenesis protein NSA2 homolog 0014 0 7407 20 Down
PAPOLA Poly(4) polymerase 0045 0 5185 0 Down
ERCC6L ERCC excision repair 6 like, spindle assembly 0026 112 5185 100 up

checkpoint helicase
POLA2 DNA polymerase alpha subunit B 0018 113 5556 100 up
POLH DNA polymerase eta 0033 1551 4074 100 up

Neurological damage

ARHGEF2 Rho/Rac guanine nucleotide exchange factor 2 0042 0 6296 20 Down
CAPNG Calpain-6 (Fragment) 0.02 0 77.78 40 Down
EDC3 Enhancer of mRNA-decapping protein 3 002 0 0 2 Down
EDNRB Endothelin receptor type B 0016 0 37 40 Down
HTRIA 5-Hydroxytryptamine receptor 14 0045 0 5185 0 Down
ITGA7 Integrin subunit alpha 7 0042 0 6296 20 Down
MCF2L MCE2 cell line-derived transforming sequence like 0045 0 5185 0 Down
PCYT2 Ethanolamine-phosphate cytidylyltransferase isoform 2 0025 0 8148 40 Down
RALGAPAI Rap-GAP domain-containing protein 0018 0.94 963 100 Down
TNFAIPI TNF-alpha-induced protein | 0031 0 7407 40 Down
VAV2 Vav guanine nucleotide exchange factor 2 0045 0 5185 0 Down

RABIA RABIA, member RAS onco family 0,008 1267 741 60 up

Immune and inflammatory responses

DDX3X RNA helicase 0045 095 88.89 60 Down
EPHA2 Ephrin type-A receptor 2 0031 0.96 9259 60 Down
FLII FLII actin remodeling protein 0016 091 9259 60 Down
GONTI Glucosaminyl (N-acetyl) transferase 1 0013 0 85.19 4 Down
NOS3 Nitric oxide synthase 0045 092 8148 60 Down
RBBPS E3 ubiquitin-protein ligase RBBP6 001 092 9259 80 Down
2C3H4 Zinc finger CCCH-type containing 4 0.041 0 7407 20 Down
2C3He Zinc finger CCCH-type containing 6 0015 0 6667 0 Down
ARHGAP26 Rho GTPase-activating protein 26 001 107 9259 100 up
CD36 Platelet glycoprotein 4 0.001 1693 111 80 up
cuLs Cullin-3 0022 104 6296 100 up
DUSIL Dihydrouridine synthase 1 like 0.004 113 6667 100 up
FLT4 Receptor protein-tyrosine kinase 0.031 1.06 8148 100 up
HCRT Orexin (Hypocretin) 0018 124 8148 100 up
HIF3A Hypoxia-inducible factor 3 subunit alpha 0046 1474 4074 80 up
LRRFIPI Leucine-rich repeat flightless-interacting protein 1 0036 109 100 100 up
isoform 5
LSM14A LSMI4A mRNA processing body assembly factor 0014 123 8148 100 up
MUCSB Mucin 5B, oligomeric mucus/gel-forming 0.047 1193 2593 60 up
MYDSS Myeloid differentiation primary response protein 0035 1.06 88.89 100 up
MyDss.

Others

ADAMTSS Peptidase M12B domai 0045 0 5185 0 Down
ADAMTSLI ADAMTS like | 0.02 0 0 20 Down
PHKA 1-Phosphatidylinositol 4-kinase 002 109 7037 100 up
ETNK2 Ethanolamine kinase 2 0.02 127 5556 100 up
OBSCN Obscurin 0.006 18.52 2593 80 up

% (Naive) = (number of proteins detected in naive samples/number in naive samples) x 100; % (Positive) = (number of proteins detected in seropositive samples/number in seropositive
samples) x 100 FoldChange (FC)=PELS (seropositive)/PELS (naive).
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- Humane endpoint 20)
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Humane endpoint (30)
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A total of 28 golden Syrian hamsters were selected, including 4 animals in each group. Route of ifection, dose, immunization and dpc. IN, Intranasal; P, Intraperitoneals dpc, days post
challenge; PBS, phosphate buffered saline; NiV sG, Nipah virus and Hendra virus soluble glycoproteins.
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Primary antibody/  Type of antibody

Clone

cD3 Polyclonal
GEAP Polyclonal
Tbal Polyclonal

Anti-NiV nucleoprotein
(clone, HL1436)

Monoclonal

Dilution Blocking solution
1:50 Superblock!
1:1000 Superblock'
1750 Superblock!
1:200 Superblock’

ERI 20 min®

ERI 20 min®

ERI 20 min®

ERI 20 min®

HIER, heat-induced epitope retrieval. ‘Superblock (TBS) Blocking Buffer (Thermo Scientific, USA); BOND Epitope Retrieval Solution 1 (pH 6.0).

Source

Agilent, SA, USA

‘ThermoFisher Scientic,
Massachusetts, USA

FujiFilm Wako, Neuss,

Germany

Invitrogen, MA, USA
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HIER, heat-induced epitope retrieval. BOND Epitope Retrieval Solution 1 (pH 6.0). BOND
Epitope Retrieval Solution 2 (pH 9.0).
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Groups Mortality ~ 18-daybody ~34-day body TGF-p (ng/! TNF-a INF-y  IL-4(ng/L)  IL-6(ng/L) IL-8(ng/L)  IL-10

rate weight (9 weight (g) (ng/L) (ng/L) (ng/L)
Infected group 0.63 44551 + 54.03* 1,398 £72.56g* 337.89 % 1432 91.06 + 6.06 287.14 £17.36 93.42£6.53 141.8 £10.11 47.83 £3.63 9115 +5.26* 73.21 £ 641°
Control group 0.00 60679+ 51.26" 1,654 + 60.44gb 32290 £ 14.95" 9094+ 8.82 29230+17.4 92.0147.38 13923 £ 1093 47264417 8290+ 6.37" 6816+ 4.49°

Each treatment group has 60 goslings. During the final weight measurement, only 22 goslings remained in the infected group and 38 died. Each treatment group had eight copy samples in the serum cytokines level assay: Values with the same superseript letter show
iferences that are not significant (p > 0.05); those with different lowercase superscript ltters show significant differences (p < 0.03); those with different uppercase superscript letters show extremely significant differences (p < 0.01).
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Samples Data Unique Uniquely Multi- Multi- Total

size(Gb) reads mapped (%) reads mapped (%)  mapped (%)
Blankl 33,581,015 10.0743045 28926625 86.14 1,083,847 323 8937
Blank2 28,044,066 84132198 24,782,909 8837 836,753 298 9135
Blank3 26,967,596 80902788 24,062,042 8923 780,480 289 9212
Blankd 34,837,440 10451232 30,827,635 88.49 1,018,572 292 9141
Blanks 42,393,288 127179864 37,166,876 87.67 1,264,596 298 9065
GPVL 39,982,698 119948094 34322378 8584 1373462 344 89.28
Gpv2 37,327,658 111982974 32,234,697 8636 1257212 337 8973
GPV3 39,561,102 11.8683306 33,813,599 85.47 1,418,103 359 89.06
GPV4 34,059,710 102179113 28,878,563 8479 1,263,752 371 885
GpVs 31,371,602 94114806 26,765,695 8532 1,161,743 371 89.03

Blank1 -5 represent the fibroblast cell treatment with saline; GPV1-5 represent the fibroblast cell treatment with 10° copies of the GPV SYG1 strain.
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