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A Most of time-series gene expression changes B Time-series gene expression changes in genes associated with T and B cells
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C Gradient up-regulated of time-series gene expression changes genes (68 genes )
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D Reactome pathway analysis (Top 15 pathways) in Gradient up-regulated of time-series gene expression changes genes (68 genes )

Pathway ID Pathway name #Entities found #Entities total Submitted entities found
1 R-HSA-168256 Immune System 27 2703 VASP;PDIA3;MAP3K3;TGFB1;SLC11A1;GAA,ARPC1B;INPPL1;IFI30,DDOST,HLA-E;NFKBIA;BST2
CDC42,UBE2R2,ARPC3;GRAP2,TRIM58,JUNB;ARLBA;VCL
2 R-HSA-1643685 Disease 23 2596 VASP;CEBPB;TGFB1,GAAARPC1B;DDOST.GNAI2;HLA-E;NFKBIA;CDC42,BST2,GP9,GNG5,ARPC3
PRKAR2B;GNB2;JUNB;VCL;H3-3A
3 R-HSA-162582  Signal Transduction 21 3030 PTCRAVASP,TGFB1;ARPC1B;LPAR2,GNAI2;NFKBIA;CDC42,GNG5,ARPC3,PRKAR2B;GNB2,GRAP2
PLIN3;FFAR2,JUNB;VCL;H3-3A,PF4
4 R-HSA-1280215 Cytokine Signaling in Immune system 17 1115 NFKBIABST2,CDC42 MAP3K3,TGFB1,GRAPZ INPPL1,TRIMS8;IFI30;JUNB;HLA-E
5  R-HSA-1430728 Metabolism 15 3642 MT-ND6;G6PD;GAA;INPPL1,GMPR;0AZ2,GNAI2;GNG5,;PRKAR2B;GNB2,PMVK;PLIN3; TKT
6  R-HSA-109582 Hemostasis 14 803 TGFB1;HBG2;GNAI2;CDC42,GP9;GNG5;PRKAR2B,GNB2; TAGLN2,VCL,LY6G6F;H3-3A,PF4
7 R-HSA-168249 Innate Immune System 13 1345 SLC11A1,GAA;ARPC1B;DDOST;HLA-E;NFKBIA;CDC42,BST2,ARPC3;GRAP2,TRIM58,VCL,ARL8A
8  R-HSA-2262752 Cellular responses to stress 12 1009 CDKN2D;MYDGF,G6PD;CEBPB;GAA TRIM58, TKT,H3-3A
9  R-HSA-8953897 Cellular responses to stimuli 12 1027 CDKN2D;MYDGF;G6PD;CEBPB;GAA TRIM58,TKTH3-3A
10 R-HSA-5663205 Infectious disease 12 1512 NFKBIA;CDC42,BST2,TGFB1,GNG5,ARPC3;PRKAR2B;GNB2,ARPC1B;DDOST,GNAI2HLA-E
1" R-HSA-392499  Metabolism of proteins 1" 215 NFKBIA;PDIA3,TGFB1,UBE2R2;GNG5;,GNB2,GAA;MT-TV;H3-3A\DDOST,;SNCA
12 R-HSA-76002 Platelet activation, signaling and aggregation 10 293 CDC42,GP9, TGFB1,GNG5;GNB2, TAGLN2;VCL,LY6GEF,;GNAI2,PF4
13 R-HSA-1266738 Developmental Biology 10 1304 CDC42,VASP,CEBPB;TGFB1,ARPC3,ARPC1B;ZNF467 H3-3A
14 R-HSA-1280218 Adaptive Immune System 9 1012 CDC42,VASP;NFKBIA,PDIA3;UBE2R2,GRAP2,TRIMS8;IFI30;HLA-E
15 R-HSA-449147  Signaling by Interleukins 9 658 CDC42NFKBIA;MAP3K3,TGFB1,INPPL1,JUNB
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AL & 4 kvt Time-series transcriptome analysis of peripheral blood mononuclear cells

obtained from individuals who received the SARS-CoV-2 mRNA vaccine

F¥#  Watanabe Y, Yamamoto H, Matsuba I, Watanabe K, Kunishima T, Takechi Y, Takuma T,
Araki Y, Hirotsu N, Sakai H, Oikawa R, Danno H, Fukuda M, Sugino R, Futagami S,

Wada K, Itoh F, Tateishi K, Oda I, Hatori Y, Degawa H

- DOI %% : 10.1002/jmv.28884




- ¥E3E4 © Journal of Clinical Laboratory Analysis (4~ 7 4 vl : 2022 426 A 9 H)

- F X % 4 b Lot Heterogeneity assessment of vaccine-induced effects using point-of-care
surrogate neutralization test for severe acute respiratory syndrome coronavirus 2.

- Z# 1 Watanabe Y, Matsuba |, Watanabe K, Kunishima T, Takechi Y, Takuma T, Araki Y, Hirotsu
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