
Supplementary Tables 
 
Table S1: Each TRBV and TRBJ gene’s frequency in each SLE, RA and HC sample. 
Row 2-19 represents the frequency of each TRBV and TRBJ gene in each SLE, RA and 
HC sample. Row 20-22 represents the numbers of TRBV and TRBJ genes in all the 
samples of one condition including SLE, RA and HC. Row 23-25 represents the sum 
of TRBV and TRBJ genes’ frequency from all the samples of one condition. Row 26-
28 represents the p-value of each TRBV and TRBJ gene’s frequency between SLE 
group, RA group and HC group. The cells with the highlighted red show genes which 
are differentially expressed between two groups. (p-value < 0.05) 
 
Table S2: Each IGHV and IGHJ gene’s frequency in each SLE, RA and HC sample. 
Row 2-19 represents the frequency of each IGHV and IGHJ gene in each SLE, RA and 
HC sample. Row 20-22 represents the numbers of IGHV and IGHJ genes in all the 
samples of one condition including SLE, RA and HC. Row 23-25 represents the sum 
of IGHV and IGHJ genes’ frequency from all the samples of one condition. Row 26-28 
represents the p-value of each IGHV and IGHJ gene’s frequency between SLE group, 
RA group and HC group. The cells with the highlighted color red show genes which 
are differentially expressed between two groups. (p-value < 0.05) 
 
Table S3: Each immune cell type’s proportion in each SLE, RA and HC sample. 
 
Table S4: Differentially expressed genes (DEG) in each immune cell type when 
comparing SLE group to HC group. These DEGs were used for further functional and 
signaling enrichment analysis. 
 
Table S5: Differentially expressed genes (DEG) in each immune cell type when 
comparing RA group to HC group. These DEGs were used for further functional and 
signaling enrichment analysis. 
 


