Table S1. 203 integrated DEGs identified by the RRA method.

Name Pvalue adjPvalue logFC
KRTS5 5.18E-13 1.30E-08 3.334316256
SPP1 4.68E-12 1.17E-07 3.661034965
MMP1 8.19E-12 2.05E-07 3.924344785
BPIFBI 6.55E-11 1.64E-06 2.940605982
MMP7 1.94E-10 4.86E-06 3.07289576
SAA1 1.02E-09 2.56E-05 2.617139011
ARMC3 1.02E-09 2.56E-05 2.269738524
CP 1.45E-09 3.61E-05 2.758677127
C6 1.67E-09 4.17E-05 2.195239233
TMEM45A 3.50E-09 8.76E-05 2.100187221
PROMI1 4.05E-09 0.000101197 2.225330222
KRTI15 7.02E-09 0.000175504 2.795022081
SLC27A2 1.17E-08 0.00029347 1.791417492
POSTN 2.07E-08 0.000517173 2.257341476
LTF 2.62E-08 0.000656179 2.014123067
SPAG6 2.87E-08 0.000716479 1.831868685
NEK10 2.97E-08 0.000741727 1.753732284
SPAG17 3.57E-08 0.000892724 1.796397938
EFCABI1 3.81E-08 0.000952971 1.831002628
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NECABI 1.07E-06 0.026837444 -1.139500086
ANKRDI1 1.09E-06 0.027216766 -1.106158085
DLL4 1.17E-06 0.029174042 -1.26353449
RNDI1 1.22E-06 0.030605634 -1.307142131
AGTR2 1.34E-06 0.033403346 -1.297566824
APOBEC3A 1.38E-06 0.034528887 -1.360824423
PRX 1.40E-06 0.034897553 -1.236816323
PPPIRI15A 1.41E-06 0.035217721 -1.033660707
F11 1.47E-06 0.036626258 -1.510522838
WNT3A 1.55E-06 0.038803175 -1.613854093
RAMP3 1.62E-06 0.040589109 -1.327697429
MME 1.85E-06 0.04631927 -1.184443089
LRRC36 1.86E-06 0.046552693 -1.377794915
HMGCS2 1.87E-06 0.04683851 -1.094848572
KCNMB4 1.92E-06 0.047994962 -1.177196004
GRIALI 1.99E-06 0.049769629 -1.123019002

Table S2. 3 differential KEGG functions and pathways by the RRA method.

Name Pvalue  adjPvalue logfC

KEGG_GRAFT VERSUS HOST DISEASE 5.58E-08 1.03E-05 -0.555014209

KEGG ALLOGRAFT REJECTION 8.38E-06 0.001541696 -0.470560371



KEGG TYPE I DIABETES MELLITUS 2.29E-05 0.004212855 -0.40492194
Table S3. 29 differential GO functions and pathways by the RRA method.
Name Pvalue adjPvalue logFC
GO_UTP_METABOLIC PROCESS 2.44E-07 0.001672155 0.423165069
GO_GTP _BIOSYNTHETIC PROCESS 6.86E-07 0.004701429 0.405372298
GO_TONIC _SMOOTH_MUSCLE CO
1.48E-06 0.010123888 0.462153741
NTRACTION
GO _IMP _METABOLIC PROCESS 1.95E-06 0.013352293 0.525244974
GO_IMMUNOGLOBULIN COMPLEX 2.05E-06 0.014009143 0.569067182
GO EXTRACELLULAR MATRIX ST
RUCTURAL CONSTITUENT CONFE 2.08E-06 0.014264599 0.495699962
RRING TENSILE STRENGTH
GO_ALDEHYDE DEHYDROGENASE
3.21E-06 0.021978787 0.450113222
_NAD P PLUS ACTIVITY
GO_OLIGOSACCHARYLTRANSFER
3.67E-06 0.025146931 0.489046848
ASE COMPLEX
GO_OLIGOSACCHARYL TRANSFER
5.26E-06 0.036052901 0.547721252
ASE_ACTIVITY
GO _EUKARYOTIC 48S PREINITIAT
5.73E-06 0.039262836 0.41522642
ION_COMPLEX
GO_INTRACILIARY TRANSPORT P 6.03E-06 0.041288893 0.519770429



ARTICLE B
GO DYNEIN LIGHT CHAIN BINDI
6.23E-06 0.042682489 0.538165956
NG
GO NUCLEOBASE CONTAINING S
MALL MOLECULE_INTERCONVER 6.33E-06 0.04339237 0.399181142
SION
GO CELLULAR RESPONSE TO AL
6.57E-06 0.044979798 0.525077862
DEHYDE
GO _ANTIGEN PROCESSING AND P
RESENTATION OF PEPTIDE ANTI 3.98E-10 2.73B-06  -0.49290883
GEN_VIA MHC CLASS IB
GO _POSITIVE_ REGULATION OF V
6.22E-09 426E-05  -0.46351363
ASCULOGENESIS
GO REGULATION OF T HELPER 2
8.59E-08 0.000588453 -0.53066833
_CELL CYTOKINE PRODUCTION
GO _POSITIVE_ REGULATION OF N
ATURAL KILLER CELL MEDIATE 6.86E-07 0.004701429 -0.447832382
D IMMUNITY
GO MITOGEN ACTIVATED PROTE
8.95E-07 0.006133853 -0.542996726
IN_KINASE KINASE BINDING
GO REGULATION OF INTERFERO

1.21E-06 0.008289945 -0.458369583
N_GAMMA SECRETION



GO T HELPER 2 CELL CYTOKINE
_PRODUCTION
GO NEGATIVE REGULATION OF
NATURAL KILLER CELL MEDIAT
ED IMMUNITY
GO _MHC_PROTEIN COMPLEX
GO POSITIVE REGULATION OF IN
TERLEUKIN 5 PRODUCTION
GO T CELL TOLERANCE INDUCTI
ON
GO _CD4 POSITIVE ALPHA BETA
T CELL CYTOKINE PRODUCTION
GO_HEMOGLOBIN_COMPLEX
GO REGULATION OF VASCULOGE
NESIS

GO _DENDRITIC SPINE HEAD
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