Table 1. Detailed results of main dataset analysis for genes with common patterns
Gene
Transcript
Coefficient
R2
p-value
q-value
Fold Change
NSFL1C
NM_016143
-326.6
0.869
1.8E-08
2.1.E-04
0.716
PDGFRB
NM_002609
206.4
0.860
3.1E-08
2.1.E-04
1.248
RPL18
NM_000979
-571.9
0.858
3.5E-08
2.1.E-04
0.461
RPL28
NM_000991
-448.7
0.846
6.8E-08
2.1.E-04
0.541
RBM14
NM_006328
-326.0
0.840
8.9E-08
2.1.E-04
0.500
DAGLB
NM_139179
-675.0
0.837
1.0E-07
2.1.E-04
0.538
PRPS1L1
NM_175886
-61.1
0.836
1.1E-07
2.1.E-04
0.593
PSMC4
NM_006503
-801.2
0.826
1.8E-07
2.6.E-04
0.518
DUSP1
NM_004417
-1802.3
0.819
2.5E-07
2.8.E-04
0.675
ELL3
NM_025165
-48.6
0.803
4.8E-07
3.5.E-04
0.696
USP42
NM_032172
51.2
0.797
6.4E-07
4.1.E-04
0.708
POLE3
NM_017443
-195.7
0.790
8.3E-07
4.6.E-04
0.656
ABCF1
NM_001025091
-303.7
0.789
8.5E-07
4.6.E-04
0.526
CALCB
NM_000728
-21.7
0.779
1.2E-06
5.7.E-04
0.286
HMGA1
NM_145899
-598.8
0.775
1.5E-06
6.3.E-04
0.446
KDM1B
NM_153042
-115.7
0.774
1.5E-06
6.4.E-04
0.664
SLC25A19
NM_021734
-82.0
0.770
1.7E-06
6.8.E-04
0.869
PRPF4
NM_004697
-236.8
0.769
1.8E-06
6.8.E-04
0.727
GPAM
NM_020918
4192.9
0.769
1.8E-06
6.8.E-04
1.544
GBA2
NM_020944
-410.5
0.763
2.2E-06
7.6.E-04
0.577
BRMS1
NM_015399
-69.5
0.757
2.7E-06
8.2.E-04
0.621
RNF25
NM_022453
-51.2
0.756
2.8E-06
8.2.E-04
0.577
DUSP14
NM_007026
-228.9
0.751
3.2E-06
8.6.E-04
0.607
LAS1L
NM_031206
-151.3
0.745
3.9E-06
9.4.E-04
0.497
TTC4
NM_004623
-169.3
0.742
4.4E-06
1.0.E-03
0.460
MED26
NM_004831
-39.4
0.741
4.5E-06
1.0.E-03
0.817
AP4B1
NM_006594
-99.7
0.737
5.2E-06
1.0.E-03
0.686
MTF1
NM_005955
-213.3
0.732
6.1E-06
1.0.E-03
0.785
FUS
NM_004960
-356.0
0.727
7.0E-06
1.1.E-03
0.575
AKAP13
NM_007200
-991.3
0.727
7.0E-06
1.1.E-03
0.816
LSG1
NM_018385
-292.7
0.724
7.6E-06
1.1.E-03
0.821
RPS5
NM_001009
-915.6
0.724
7.6E-06
1.1.E-03
0.384
C5
NM_001735
1374.6
0.722
8.1E-06
1.1.E-03
1.107
EID3
NM_001008394
-38.4
0.720
8.6E-06
1.1.E-03
0.740
RRP12
NM_015179
-570.5
0.718
9.2E-06
1.1.E-03
0.552
LRP4
NM_002334
28.3
0.717
9.4E-06
1.1.E-03
1.237
CCDC86
NM_024098
-190.4
0.716
9.5E-06
1.1.E-03
0.540
Results are listed in descending order of R2. To make it easier to understand at a glance, we have listed the results for genes with R2≥0.716. The coefficient, R2, p-value and q-value are the results of fitting a linear regression model. Fold change was defined as the average expression level in HBV-infected cells divided by the average expression level in uninfected cells, measured at 7 days post-infection. Genes validated through qRT-PCR experiments are indicated in bold.

Table 2. Detailed results from analysis of main dataset for undesigned genes in GSE72068 set
Gene
Transcript
Coefficient
R2
p-value
q-value
Fold Change
ELOA
NM_003198
-628.2
0.818
2.6E-07
2.8.E-04
0.795
TMEM208
NM_014187
-182.1
0.806
4.3E-07
3.3.E-04
0.592
LRRC75A
NM_207387
-187.6
0.799
5.8E-07
4.0.E-04
0.650
TTI2
NM_025115
-97.5
0.773
1.6E-06
6.5.E-04
0.712
RPLP0
NM_053275
-7236.4
0.759
2.5E-06
8.2.E-04
0.606
RMC1
NM_013326
-209.4
0.758
2.6E-06
8.2.E-04
0.771
FNBP1
NM_001363755
-59.1
0.758
2.6E-06
8.2.E-04
0.690
SRPRB
NM_001379313
-594.6
0.756
2.8E-06
8.2.E-04
0.795
URB2
NM_014777
-199.5
0.751
3.3E-06
8.7.E-04
0.545
BRPF1
NM_001003694
-73.5
0.747
3.7E-06
9.3.E-04
0.600
RBM10
NM_005676
-157.1
0.746
3.8E-06
9.4.E-04
0.524
MEA1
NM_001318942
-146.7
0.742
4.3E-06
9.9.E-04
0.578
RPL8
NM_000973
-2073.6
0.741
4.5E-06
1.0.E-03
0.441
GEMIN5
NM_001252156
-151.7
0.740
4.6E-06
1.0.E-03
0.780
LDLRAD4
NM_181481
55.9
0.739
4.9E-06
1.0.E-03
1.730
EMSY
NM_020193
-28.0
0.738
5.0E-06
1.0.E-03
0.562
PARP2
NM_001042618
-98.8
0.738
5.0E-06
1.0.E-03
0.669
FLAD1
NM_025207
-224.2
0.736
5.4E-06
1.0.E-03
0.512
C2orf81
NM_001145054
-64.7
0.735
5.5E-06
1.0.E-03
0.395
TMEM265
NM_001256829
-81.0
0.733
5.9E-06
1.0.E-03
0.359
KANSL2
NM_017822
-72.2
0.732
6.0E-06
1.0.E-03
0.651
CFAP73
NM_001144872
-48.0
0.732
6.1E-06
1.0.E-03
0.357
PABPC4
NM_001135653
-828.8
0.731
6.1E-06
1.0.E-03
0.545
CFH
NM_000186
4273.6
0.730
6.3E-06
1.0.E-03
1.100
MIEF1
NM_019008
-295.5
0.724
7.5E-06
1.1.E-03
0.638
CSRNP1
NM_033027
-153.0
0.722
8.2E-06
1.1.E-03
0.695
COPS8
NM_006710
-207.6
0.720
8.4E-06
1.1.E-03
0.828
MAP3K4
NM_001291958
-168.2
0.717
9.2E-06
1.1.E-03
0.559
USP2
NM_171997
-34.8
0.716
9.6E-06
1.1.E-03
0.525
ATRIP
NM_130384
-66.0
0.711
1.1E-05
1.2.E-03
0.718
BUD23
NM_001202560
-179.0
0.707
1.2E-05
1.3.E-03
0.583
SMIM29
NM_001008703
-51.9
0.707
1.3E-05
1.3.E-03
0.576
ZBTB43
NM_001135776
-212.8
0.706
1.3E-05
1.3.E-03
0.744
ZBTB21
NM_020727
-178.4
0.705
1.3E-05
1.3.E-03
0.876
URGCP
NM_001077664
-298.7
0.705
1.3E-05
1.3.E-03
0.528
ODC1
NM_001287188
-2034.3
0.705
1.3E-05
1.3.E-03
0.381
GPAT3
NM_032717
-121.6
0.700
1.5E-05
1.4.E-03
0.652
Results are listed in descending order of R2. The coefficient, R2, p-value and q-value are the results of fitting a linear regression model. Fold change was defined as the average expression level in HBV-infected cells divided by the average expression level in uninfected cells, measured at 7 days post-infection. Genes validated through qRT-PCR experiments are indicated in bold.
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