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Supplementary Fig. 1 MA plot of different analysis procedures for (a) human, (b) rat, and (c) macaque datasets,
respectively.



Supplementary Figure 2
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Supplementary Fig. 2 Comparison of the gene expression values of different algorithms after a logarithmic change
in the mouse dataset. The number in brackets represents the procedure number. R? and p was calculated via Pearson’s

correlation analysis.



Supplementary Figure 3
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Supplementary Fig. 3 Comparison of gene expression levels in the human dataset in different conditions. (a) Com-
parison of gene expression levels evaluated by different quantitative software without any screening. (b) Compari-
son of the expression values of different algorithms after a logarithmic change. (c) Comparison of gene expression
levels obtained with different quantitative software after removing the genes with the upper and lower 10% expres-
sion levels. The number in brackets represents the procedure number. R? and p was calculated via Pearson’s correla-

tion analysis.
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Supplementary Fig. 4 Comparison of gene expression levels in the rat dataset in different conditions. (a) Compari-
son of gene expression levels evaluated by different quantitative software without any screening. (b) Comparison of
the expression values of different algorithms after a logarithmic change. (c) Comparison of gene expression levels
obtained with different quantitative software after removing the genes with the upper and lower 10% expression
levels. The number in brackets represents the procedure number. R* and p was calculated via Pearson’s correlation
analysis.
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a Y =1.32-X-101.70

R®=0.946 p <0.001

1000

o]
o
o

(o2}
o
o

Rcount Counts

0 200 400 600 800 1000
(1-3) HTseq Counts

Y =3.61-X-540.78

1000

(o)
o
o

Kallisto Counts
N [e)}
o o
o (@)

6)
n
S
IS

o

R?=0.843 p <0.001

0 200 400 600 800 1000
(1-3) HTseq Counts

Y =1.07-X + 9.202

R? = 0.161

p < 0.001

1000

@
o
o

600

(4) Stringtie FPKM
N
o
S

4001

0 200 400 600 800 1000
(5) Cufflinks FPKM

Y =0.007-X + 10.19

1000

N A O @
o o O o
o [eN e} o

(5) Cufflinks FPKM

o

600

400

(6) Kallisto Counts
N
o
o

o

Supplementary Fig. 5 Comparison of gene expression levels in the macaque dataset in different conditions. (a)
Comparison of gene expression levels evaluated by different quantitative software without any screening. (b) Com-
parison of the expression values of different algorithms after a logarithmic change. (c) Comparison of gene expres-
sion levels obtained with different quantitative software after removing the genes with the upper and lower 10%
expression levels. The number in brackets represents the procedure number. R* and p was calculated via Pearson’s

correlation analysis.
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