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Figure S1. RNA integrity number by RNA 6000 Nano LabChip for the samples.  

The concentration degree of each peak in the figure represents the integrity of RNA in the sample. The 

peak concentration represents a low degradation rate of RNA in the sample. The RIN value represents 

the integrity of the RNA sample, with higher values indicating better RNA integrity.  

0 1 2 3 4
20

25

30

35

40

ADM2

log (dilution ratio)

C
y
c
le

 t
h

re
s
h

o
ld

 v
a

lu
e

Y = -3.159*X+35.82

R2 = 0.9541

0 1 2 3 4
20

25

30

35

β2GPI

log (dilution ratio)

C
y
c

le
 t

h
re

s
h

o
ld

v
a
lu

e

Y = -3.336*X+34.82

R2 = 0.9988

0 1 2 3 4
24

28

32

36

CAMK1G

log (dilution ratio)

C
y
c
le

 t
h

re
s
h

o
ld

 v
a

lu
e

Y = -3.51*X+36.65

R2 = 0.9986

0 1 2 3 4
20

25

30

35

40

CIDE3

log (dilution ratio)

C
y
c
le

 t
h

re
s
h

o
ld

 v
a

lu
e

Y = -3.511*X+36.62

R2 = 0.9628

0 1 2 3 4
25

30

35

40

FAM213A

log (dilution ratio)

C
y
c
le

 t
h

re
s
h

o
ld

 v
a

lu
e

Y = -3.173*X+39.81

R2 = 0.9736

0 1 2 3 4

24

28

32

36

HSL

log (dilution ratio)

C
y
c
le

 t
h

re
s
h

o
ld

 v
a

lu
e

Y = -3.145*X+35.11

R2 = 0.9657

0 1 2 3 4
25

30

35

40

KRT222

log (dilution ratio)

C
y
c
le

 t
h

re
s
h

o
ld

 v
a

lu
e

Y = -3.359*X+38.24

R2 = 0.9774

0 1 2 3 4
16

20

24

28

NCEH1

log (dilution ratio)

C
y
c

le
 t

h
re

s
h

o
ld

v
a
lu

e

Y = -3.115*X+28.75

R2 = 0.9964

A B C D

E F G H

Figure S2. Standard curve of tissue-specific candidate genes in A. grunniens. 

(A), adrenomedullin 2, ADM2; (B), beta-2-glycoprotein 1-like, β2GP1; (C), calcium/calmodulin-dependent 

protein kinase type 1G, CAMK1G; (D), cell death activator CIDE-3-like, CIDE3; (E), redox-regulatory 

protein FAM213A-like, FAM213A; (F), hormone-sensitive lipase, HSL; (G), keratin-like protein KRT222, 



KRT222; (H), neutral cholesterol ester hydrolase 1, NCEH1. 

Table S1. Bestkeeper Standard Deviation and coefficient of variation 

 

Reference 

gene 
RPS4 β-actin RPl7 60SRP EF1α ufm1 B2M EEF1B SEC62 18S GAPDH 

SD 0.91 0.93 1.04 1.14 1.37 1.79 1.81 1.85 2.15 3.46 3.80 

CV 4.36 4.70 5.46 6.20 6.75 6.31 9.22 8.42 7.45 14.52 15.88 


