0.36 -0.37 BnaTLP7A.1 I 0.36 [20:60" BnaTLP7A.1 5.00
0.10 | -0.51 BnaTLP1C.2 4.00
_': 0.07 -0.22 §naTEP1A.2 3.00
0.25 BnaTLP10C.3
T BnaTLP10A.2| [ 2%
L BnaTLP10C.1 1.00
-0.77 BnaTLP8A 100 0.48 BnaTLP7A.2
—— 0.54 -0.45 BnaTLP7C.1 ' -0.01 0.22 BnaTLP3A.1
_l: 0.35 -0.34 BnaTLP10A.2 200 0.08 -0.03 BnaTLP10A.1
0.09 -0.17 BnaTLP6A.2 0.15  -0.20 BnaTLP1A.1
—— 010 020 BnaTLP2A -3.00 0.19 0.15 BnaTLP1C.1 |
| -0.21 -0.33 BnaTLP7C.3 | : 0.29 BnaTLP9C
— 0.08 -0.44 BnaTLP10A.1 BnaTLP8A
| 0.10 -0.41 BnaTLP6A.1 e BnaTLP8C
0.07 -0.20 BnaTLP1A.2 : BnaTLP10A.3
0.27 -0.16 BnaTLP10C.1 0.09 -BnaTLPGA.2
0.80 -0.56 BnaTLP6C.2 0.80 -BnaTLP6C.2
| 0.15 0.03 BnaTLP1A.1 | T 0.54 1.47 BnaTLP7C.1
i 0.32  -0.37 BnaTLP11A 0.14 1.87 BnaTLP10C.2
1-0.07 -0.12 BnaTLP10A.3| [ -0.10 0.88 BnaTLP2A
0.19 -0.01 BnaTLP1C.1 0.36 1.02 BnaTLP2C
-0.52 -0.47 BnaTLP8C _|: 0.10 1.33 BnaTLP6A.1
. -0.04 '0'.33’ BnaTLP9C -0.21 1.72 BnaTlLP7C.3
0.18 | -1.21 BnaTLP10C.3 _|: 0.36 2.21 BnaTLP9A
0.14 -0.86 BnaTLP11C 0.23 = 2.41 BnaTlLP6C.1
0.48 BnaTLP7A.2 1.56 @ 2.20 BnaTlLP3C
0.32 1.55 BnaTLP11A
1.45 BnaTLP1C.2 0.14 247 BnaTLP11C
W%QQ & v'%é) &
A’ A
&S & S &
C
Shoot Root
Up-regulated Down-regulated Up-regulated Down-regulated

BnaTLP10A.2; BnaTLP10C.1;
BnaTLP10C.3; BnaTLP1C.1;
BnaTLP1A.1; BnaTLP9A; BnaTLP10A.3; BnaTLP9C; BnaTlLP6C.2; BnaTLP7C.1;
BnaTLP10C.2; BnaTLP3C; BnaTLP3A.1; BnaTLP8A; BnaTLP10C.2; BnaTLP2C;
BnaTLP2C; BnaTLP6C.1 BnaTLP8C; BnaTLP7C.3 BnaTLP6A.1; BnaTLP9A;
BnaTLP6C.1; BnaTLP3C;
BnaTLP11A; BnaTLP11C

BnaTLP8A; BnaTLPS8C;
BnaTLP10A.3

Supplementary Figure 6 | The transcriptome and qRT-PCR gene expression patterns analysis of
BnaTLPs under NaCl treatment. Expression of BrnaTLPs in B.napus shoots (A) and roots (B).
RNA-Seq represents the logz fold change between the transcriptome data and control data after NaCl

treatment for 12 hour; qRT-PCR represented the log: fold change between the Real-Time quantitative



PCR data after NaCl treatment for 12 hour and the 0 hour data after NaCl treatment. The black
numbers in the heatmap are the values for each transcript. The abundance of each transcript is
represented by a color bar. Red indicates a higher expression level, and blue indicates a lower
expression level. (C) Expression of stress-responsive genes under NaCl treatment,

up-regulated/down-regulated genes were marked with blue/red boxes in (A) and (B).



