Table S1. Assembly statistics of unigenes in Sorghum bicolor.

Assembled Clustered transcripts
transcripts
Number of transcripts identified 171,896 125,457
Maximum contig length 13,459 13,459
Minimum contig length 350 350
Average contig length 1,145+£1011.2 1,121
Median contig length 821.8 1436
Total contigs length 223,458,498 167,467,734
Total number of non-ATGC 0 0
characters
Contigs 2 200 bp 174,698 121,563
Contigs > 500 bp 132,459 97,462
Contigs 21 Kbp 79,164 48,627
Contigs > 10 Kbp 28 19
N50 value 1845 1807
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Figure S1. KEGG pathways of stress responsive metabolites. Pink represents highly
upregulated metabolite biosynthetic pathways of the tolerant genotype and green represents
those of the susceptible genotype.
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Sticky Note
The figures has been downloaded directly from the KEGG software and pasted in the text with the resolution provided in the Fig. S1.


P _— i
e Siciosm s — [EpTa—— - -
E oo i - ] - |
; ey — = - -
b= sk — - - -
L[{L : mni — - m -
ol ] - -
: n:m nmlvmnn;; — . [ ] m
—t = — -
T : - = Ll -
1 o = e -
o preetraon . L]
o ey — =
. 1 - -]
1203011 plSorghum 00661203011 .|
L ‘Sobic.003G379700. 3 nsavgrm 2 ] -
>. 00660947001 ]
S it —
o SoscorTecn 2 s dnum
horam 1 e I L
I
s i [ [
i i e -
T hGor i - ] i =
o0 oo o ] - -
] 1 =
L
1 005G028500.1. . -
1 - o - .
Ll : B n - -
1 ] 1 -
1o 1 — . - -
fu o Sosebesonn 1 — ] - -
= u - [
A
Lo icoecos = . =
e L moL? = e =
P gy = u - =
i aecai; e = - .
L2200 psonm e = - =
i oo
1piSorghe 1 ] L - L
it i - u - -
d ] . |
L = | . -
001 pigorahe. e - ] ] -
i b= n -
— e R [ ] - -
1 0106002900 1 — ] -
i 20600577001 —_— L L
i i = ] _— -
oot ton
— = - -
~[E S e n - -
] -
iromn EOUEL :
] -
S loora 3 P | ] -
. 030536000 = | [ .
1o
= = - -
" Soecion0s o —
572000 e : —_—
S0 o Sty | o —
<EE st T — n e —]
L Hhshon i — ™~ =
oo i — N
4 .
e e - —
s : ] o
o e = ™ - —
I EEE .
f = 5
1. -
: “’ . | I S .
1 ] -— -
—-—
Lporan: 1 | | .
01 g orGarrr0 1 ] -— -
pr- et | - .
sasog = = -— -
L —_—
e e - —— -
zpSag 2 ] —— o
he 070071000 u L ] L
ooram 1 - . | ]
i Poeh
- [ ] [ .
s ; - [ ] [ I
[ - ] [ ]
e e = = e
s = ] | . r [ |
- L] - ]
R o - = — T
st = ] -— -——
b
"
3 octosanss = ] -——
3 i - - — —— )
1R|m: “m 006G1181! n:n s — Ty i i 4

Figure S2. Phylogenetic relationships, gene structures, and conserved motifs of SPSSNAC1 TFs.
(A) Phylogenetic tree of SbSNACI proteins from soybean constructed using the ML
method.



(B) Exon/intron organization of SbSNACI genes. Yellow boxes represent exons and black
lines represent introns. The upstream/ downstream regions of SOSNACI genes are indicated
by blue boxes. (C) Distribution of conserved motifs in S'SNACI genes.
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Figure S3. The DNA binding domain (DBD) alignment of SOSSNAC1 TFs.
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Figure S4. (A) Comparisons of differentially expressed transcription factors in both the tolerant
and the sensitive genotype under salt stress; (B) differentially expressed transcription factor
families in sorghum genotypes under salt stress.
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Figure S5. Agarose gel: (A) mRNA of salt stress-responsive genes ((1: GPX; 2: LEA3; 3:
CIPK24; 4: NCED3; 5: SNAC1; 6: H-PPase; 7: Act;8: BADH1; 9: P5CS1; L: ladder), (B) PCR
products of the expected sizes (< 200bp; 1: Act; 2: LEA3; 3: CIPK24; 4: NCED3; 5: SNACI; 6:
H+-PPase; 7: GPX; 8: PP2A; 9: BADH1; 10: P5CS1; L: ladder); (C-J) melt/dissociation curve of

salt stress-responsive genes under saline conditions .
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Figure S6. Expression stability and ranking of the salt responsive genes using: (A) geNorm,
(B) NormFinder, and (C) comprehensive gene stability in Sorghum bicolor samples.



