Table S1. Primers used for qRT-PCR and vector construction in this research.

Primers

Sequence

5¢Snakinl-RT-F
5¢Snakinl-RT-R
5¢Snakin2-RT-F
5¢Snakin2-RT-R
5¢Snakin3-RT-F
5¢Snakin3-RT-R
SgEF1-a-F

SgEF1a-R

AtEF1-a-F

AtEF1-a-R
S5gSnakin1-GFP-F
5¢Snakinl-GFP-R
pSgSnakinl::GUS-F
pSgSnakinl::GUS-R

OX- S¢Snakin1-pTF101s-F
OX- SgSnakinl-pTF101s-R

5-CAAACGCAGGGTTCTCTTCA-3’
5-AAACTTCTTGGTTACCGGCG-3’
5-GATGAACACCTTAACCTCCCC-3’
5-CCCTGTTGCACACATTAGGT-3’
5-CTATGCAAAAGGGCATGTGG-3’
5-GGGCATTTGTGGATTTGGTG-3’
5-CACTTCAGGACGTGTACAAGATC-3’
5-CTTGGAGAGCTTCATGGTGCA-3’
5-GTCGATTCTGGAAAGTCGACC-3’
5-AATGTCAATGGTGATACCACGC-3
5-CTCTAGCGCTACCGGTATGGGTTTCTCTAAGGCTCTAGTT-3
5-CATGGTGGCGACCGGTGCAGGGCACTTGCGCTTG-3’
5-CTATGACATGATTACGAATTCCAATGCACAAGCTTCCATTGC-¥
5-GACTGACCTACCCGGGGATCCTTGATTGCCAAGTGCAGCA-3’
5-GTACCCGGGGATCCTCTAGAATGGGTTTCTCTAAGGCTCTAGTT-3’
5-GCCTGCAGGTCGACTCTAGA TTAAGGGCACTTGCGCTTG-3’
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A: RNA processing and modification

4000 B: Chromatin structure and dynamics

C: Energy production and conversion

D: Cell cycle control, cell division, chromosome partitioning
E: Amino acid transport and metabolism

F: Nucleotide transport and metabolism

G: Carbohydrate transport and metabolism

H: Coenzyme transport and metabolism

I: Lipid transport and metabolism

J: Translation, ribosomal structure and biogenesis
K:Transcription

L: Replication, recombination and repair

M: Cell wall/membrane/envelope biogenesis

N: Cell motility

O: Posttranslational modification, protein turnover,
chaperones

P: Inorganic ion transport and metabolism
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Number of matched genes

Q: Secondary metabolites biosynthesis, transport and
catabolism

R: General function prediction only:

S: Function unknown

T: Signal transduction mechanisms

U: Intracellular trafficking, secretion, and vesicular transport
V: Defense mechanisms

W: Extracellular structures

1000
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z Function class

Y: Nuclear structure
Z: Cytoskeleton

Figure S1. Transcriptome analysis in roots of Stylosanthes. (A) ORF length
distribution. (B) annotation venn. (C) euKaryotic Ortholog Groups (KOG)
annotation function classification.



A M WT OX1 O0OX2 0X3

SgSnakinl

AtEF o | —

_

B —Al +Al C
WT OX1 OX2 0OX3 WT OXl O0X2 0X3 150

=0.5 cm
wn
S

Bars

WT OX1 O0X2 0X3

Figure S2. Verification of Sgsnakinl overexpressing transgenic Arabidopsis
lines and effects of Al treatment for 24h and 48h on the growth of WT and
transgenic Arabidopsis. (A) Transcription of AtEFx and Sgsnakinlin WT and
transgenic Arabidopsis; M indicates DNA Marker. (B, C) Phenotype (B) and
RRG (relative root growth) (C) of WT and Sgsnakinl overexpressing
Arabidopsis treated with and without Al for 24 h and 48 h.



