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Figure S1. The bioactivity of a-terthienyl in light and darkness.
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Figure S2. The GO analysis of Differential expression proteins regulated by a-terthienyl. (A)
Biological processes; (B) cellular components; (C) molecular functions.
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Figure S3. Homozygous mutant identification. The homozygous mutant was amplified by using
primers LP and RP, wild type strains can be amplified by the corresponding bands, but not amplified
in the mutant; gene amplified by using the primers of LP or RP and LBb1 primers on T-DNA, mutant
strains can be amplified by the corresponding bands, but not in the wild type was obtained. Chlil
homozygous mutant (amplified band size of 996 BP, LP and RP primers BP and RP primers amplified
band size was about 500 BP, A), atvha-c homozygous mutant (amplified band size is 1071 BP, LP and
RP primers BP and RP primers amplified bands of size 700 BP, B), attkll homozygous mutant, ( the
size of amplified bands was 996 BP, LP and RP primers BP and RP primers amplified band size was
about 500 BP, C), prk homozygous mutant (amplified band size is 1048 BP, LP and RP primers BP
and RP primers amplified band size is about 700 BP, D). 1. Col-0, LP+RP; 2. Col-0, BP+RP/LP; 3.
homozygote, LP+RP; 4. homozygote, BP+RP/LP; M, DL2000.
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Figure S4. The gene structure of SAIL_58_D02.
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Figure S5. The analysis of key amino acid sites. Metal binding: +; Binding site: *; Important for

catalytic activity site: #.
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Table S1. The primers for identification.

SpotID  Gene Name Gene No. Seeds Salk No. Primers for TP-PCR identification Primers for Q-PCR identification
LP 5'-GCAAACACCATGACTCGAGAG-3' F5'-ACCATCTCGTGGATTCCTTGC-3'
435 PRK AT1G32060 SAIL_881_Al2 RP 5'-AAAACAGATGGCAATTTGCAG-3' R5'-CTCGTCCAGTCTATCAAATTGTCC-3'
LP 5'-TCCAACGGTCATATTTGATCC-3' F5-TACCTGAGAAAGCACCACCG-3
619 ATTKLI AT3G60750 SAIL_58D02 RP 5'-GATTCCTTGTCCAAGAGGACC-3' R 5'-CACCCTTTTCCACTCCTTCG-3'
LP 5'-AAATGGGTGGTTTACCAATCC-3' F 5'-TAGGGACGGTTAGAGATGCTGATT-3'
1 CHLIL ATAGI8480 SALK_132265 RP 5'-TCTGGTTGGAATACGGTTGAG-3' R 5'-TCCTGCTCGGTTTTGTAAGTGT-3'
LP 5'-CTGCGAAATTGAAACCAAAAC-3' F5'-GCTTCTTCGTTATGGAATCG-3'
26 ATVHA-C ATIG12840 SALK_072056 RP 5'-ATCCTCTTGCTCCTCTTCAGC-3' R 5'-CTCCTTCAGAGGTGACATTGT-3'
F 5'-CGTGCGGAGTGGTTAGATA-3'
146 VPS25 AT4G19003 SALK_010439C —— R 5-AGACAGAGAACTTGACGCCT-3'
F 5'-TGAGTCGGCACCTACTGGAA-3'
11 ADK2 AT5G03300 SALK_000565C —— R 5" -TCAGGCGATACTGTGAGGAAGA-3'
F 5'-ACCTATCCTCAATCAGCCG-3'
108 ATELF5A-2 AT1G26630 SALK_020969C —— R 5'-CCGAATCCAAGCCTCATCT-3'
F5'-TTCTCGGCGACTGTCCGTTTA-3'
192 DHAR2 AT1G75270 SALK_026089C —— R5-AGCCACCCATTTGCCATCA-3'
—— LBb1 —— —— 5'-GCGTGGACCGCTTGCTGCAACT-3' ——
5'-
—— LB2 —— —— GCCTTTTCAGAAATGGATAAATAGCCITG ——
CTTCC-3'
L ACTIN AT2G37620 L L F 5'-GAATCGCCGACAGAATGA-3

R 5'-TACTGAGGGAGGCCAAGA-3'
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