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Supplementary Figure S1. Accumulation of ROS in leaf discs of pea with varying
concentrations of MD (0 to 50 uM). (a) The superoxide levels were quantified as
formazan formed after incubation with NBT, while the levels of H202 (b) were
measured with DAB. The values given are the averages of two experiments done on
different days.
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Supplementary Figure S2. ROS levels in pea leaf discs after treatment with MD
(10 puM) for varying periods in dark, NL or HL intensities. Superoxide levels were
guantified as formazan after incubating with NBT (a and b), while the levels of H202
were measured by DAB staining (¢ and d). The values given are the averages of
two experiments done on different days.
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Supplementary Table S1. Sequences of primers used in semi-quantitative RT-
PCR. The complete genome of Pisum sativum is not yet available [1]. The primers
were therefore designed on the basis of ESTs available in the cool-season food
legume database (https://www.coolseasonfoodlegume.org/). When these primer
sequences were run on BLAST, they showed 75% sequence identity with the
enzymes in Arabidopsis.

Gene Primer sequence (5-3)
APX F: GGATCCTATGGGAAAATCATACCCAACTG
R: CTCGAGTCTTAGGCTTCAGCAAATCCAAG
GR F: TTTTGCGAACACTGCTTTTG
R: AGCCTGAGGTGAAGACCAGA
Cu/Zn SOD F: GAACAATGGTGAAGGCTGTG
R: GTGACCACCTTTCCCAAGAT
Fe SOD F: GCACCACAGAGCTTATGTAG
R: GGAGTGGATGATGATGGTTC
Mn SOD F: GGAGCAAGTTTGGTTCCATT
R: AAGGTTATTCGGCCAGATTG
CAT F: CGAGGTATGACCAGGTTCGT
R: AGGGCATCAATCCATCTCTG
GO F: GCTTCCCTGCGTCCGAGTCTT
R: GTGAGCAAGATCGACATG
HPR F: CAGGTCCTC TAC TGC AGT
R:TTGGTG TTATCG GTG CTGG
GK F: ATCCCTATCTTCTGCTCC
R: GAC ATACACCGATTT TCC
PGLP F: GGCGGGGATGGT ATACTGGA
R: TTGATCCACACATGCCGC
Actin 2 F: AATGGTGAAGGCTGGATTTG
R: AGCAAGATCCAAACGAAGGA
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