SUPPLEMENTARY DATA

Table S1. List of primers used in the reverse transcription quantitative PCR. Exon-Exon-junction (E-E-jn), Intron-Exon-junction (In-E-jn).

Gene Locus Annotation Primer sequences Exon  Amplicon Primer
location size efficiency

APX1 AT1G07890  Ascorbate peroxidasel E\I/EVV ggg?égﬁ%i%ﬁ?gégglg;ics Exon 5 101 bp 96.3 %
APX2 AT3G09640  Ascorbate peroxidase2 ;\I/EVV igi(ég%?g :‘gé‘ AT(? ?.ETTCCX;GA&GGA Exon 3 91 bp 90.9 %
AT1G19020 AT1G19020 U”';{‘r‘;‘s";”n‘]’:r'lf:rt“’e E\év\}: gmggffﬁgééfffggéféiAAA Exon 1 92 bp 95.7 %
AT1G05340 AT1G05340 U”';{‘r‘;‘s";”n‘]’:r'lf:rt“’e E\év\}: Egiggg%iziﬁ%&mime Exon 2 91 bp 99.1 %
CATI  AT1G20630 Catalasel e éﬁf‘CTAGACg;'\gﬁTA%%%ﬁéEgéA E5-E6n  103bp  97.6%
CAT2  AT4G35090 Catalase2 e ﬁégg%ggfg‘?gfgﬁgA Exon2  76bp 98.3 %
CAT3  AT1G20620 Catalase3. e g%%%ﬁﬁﬁg%ﬁ;%g%ﬁ%%f% R Exon2  91bp 95.6 %
Goi AT CZsmevi AL TCCATCCAGACCETOATRC cons 2w o
cons iy s
defensin-like AT2G43510 Defensin-like E\I/EVV ég('?'?XCAéﬁr%GC%T?rTF%QFLTFEQF%C Exon 1 91 bp 96.8 %
oW Arsiono Dhesode | FWCCAGATICACTICCTIICEIGA  ears o os0
oAy ATiiow  DFfommiae D ACTCTITCOCCOSCONTAR cont w92
oL ATz TR D CloccAATeCTeToATCOC cons i mo
GR1 AT3G24170  Glutathione reductasel E\évvcggé‘é‘g;g;ggQ%:&%%%AAG Exon 15 101 bp 94.79%
GR2 AT3G54660  Glutathione reductase2 FW: GCCCAGATGGATGGAACAGAT Exon 5 91 bp 96.4 %

REV: TAGGGTTGGAGAATGTTGGCG




Gene Locus Annotation Primer sequences Exon  Amplicon Primer

location size efficiency
G aticzwo 1O O CCCTOSTCRICTOCTTICR cons o se0s
GSH2 AT5G27380  Glutathione synthetase E\I/EVV .(?g.l'?‘g (;r gi;%gg;%g#gégﬁéo Exon 11 101 bp 92.6 %
MlggéSa AT2G03445 Primary microRNA398a ;\I/EVV 2$$§$:££GGT%§(;%%%%%GGAGGTG In1-E1-jn 156 bp 96.5 %
MIFF){rEEéSb AT5G14545 Primary microRNA398b E\I/EVV .f.‘g;éé;gﬁégigggi¥éﬁ£§§é€i&i\% Exon 1 67 bp 85.3%
pri-MIR398c AT5G14545 Primary microRNA398¢c E\I/EVV Igﬁégiilg?&ﬁfg Ai;ﬁ?&égggci G Exon 1 241 bp 104.2 %
PCS1 AT5G44070 Phytochelatin synthasel E\I/EVV I\gggﬁéggﬁfcirgﬁég AC_l'_FC':F Exon 2 91 bp 95.1 %
oo ATsosssg PN ot P MOACASTOMOCTCOACCTTACT  nz oy sas%
SAND AT2G28390 SAND family ;\I/EVV %XI?;@;?&?S?%T;S?JSX?ST Exon 13 61 bp 107.8 %
Tip4l AT4G34270 Tip41-like protein ;\I/EVV ?giﬁéﬁég;?;gggﬁff(\;%ﬁGCAA E1-E2-jn 61 bp 91.2%
TIR-class  AT1G57630 Toll-interleukin-1 class E\I/EVV éﬁl@ﬁ%ﬁ%ﬁ:&éﬁﬁgf& Exon 1 91 bp 97.3%
o aTscosreo U P CIOCCACTCACSONTCTICTA  gseen e s
oK Amicris Uty O GACTITTCAVMACACONSONS  ani o 59




Table S2. Reverse transcription quantitative PCR parameters according to the Minimum
Information for publication of Quantitative real-time PCR Experiments (MIQE) précis
checklist derived from Bustin et al., 2009.

Sample/Template

Source

Method of preservation
Storage time

Handling

Extraction method
RNA: DNA-free

Concentration
RNA: integrity

Arabidopsis thaliana roots or shoots in a hydroponic culture

harvest in liquid N, then stored at -80°C

three weeks

frozen

columns: RNAqueous Total RNA Isolation Kit* (Ambion, Lennik, Belgium)

TURBO DNA-free Kit* (Ambion, Lennik, Belgium)

intron-spanning primers and verification of single peak on melt curves

NanoDr0p®: ND-1000 Spectrofotometer (Isogen Life Science, 1Jsselstein, the Netherlands)
Microfluidics: Bioanalyzer* (Agilent Technologies, Waldbronn, Duitsland)

for a representative subset of the samples

Assay optimisation/validation

Accession number
Amplicon details
Primer sequence

In silico

Empirical

Priming conditions
PCR efficiency
Linear dynamic range

see Table S.1

exon location & amplicon size: see Table S.1

see Table S.1

Primer-BLAST

primer concentration (300 nM), annealing temperature (60°C)
random hexamer priming

dilution curves (slope, deviation, see Table S.1)

samples are within the efficiency curve

RT/PCR

Protocols

Reagents
NTC

TURBO DNA-free Kit* (Ambion, Lennik, Belgium)
Fast SYBR Green* (Applied Biosystems, Paisley, UK)
see Materials and Methods

see Materials and Methods

Cq & melt curves

Data analysis

Specialist software
Statistical justification

Normalisaton

7500 Fast System Sequence Detection Software, version 1.4
(Applied Biosystems, Lennik, Belgium, 2001-2006)

4 biological replicates, two-way ANOVA

and Tukey post-hoc adjustment for multiple comparison

3 reference genes selected using geNorm, version 3.5
(Center for Medical Genetics, Ghent, Belgium, 2001-2007)

*All procedures were performed according to the manufacturer’s protocol.



