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= Supplemental Figure 1. Pageman representa-
. tion of the functional categories that are
L . over-represented (purple) or under-represent-
[ ed (yellow) among genes whose transcripts
!- | changed in abundance in aox7a, rpoTmp and
] aox1a:rpoTmp grown under standard condi-
- = tions. Boxed in red are the functional categories
] of mitochondrial electron transport/ATP synthesis
] that is over-represented in genes whose tran-
_— m scripts increase in abundance in aox7a:rpoTmp
[ grown under standard conditions, and PPR
= proteins that are over-represented in genes
[ ] whose transcripts decrease in abundance in
-- aox1a:rpoTmp grown under standard conditions.
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Supplementary Figure 1
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Supplemental Figure 2. Western blot analysis of protein abundance in aox7a:rpoTmp. A) The amount of AOX in
purified mitochondria isolated from aox7a:rpoTmp plants grown under standard conditions was compared to that isolated
from wild type plants (Col-0) grown under standard conditions, but treated with antimycin A (AA) 6h prior to isolation of
mitochondria as described previously (Ng et al., 2013). The highest signal detected for AOX was set to 100 and all other
values expressed relative to this value. A large induction of AOX from Col-0 plants with antimycin A was observed as
previously observed in a large variety of studies. In comparison the amount of AOX detected in purified mitochondria from
R s aox1a:rpoTmp grown under standard conditions but not treated with AA was similar. The numbers on top indicate the
protein loading in micrograms and the numbers below indicate the normalised signal intensity of the AOX band detected
on immunoblots. B) Western blot analysis of selected mitochondrial proteins in aox7a:rpoTmp under standard growth
conditions. 15 and 30 ug of purified mitochondrial proteins were isolated from wild type (Col-0) and aox7a:rpoTmp plants
and probed with antibodies as indicated.

NDA1 56 kDa

RISP 32 kDa

ATPB 59 kDa
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00 S.upplt.ame_ntal Flgu.re 3. A Pageman
visualisation showing the over-repre-
sented functional categories for all
differentially expressed genes in all

three mutants grown under MLD stress.
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Auxin signal transduction
Auxin conjugating

Auxin \
synthesis/ -

; Other (e.g. auxin  GH3 amido ranscription factors - auxin signaling
A recleptors; ; signaling F-box)  synthetases degradation
N aoxla untreate: ] H ’
1l 7o Tmp untrested Sl EREEE | ® 'l Auxinresponse factors (ARFs)
| Il aox1a:rpoTmp untreated =~ | m | mil Cmnm H N EN NN EEm
=“|'\\/’?5’3(}%B"h?o N N WV Y } . } 8
l | V o B BN HEYv ther auxin
W a0)51a.rponp MLD Vi H H VI LY ==l l= O ==l= el itive TES
} Auxin transport | HE | Em | I.
| Other auxin Auxin Other auxin  Auxin induced L
ffl i [ .
GN - *CY efflux carriers influx carriers  transport in root cultures QUX/IAA family O
rriers &PI1Ds |-
| m ! H
L] n g N | O u
i LUl EE B  SEEEE H EEE
o HEE v . B EEE EE
BN R EEN B EEEmE N N N
- - Nucleu.
Auxin responsive proteins Other auxin responsive/
EE EE mn | . | I|I |nduced/reS|st|ant Fold-change
O N BN o m I .
N EEEEEEEE BN CEENEEE NN BN N N NV i3 3
H EEE B EEN H EEEE B = | V _ i\
HEN B BEE EEEN BN H EEEE B NN & N mEmVi || .\yl

Supplemental Figure 4. Transcript abundance changes of auxin related gene
ontologies in aox7a, rnoTmp and aox7a rpoTmp under standard (untreated) and
adverse (MLD) growth conditions. Responses are shown as significant fold-changes
relative to mock/untreated samples (p<0.05, PPDE>0.95; genes - columns, treatments

-rows).



