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Supplementary Figure 1. Composition of proton motive force (PMF).

(A) PMF partitioning into membrane pH gradient (ApH) and membrane potential
(AW) after 10 min illumination at 100 pmol photons m2 s-1.

(B) PMF partitioning after 2 or 5 min illumination at 650 umol photons m=2 s-'.
The plotted data are means + SEM (n=5-6 plants). Asterisks indicate statistical
differences according to ANOVA (P<0.05).
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Supplementary Figure 2.
Multiple sequence
alignment of CLCs using
MUSCLE 3.8.

The aligned sequences are
for CLC from
Cyanidioschyzon merolae
(CLC_cyame), CLCa from
Arabidopsis thaliana
(CLCa_arath), CLCe from
Arabidopsis thaliana
(CLCe_arath), and CLCa
from Escherichia coli
(CLCa_ec). The sequence
of CLCe displayed 20.2%
identity with CLC_cyame,
17.9% with CLCa_arath,
and 26.3% with CLCa_ec.
The putative chloroplast-
transit peptide is marked in
green. The positions of
important residues for
anion transport in
characterized CLCs are
framed. Where conserved,
those residues are
coloured and the name of
the proposed function is
given.
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