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Supplementary Figure 1: Quantitative RT-PCR data of the expression of 5 constructs (RMI1,
RMILADUF, RMI1AOB1, RMI1AOB2, RMI1IADUFAOB1) in the homozygous single-locus lines of
Atrmil-2. We measured the expression of a diagnostic amplicon of AtRMI1 present in all tested lines
relative to the expression in wild-type plants. Atrmil-2 mutant plants show a strongly reduced AtRMI1
expression. All transformed lines display higher expression of the respective construct than the
mutant, and most lines were even higher than the wild-type line IC9. Line IC9 is a descendant of wild-
type Col-0 containing a HR reporter construct (see Figure 4E; Molinier et al. (2004) Interchromatid and
interhomolog recombination in Arabidopsis thaliana. Plant Cell, 16, 342-352). All experiments n = 3.
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Supplementary Figure 2: Quantitative RT-PCR data of the expression of 4 constructs (RMI1,
RMI1ADUF, RMI1AOB1, RMI1AOB2, RMI1IADUFAOB1) in the homozygous single-locus lines of
Atrmil-1. We measured the expression of a diagnostic amplicon of AtRMI1 present in all tested lines
relative to the expression in wild-type plants. Atrmil-1 mutant plants show a strongly reduced AtRMI1
expression. All transformed lines display a higher expression of the respective construct than the
mutant, and most lines were even higher than the wild-type. All experiments n = 3.



Supplementary Figure 3

A 14000 B 14000
120,00 120,00
g £
E 100,00 ?100,00
2 )
o o
£ 2
t 80,00 ‘S 80,00
5 S
] k]
E-] £
3
£ 60,00 -g 60,00
H H
8 8
2 2
s 40,00 2 4000
k] k]
4 7 2
20,00 1 B l 20,00
0,00 J~ 0,00
wWT Atrmil-2 #1 #2 #3 #4 WT Atrmil-2 #5 #6 #7 #8
controls Atrmil-2::RMI1 controls Atrmi1-2::RMI1ADUF
C 24000 D 4000
_ 12000 120,00
£ £
.E. 100,00 - gl()(l,ﬂﬂ
2 3
o 1 o
£ 2
= 80,00 - T 80,00
5 5
® ®
£ £
]
£ 60,00 -E 60,00
o o
8 8
4 2
¢ 40,00 2 40,00
k] k:
g 2
20,00 20,00 i
WT Atrmil-2 #3 #10 #11 #12 WT Atrmil-2 #13 #14 #15 #16
controls Atrmil-2::RMI140B1 controls Atrmil-2::RMI1A0B2

Supplementary Figure 3: Complementation of the elevated HR frequency of the Atrmil-2
mutant (untreated). (A) The expression of the wild-type RMI1 construct enables the complementation
of the hyper-recombinative phenotype of Atrmil-2. (B, C) The constructs RMILADUF and RMI1AOB1
cannot compensate for the enhanced frequency of recombination completely. The expression of these
deletion constructs leads to an intermediary phenotype. (D) In comparison, the recombinant protein
RMI1AOB2 shows no complementation of the elevated frequency of recombination. All experiments
n=_3.
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Supplementary Figure 4: Fertility tests of transformed Atrmil-1 mutant lines. The number of
seeds per silique was assessed as a measure for fertility. For each homozygous single-locus line
expressing the recombinant proteins RMI1, RMILADUF, RMI1AOB1, RMI1AOB2, 5 plants (5 siliques
each) were analysed. A comparable amount of seeds per silique could only be achieved by the
expression of the wild-type RMI1 construct and the RMILAOB2 construct.



