Supplementary Material

The absence of the Arabidopsis chaperone complex CAF-1
produces mitotic chromosome abnormalities and changes in
the expression profiles of genes involved in DNA repair

Javier Varas, Juan L. Santos and Ménica Pradillo*

Departamento de Genética, Facultad de Biologia, Universidad Complutense, Madrid,
Spain

Correspondence:

Dr. Monica Pradillo

Departamento de Genética

Facultad de Biologia

Universidad Complutense de Madrid
C/ José Antonio Novais, 12

Madrid, 28040, Spain

e-mail: pradillo@bio.ucm.es



Supplementary Figure S1. Single channel images from WT and fasI-4 cells after
FISH with probes to detect telomeres and centromeres. See Figure 1 for further
details. Scale bars represent 5 pm.
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Supplementary Figure S2. Single channel images from WT and fasI-4 cells after
FISH with probes to detect 5S and 45S rDNA regions. See Figure 1 for further
details. Scale bars represent 5 pm.
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Supplementary Figure S3. Mitosis is fas2-4 and in the double mutant fas/-4 dmcl-2.
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Supplementary Figure S4. Single channel images from fasl-4 rad51-3 cells after

FISH with probes to detect telomeres and centromeres. See Figure 3 for further
details. Scale bars represent 5 pm.
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Supplementary Figure S5. Single channel images from fasI-4 rad51-2 cells after
FISH with probes to detect telomeres, centromeres and NORs (45S rDNA). See
Figure 3 for further details. Scale bars represent 5 um.




SUPLEMENTARY TABLES

Supplementary Table S1. Primers used for genotyping.

Mutant Sequence 5°- 3’ Collection
Line specific primers
AAGGAACAAGCCGAGCTAAAG
Jasl-4 CAAGTTGTAAAGCCACGTCGT SAIL
TCTCAAGAACTTTGCAAGATGC
rads1-3 ATGCCAAGGTTGACAAGATTG SALK
1512 AAGCATCACCATCTCCAATG JP (Spanish
rags = GCCCCAGAAAAATCTTCCAG collection)
imel2 GACTCATTGTTGCTTGATCCC SALL
met= TCCACTCGGAATAAAGCAATG
T-DNA specific primers
LBb1.3 ATTTTGCCGATTTCGGAAC SALK
SAIL

LB2-SAIL GCTTCCTATTATATCTTCCCAAATTACCAATACA

LB2

TGCCAGGTGCCCACGGAATAG

JP




Supplementary Table S2. Primers and probes used in the RTqPCR to analyze the expression of
genes involved in DSB repair.

Gene AGI code Sequence 5°-3° UPL probe Length (bp)
MREI  ASSH60  CTCCANTGOTGGAAGCA : 7
RADS50 At2g31970 GGC égggfﬁ?c(fgééq%giéT 136 118
NBST GRG0 G CICTGCARTGGCTIC 58 99
com aseiis ClGhGecagAceanTIcrcae O %3
ATMLAGEIN T GGICANTIGOOTITOT & 67
ATR  ASHR0 GGETTGCAGAGOAATGOATA : 61
Lo mreanaugion SR G CAATICTaCAAT 100 73
BRCAZB. ASOISO \GOIGATTTACAAGCACCGATT 140 17
RADSIC  AUGISNO ARGl GARToACTCGGTTORG 6
RADSI  ASENSS0 o i1GacGAGCTTATCACTTTAC ) 7
MNDIAGEIITIO T GGCGAACACTCC. 33 58
AHPZ - AMEIBNTGCGTCAACCAATAGTC 53 60
SMCSA BRSO NG ICGAGAAAGACCGITCC 150 76
SMCSB  ASESI0 16 CTCAAAGCCGAGGATG o8 10g
KU AUGION0 G AGGAGATTGTTGGCAGT 114 76
KOO AUEO0  GENTANCTIGANTAGATGGTTCA 123 o2
SNMI - AGROS0 \p o NTCTICTTIAGAAGGGAATTT 129
cNHEJ POLA Atlg10520 A G, 33 124
DPI At5g15170 g i 154 101
LGS ASESTIO0  CUTTCTCCATITCGCTOA 29 54
XRCCH A0 CemecTeAnCTACTCTCACTGAR 15 109
PARPI  ADBIN  OTIACTITCAACAAGAACTGCAA 26 %0
s PARP2 At4g02390 AL 125 95
XRCCI AU R GATCCAATGTCCTGCTTC 1 124
LGS AT teGoceAATCCATCTACATAA 1
ERCCI At3g05210 119 123

ACATCCTTCTCAACTGGAGCTT

AGI, Arabidopsis Genome Initiative; UPL, Universal Probe Library; HR, homologous recombination; cNHEJ, classical-NHEJ;
aNHE]J, alternative-NHEJ; MMEJ, microhomology end-joining.



Supplementary Table S3. Statistical comparisons of the number of cells with
metaphase aberrations between the mutants analyzed.

Genetic fasl-4 fasl-4 fasl-4

background ! Jasl-4 Jas24 12 radSI-3 radSI-2
WT skeskek sksksk skeskk skskk skskk

fasl-4 NS NS NS *

fas2-1 NS NS *

fasl-4

dmcl-2 NS

fasl-4

rad51-3

fasl-4

rad51-2

Asterisks indicate P-values from chi-square test: NS, no significant; ***P<0.001 and
*P<0.05.



Supplementary Table S4. Statistical comparisons of the number of cells with
dicentric chromosomes between the mutants analyzed.

fasi-4 fasl-4 fasl-4

Metaphase ~ WT Jasl-4— fas24 G 10 radSI-3 rad51-2

WT skeskek sksksk skeskk skskk skskk
fasi-4 NS NS NS NS
fas2-1 NS NS NS
fasl-4
dmcl-2 NS NS
fasl-4
rad51-3 NS
fasl-4
rad51-2

Asterisks indicate P-values from chi-square test: NS, no significant; ***P<0.001.



Supplementary Table SS. Statistical comparisons of the number of cells with more
than three chromosomes fused between the mutants analyzed.

fasl-4 fasl-4 fasl-4

Metaphase — WT  fasI-4  fas24 15 yadSI3 radSi-2

WT NS NS NS ok ok

fasl-4 NS NS * *

fas2-1

fasi-4
dmcl-2
fasi-4
rad51-3
fasi-4
rad51-2

NS

Asterisks indicate P-values from chi-square test: NS, no significant; ***P<0.001 and
*P<0.05.



Supplementary Table S6. Statistical comparisons of the number of cells with
anaphase alterations between the mutants analyzed.

fasi-4 fasl-4 fasl-4

Metaphase ~ WT Jasl-4— fas24 G 10 radSI-3 rad51-2

skoksk kK kk skoksk skoksk

WT

fas1-4 NS NS * o

fas2-1 NS

fasl-4
dmcl-2
fasl-4
rad51-3
fasl-4
rad51-2

Asterisks indicate P-values from chi-square test: NS, no significant; ***P<0.001, **P<
0.01 and *P<0.05.



