A novel role of BPCs in the control of medial domain differentiation 
during gynoecium development in Arabidopsis thaliana
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[image: ]Supplementary Figure 1. pils3 and pils4 CRISPR/Cas9 genome edited mutants. For each gene, the comparison between the mutated (top) and wild type (bottom) CDS is shown. In both cases, in the protospacer region it is possible to observe a 1 bp deletion, which leads to the formation of a premature stop codon. 


[image: ]Supplementary Figure 2. Septum morphology analysis. For each genotype, 10 siliques were analyzed from each of 5 individual plants (n = 50 siliques per genotype). The graph shows the average percentage of siliques with a complete/partial/absent septum per plant. Statistical significance between wild type and the different mutants, for each morphological category, was calculated with a t-test (ns not significant; * p value < 0.05; ** p value < 0.01; **** p value < 0.00001).


[image: ]Supplementary Figure 3. bpc123 spt-11 phenotypical characterization (A) Photo of the inflorescence of wild type, bpc123, bpcV, spt-11 and bpc123 spt-11 mutants. Scale bar 1 cm. (B) representative photo of a silique and its seed set of wild type, bpc123, bpcV, spt-11 and bpc123 spt-11 mutants. Scale bar 1 mm. (C) Siliques length differences between wild type and bpc123, bpcV, spt-11 and bpc123 spt-11 mutants. (D) Seed set analysis in wild type, bpc123, bpcV, spt-11 and bpc123 spt-11 mutants. The number of seeds, ovules and seeds abortions and the length of the siliques were determined for 50 siliques (10 siliques from 5 independent plants for each genotype). The statistical significance was calculated using an Anova test followed by Tukey HSD test (**** p < 0.0001). The siliques were analyzed when the inflorescence meristems were completely consumed.
image1.tiff
PILS3 sgRNA target: GGATTTTATATGGCTCTCGATGG

PILS4 sgRNA target: AGCTTCATCGAAACCAGTTGTGG

 Template
a7PLS3

TGGTGAAGCTTTTGGAGCTGT TCATAACTTCATCAAAACCAGTCGTTGAGATTCTGTTGATAACATCAGTCGGATTTTATATGGCTCTTCGATGGAGTCAATCTTCTTGGTCATGATGCTCGTAAATATCTGA

2. 4. 6 - B .40v 47 4. H6. .48 ‘90 132\ D4 26 o8 30t .35 3@ 36 3840 4. .44
» NN v s NB c EEED v AJERDY S Q S SWis x ¢cs IS E

»
O s
- psscos = TGGTGAAGCTTTTGGAGCTGTTCATAACTTCATCAAMCCAGTCGTTGAGATTCTGTTGATAACATCAGTCGGATTTTATATGGCTCITCGATGGAGTCAATCTTCTTGGTCATGATGCTCGTMATATCTGA
2. A 6 8 10 1. A4 6. A8 28 i D4 56 30 34 36 3840 42
PILS3 CDS » HINNETNES v s XD ¢ -L-G D N T G u-n_
S

 Tempiate
a7PUSA

RN RN AR RR RN RN RN RR RN NR N RR AR RR AR RRARRRRRRARRANEY
TGAAGCTTTTGGAGTTGTTCATAGCTTCATCGAAACCAGTTTGTGGAGACTTTGTTGATAACATCAGTTGGATTTTATTTGGCTCTCGACACAGTCAATCTTCTTGGTCATGATGCTCGCAAACATTTGAACA

2 4 6 8 10 12 14 16 18 20 22 24 26 28 30 36 40 42 44
’s s KB EBc ¢ NEENEEED~ XD s v EEEEED ¢ -H_

3
T C—
- pscs - TGAAGCTTTTGGAGTTGTTCATAGCTTCATCGAAACCAG'TTGTGGAGACTTTGTTGATAACATCAGTTGGATTTTATTTGGCTCTCGACACAGTCAATCTTCYTGGTCATGATGCTCGCAAACATTTGAACA
2 4 6 8 10 12 14 16 18 20 22 24 2628 30 34 36 38 40 44
PILS4 CDS HEENED IS T s XB -R_G H-ﬁ-u-




image2.tiff
>

Septum Morphology/Plant (%)

Septum Morphology/Plant (%)

Septum Formation

ns
Fhk Kk
*%

. = Complete
= Partial
mAbsent

ns
ns
hkkk
*kkk

WT

bpc123  bpc46 bpcV

Septum Formation

Khkk

*%k
dekokk *%k ns
= Complete
E Partial
ns o ns m Absent
Fkk ns
* ns

WT

bpc123 bpcV spt-11  bpc123 pils3 pils4
spt-11




image3.tiff
Siliques Length (cm)

N
q

N
2

o
i

0.0

R ek

Hkkk

WT  bpc123 bpcV  spt-11 bpci23
spt-11

Seed Set

50

40

30

20

10

bpc123
bpcV spt-11 spt-11

W Seeds Abortions

————
I Ovules Abortions
W Seeds

kKK
*kkk
*kkk
*kkk
WT bpcl23 bpcV spt-11  bpcl23 spt-11




