
Supplemental Data. Tejos et al. (2014). Plant Cell 10.1105/tpc.114.126185

1



Supplemental Data. Tejos et al. (2014). Plant Cell 10.1105/tpc.114.126185

2



Supplemental Data. Tejos et al. (2014). Plant Cell 10.1105/tpc.114.126185

3



Supplemental Data. Tejos et al. (2014). Plant Cell 10.1105/tpc.114.126185

4



Supplemental Data. Tejos et al. (2014). Plant Cell 10.1105/tpc.114.126185

5



Supplemental Data. Tejos et al. (2014). Plant Cell 10.1105/tpc.114.126185

6



Supplemental Data. Tejos et al. (2014). Plant Cell 10.1105/tpc.114.126185

7



Supplemental Data. Tejos et al. (2014). Plant Cell 10.1105/tpc.114.126185

8



Supplemental Data. Tejos et al. (2014). Plant Cell 10.1105/tpc.114.126185

9



Supplemental Data. Tejos et al. (2014). Plant Cell 10.1105/tpc.114.126185

10



Supplemental Table 1. Mutant phenotype segregation in seedlings and embryo in wild type and pip5k1−/− 
pip5k2+/− double mutant. 

GENOTYPE 

PHENOTYPES 

SEEDLING   EMBRYO  
observed  

(n) 
expected  

  
observed  

(n) 
expected  

 
wild type mutant  wild type mutant   wild type  mutant  wild type  mutant  

wild type 200 0 
200 

(100%) 
0  150  0 

150 
(100%)  

0% 

pip5k1−/− pip5k2+/− 162 
(82.2%) 

35 
(17.8%) 

184.69 
(75%) 

12.31 
(25%)  

106 
(88%) 

15 
(12%) 

90.75 
(75%) 

30.25 
(25%) 
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Supplemental Table 2. Quantification of vascular tissues defects in double pip5k1−/− pip5k2−/− mutants. 

The pip5k1 pip5k2 mutant frequently shows disconnected vascular fragments (vascular islands, VI), as well as 
reduced complexity in the vascular tissues, i.e. less  branching points, secondary veins and closed areoles. 

 

GENOTYPE VI 
(%) 

Free Ends* 
(n) 

Closed 
areoles* 

(n) 

Branching 
points* 

(n) 

Secondary 
Veins* 

(n) 

wild type 7.4 4.41 ± 1.2 5.55 ± 1.8 16.41 ± 2.7 6.74 ± 1.1 

pip5k1−/− pip5k2−/− 72 5.64 ± 0.9 1.12 ± 0.5 3.68 ± 2.1 3.12 ± 0.9 

Quantification of vascular development parameters in wild type and pip5k1 pip5k2 double mutant were obtained from PIN1 
immunolocalization in whole mount 7-9 DAG primary leaves. VI: Vascular Island. * Mean ± s.d.  n ≥ 25  
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Supplemental Table 3. Primers used for expression analysis and cloning procedures. 

# All primers are indicated in the 5’>3’ orientation; 1 Plus attb4 site at the 5’ of the primer sequence; 2 Plus 
attb1r site at the 5’ of the primer sequence; 3 Plus attb1 site at the 5’ of the primer sequence; 4 Plus attb2 site at 
the 5’ of the primer sequence. Fw: forward orientation; Rv: reverse orientation. 

Gene Sequence# Orientation Application 

EIF4A 
ACGGAGACATGGACCAGAAC Fw 

qPCR 

GCTGAGTTGGGAGATCGAAG Rv 

CBP20 
GATTACGGTACTGGCTCATTGG Fw 
GATTACGGTACTGGCTCATTGG Rv 

PIP5K1 
GGAACATTGTGAATCGAGGACTG Fw 

CCGTCTCGTCTCTCTACTTCTT Rv 

IAA3 
CAACCCAAGCACAGACAGAG Fw 
TGATTGGATGCTCATTGGTG Rv 

BDL 
TTGGGTCTAAACGCTCTGCT Fw 
AAGCCCTGAACTTTCGGATT Rv 

ACTIN8 
ACCTTGCTGGTCGTGACCTTACTG Fw 

RT-PCR 
GATCCCGTCATGGAAACGATGTCTC Rv 

PIP5K1 
ATGAGTGATTCAGAAGAAG Fw 

ATCACACCACTACGCCACTCT Rv 

PIP5K2 
ATGATGCGTGAACCGCTTG Fw 

TTCCATGCTGCAGGTTGAGCA Rv 
LBa1 TGGTTCACGTAGTGGGCCATCG  

Genotyping PIP5K1 
AAGATGGGTGCATGTACGAAG Right 
TTCCACCTGAAATCCACTGAC Left 

PIP5K2 
GGAAGTTTGACTGGGGAGAAG Right 

TCATACTGGCAGACGTGTTT Left 

DNAJc17 
ATTTGGAGGTATAATTGGT Fw1 

promoter cloning 

CTTCTTTCTTCTTCTAAACC Rv2 

PIP5K1 
CAAAATGTGTATTCTATGAC Fw1 
CAGAGAATCTTCACTCCAG Rv2 

PIP5K2 
AGGCAAAATAATGTATACTC Fw1 
CTACTCATCAGAGAAACCC Rv2 

PIP5K1 
GTAATGGTGAGCAAGGGCGAGGAG Fw3 YFP-PIP5K1 

cloning TTCTTAGCCCTCTTCAATGAAGATC Rv4 

PIP5K2 
GTAATGGTGAGCAAGGGCGAGGAG Fw3 YFP-PIP5K2 

cloning TTAGCCGTCTTCGATGAAG Rv4 

PHFAPP1 
ATGGAGGGGGTGTTGTAC Fw 

PH domain 
cloning 

ATTCTTATGTATCAGTCAAACATG Rv 

PHPLCδ1 
ATGCAGTGCCTGGGGATCC Fw 
TTATTTGTCAGCTTTTCGCA Rv 
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