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SUPPLEMENTARY DATA 



Supplementary Figure S1. Effect of P starvation on the relative abundance of glycerolipid 
species in shoots and roots of Arabidopsis. 

Values shown represent median relative intensities corresponding to shoots (A) and roots 
(B) of wild-type plants growing at 3mM Pi (white bars) and 0mM Pi (gray bars), and of phr1 
plants at 0mM Pi (black bars). Error bars represent the interval between the 1st and the 3rd 
quartiles. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Figure S2. Effect of pho2 and miR399d-OX genotypes in lipid composition 
under P starvation.  

The mutant phr1 is included for comparison.  Plotted values represent the sum of 
normalized intensities of all the species belonging to each class. Error bars represent the 
interval between the 1st and the 3rd quartiles.  Statistical groups calculated with pairwise T-
tests are indicated with letters (a-d). Color code: wild type (white), pho2 (blue), miR399-d 
OX (red), and phr1 (orange); 3mM Pi (+P, solid bars) and 0mM Pi (-P, dashed bars). 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

Supplementary Figure S3. Changes caused by 
phr1, miR399d-OX and pho2 genotypes at the 
species level. 

Heatmap colors indicate fold changes. 
Significant changes relative to the wild type 
are denoted with asterisks (T-test p-value < 
0.05). 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Figure S4. The miR399d-OX genetic background has a significant effect on 
the abundance of a number of TAG species, although total TAG content is not significantly 
affected. 

T-test p-values between wild type and  miR399d-OX plants at 0mM Pi (-P) and 3mM Pi (+P) 
(A). Relative abundance of TAG species:  wild type (gray), miR399d-OX (dark red) (B). 
Significant changes (p-value < 0.05) are highlighted with stars.   

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Table S1. Fragmentation of 52-C and 54-C TAG species. 

With the aim of exploring the composition of the most abundant TAG acyl groups, the 
masses of TAG fragments of 30 to 46 acyl carbons, with 0 to 6 unsaturations, were queried 
to TAG species MSMS spectra. The hits shown in the table had a maximum retention time 
(RT) difference of ± 0.01 min to the TAG species fragmented. For 52-C species there were 
only 34-C and 36-C fragments, implying 18-C and 16-C losses. It is well known that the bulk 
of PC and DAG, TAG precursor classes, contains either 34 or 36 acyl carbons, with a 
composition of 18-C + 16-C and 18-C + 18-C fatty acids, respectively (Browse and Somerville 
1991). As only 16-C or 18-C fatty acid losses could be detected, the composition of 52-C TAG 
can be deduced as 18-C + 18-C + 16-C. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Table S2. Effect of P starvation and different genetic backgrounds (phr1, 
pho2 and miR399d-OX) on the expression of lipid remodeling genes, transcription factors 
and genes involved in TAG accumulation. 

Values are log2-transformed fold changes between two conditions/genotypes. These ratios 
were calculated from average expression levels (two technical and two biological replicates) 
of 40-∆CTs. Significant changes (T-test p-value < 0.05) are denoted with stars. 
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