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Figure S1. Average primary root (PR) length per seedling for the Brassica rapa seedlings under control conditions 

(1% agar only) versus the same media supplemented with 10 µM IAA-Ala, 10 µM IPA-Ala or 10 µM IBA-Ala (A) 

and image of two-days old seedlings upon treatments used for metabolomics and transcriptomic analysis (B). Data are 

presented as mean ± SE (n=18).  Asterisk (*) indicates significant differences with respect to the control growth 

conditions (Student’s t test, * presents P < 0.05, ** P< 0.01, *** P<0.001). 
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Figure S2. Gene counts per treatment per GO category (A) and counts of DEGs common to all treatments per GO 

category (B). One gene may belong to several GO categories. Only GO categories with 30 or more genes are included. 
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Figure S3. Heatmap of mean (rlog transformed) read counts for DEGs implicated in all 3 treatments, scaled by row. 

The B. rapa genes have been mapped to the A. thaliana homologs. Genes are represented by their common names in 

A. thaliana, or descriptions where common names were unavailable, as well as the B. rapa identifier (end of string). 

Less strict mapping of A. thaliana genes to B. rapa genes was used (UBH, min bitscore 50, min identity>20%). 



 

Figure S4. Heatmap of (rlog transformed) read counts for 50 genes with lowest logFCshrinked and 50 genes with 

highest logFCshrinked after the IAA-Ala treatment, scaled by row. The B. rapa genes have been mapped to the A. 

thaliana homologs. Genes are represented by their common names in A. thaliana, or descriptions where common 

names were unavailable, as well as the B. rapa identifier (end of string). Less strict mapping of A. thaliana genes to B. 

rapa genes was used (UBH, min bitscore 50, min identity>20%). 



 

Figure S5. Heatmap of (rlog transformed) read counts for 50 genes with lowest logFCshrinked and 50 genes with 

highest logFCshrinked after the IPA-Ala treatment, scaled by row. The B. rapa genes have been mapped to the A. 

thaliana homologs. Genes are represented by their common names in A. thaliana, or descriptions where common names 

were unavailable, as well as the B. rapa identifier (end of string). Less strict mapping of A. thaliana genes to B. rapa 

genes was used (UBH, min bitscore 50, min identity>20%). 



 

Figure S6. Heatmap of (rlog transformed) read counts for 50 genes with lowest logFCshrinked and 50 genes with 

highest logFCshrinked after the IBA-Ala treatment, scaled by row. The B. rapa genes have been mapped to the A. 

thaliana homologs. Genes are represented by their common names in A. thaliana, or descriptions where common 

names were unavailable, as well as the B. rapa identifier (end of string). Less strict mapping of A. thaliana genes to B. 

rapa genes was used (UBH, min bitscore 50, min identity>20%). 



 

 

 



 
 

Figure S7. Heatmap of (rlog transformed) mean read counts for genes involved in auxin metabolism with count values 

scaled by row. The gene list has been split in two for readability. The B. rapa genes have been mapped to the A. 

thaliana homologs. Genes are represented by their common names in A. thaliana, or descriptions where common 

names were unavailable. Strict mapping of A. thaliana auxin metabolism genes to B. rapa genes was used (BBH, max 

length difference 0.8, identity>40%).  


