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Fig. S1. GUS reporter gene expression in flowers and inflorescences driven by AKIN10 
regulatory sequences  
 
A representative T1 plant from 12 independent transformants is shown for each construct. 
GUS sequences were fused in frame to the first methionine of the second exon of AKIN10 in 
each case (see Fig. 3A).  
 
(A) Strong expression occurs when driven by the full construct containing the 1,035 bp region 
extending from the stop codon of the upstream gene.  
 
(B) No expression is detected when expression is driven by the 5' half of the full construct 
(extending 526 bp to the transcription start site of AKIN10).  
 
(C) No expression is detected when expression is driven by the 232 bp of this extending from 
the last base of the 3' UTR of the upstream gene to the transcription start site of AKIN10.  
 
(D) Weak expression occurs when driven by the 3' half of the full construct (the 509 bp region 
from the transcription start site, including the 5' UTR, first exon and intron of AKIN10).  



Table S1. Primers used in the study.  
 
Underlines shows artificial restriction sites added at the end of the amplified Arabidopsis 
sequences 
 
 
A. Isolation of AKIN10 coding sequence from plasmid U24028 
 
Primer name  Sequence 
AKIN10_1f 5'-CTCTCTTTTTTTGTAGAGAATGG-3' 
AKIN10_2r 5'-ATATAACTTGCCCGAAATTACC-3' 
 
 
B. Isolation of genomic clone of AKIN10 
(including upstream promoter, 5' UTR, first exon and first intron)  
 
Primer name  Sequence 
AKIN10_P1f 5'-GAGAGAATTCGATCACCTTTTTACTTGAGC-3' 
AKIN10_P2r 5' GAGAAAGCTTCCCACTTCTACTGCCTGTGC 3' 
 
 
C. Insertion of His-AKIN10 into E. coli expression vector pQE30 
 
Primer name  Sequence 
AKIN10_pQE30f 5'-GAGAGGATCCATGGATGGATCAGGCACAGG-3' 
AKIN10_pQE30r 5'-GAGACTGCAGTCAGAGGACTCGGAGCTGAG-3' 
 
 
 


