
Figure S1. Alignment of the nine predicted BIS coding sequences of 'Golden Delicious'. Shading indicates nucleotide identity, dashes mark gaps.



Figure S1 continued



Figure S2. Phylogenetic tree of nine BIS coding sequences of 'Golden Delicious'.



Figure S3. Alignment of the predicted BIS1.1 gene and cDNA sequences of 'Golden Delicious' (MDP0000641583) with the cloned cDNA

sequence of 'Holsteiner Cox'. An intron is labeled in yellow, as well as some single nucleotide substitutions. Segments that were annotated as 

intron sequences but are coding sequences are marked in green. The red box indicates a nucleotide deletion in the sequence of the predicted 

gene. 



Figure S4. Alignment of the predicted BIS1.2 gene and cDNA (MDP0000257119) with the corresponding genome sequence of 'Golden 

Delicious' and the cloned cDNA of 'Holsteiner Cox'. Nucleotides of the cloned cDNA that are located upstream of the predicted start codon

(pink box) are labeled in yellow, as well as some single nucleotide substitutions. The corresponding genome sequence, as far as is available, 

is marked in green. The upstream genome sequence that is an intron is marked in red. The label n×N against a blue background indicates an 

unknown number of missing nucleotides in the genome sequence. A deletion behind nucleotide 531 in the coding part of the genome

sequence is indicated by a red box.



Figure S5. Alignment of the predicted BIS2.4 gene and cDNA sequences of 'Golden Delicious' (MDP0000168735) with the cloned cDNA

sequence of 'Holsteiner Cox'. A segment that was annotated as intron but is present in the cloned cDNA is labeled in yellow, as well as some 

single nucleotide substitutions. The major portion of the corresponding genome sequence labeled in light green consists of unclear nucleotides 

(N), whereas the shorter downstream portion (dark green) was readable. A stretch of 279 unidentified nucleotides highlighted in red was 

predicted and is intron.


