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HOW DID 

VARIETIES 

COME ABOUT?
First, B. oleracea had 

mutations due to 

random mistakes in 

the genome. Then, 

humans artificially 

select desired traits 

by breeding those 

mutant plants 

together, resulting in 

differences in 

phenotypes. 

WHAT IS IT? 
B. Oleracea lives for two 

years. In the first year, it 

develops large leaves, and 

in the second year, it 

produces large yellow 

flowers. It originated in 

the northeastern region of  

the Mediterranean about 3 

Mya, and its ancestors 

spread throughout Europe 

(Arias et al., 2014). 
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EXAMPLES
Cauliflower: Curd formation is linked to low levels of  the 

flowering promoting genes, which prevents the blooming 

of  flowers and enhances the formation of  buds. (Sheng et 

al., 2020).

Broccoli: Hollow stem formation is linked to locus 

QHS.C09-2. This trait is not solely genetically heritable 

but also affected by environments resulting in Brassica 

crops having plasticity (Yu et al., 2019).

Cabbage: A male-sterile mutant was identified in a cabbage 

line controlled by a single dominant gene. This mutant 

has been used to breed male-sterile cabbages (Liang et al., 

2016).
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HOW DID IT 

DIVERSIFY? 
The high genetic variations 

originated in B. oleracea when 

an ancient Brassica ancestral 

tripled its genome. It allowed 

for multiple genetically 

distinct cultivars from this 

one plant. These cultivars are 

interfertile since they belong 

to the same species resulting 

in hybrids like brusselkale.
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