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Bauhinia blakeana 

Aka Hong Kong 

orchid 洋紫荆

A hybrid between 

Bauhinia variegata 

and Bauhinia 

purpurea
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Exercise
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It is very difficult to perform genome assembly of a 

hybrid like the Hong Kong orchid

Why?
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How to assemble hybrid genomes
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Assemble all the reads together?

Split into paternal and maternal reads and assembly the 
two sets of reads separately?
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Exercise 
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What will likely happen if we try to assemble all the reads 

together during hybrid genome assembly?
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Hybrid genome assembly

Sequence both parental species if their reference 

genomes are not already available

Determine solid K-mers of parental genomes

Classify a read from the hybrid genome

Paternal, if it is covered purely by paternal solid K-mers

Maternal, if it is covered purely by maternal solid K-mers

Ambiguous, otherwise

Separately assemble Paternal  Ambiguous and 

Maternal  Ambiguous 
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Solid K-mers: High-confidence K-mers 

that occur exactly once in the genome
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Genome 

assembly
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Bauhinia dataset
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Bauhinia blakeana genome assembly
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Exercise 
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How did Merqury 

estimate the 

completeness of 

genome assembly 

without a reference 

B. blakenana 

genome?
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Exercise 
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What is switch error 

rate?

0.78 switches 
per kb
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