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Selected paper



Taxonomy

• SK: Eukaryota 
• K: Metazoa

• P: Platyhelminthes
• C: Trematoda

• O: Strigeidida
• F: Schistosomatidae

• G: Schistosoma
• S: haematobium 



Physical characteristics



Physical Characteristic
• S.haematobium eggs have an oval shape with conspicuous terminal 

spine
• Size: 110-170 µm long by 40-70 µm wide



Parasitism
• Infect 200 million people worldwide with schistosomiasis
• Bladder cancer and urogenital disease agents
• Intermediate host: freshwater snails
• Definitive host: human



Geographic distribution



Life cycle



Significance

• The sequence were done to provide a library data 
bases of genome that can be later use in control 
several diseases cased by S.haematobium and an 
unprecedented resource for many fundamental 
research areas.



Sequencing sample 
information

• Hamsters were each infected with 1,000 cercariae and 
after 90 days paired adults of S.haematobium were 
collected from the hamsters.



Sequencing strategy

• Whole genome shotgun



Sequencing method
• Illumina 



Genome assembly

• Coverage = 74x
• Genome size = 385 Mb
• N50 contig = 21 Kb
• N50 scaffolds = 306 Kb



Interesting genome outcome

• High synteny between S.haematobium and S.mansoni 
(89.4%) were revealed by a genome-wide analysis.

• 33.5 Gb of usable sequence data were produced from 
a single mated pair of adult worms. 

• The GC content of S.haematobium were almost the 
same to that from S.mansoni and S.japonicum. 



Questions

1. What is synteny ?

2. Why illumina method were used ?



Thank you for listening 


