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The sequencing principles of - — : : : 1
common sequencing instru- _ — ) Bridge PCR .
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Second, amplify the clones,

which performed by one of
several methods, such as
bridge PCR and emulsion
PCR. (3) Then, forming DNA
clusters or amplifying micro-
spheres of DNA cluster arrays
on a chip, performing a series
of cyclic reaction operations
using a polymerase\ or ligase,
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WHAT WE DO:
Creative Biolabs § Whole Genome Sequencing (WGS) # Whole Transcriptome Sequencing (WTS)
! Service for Cancer Service for Cancer
Next Generation § Whole Exome Sequencing (WES) § Immune Repertoire Sequencing (Rep-seq)
Sequencing Service for Cancer Service for Cancer
§ Targeted Sequencing Service for § Bioinformatics Analysis Service
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