
Gain precise control over sequence diversity and protein engineering with metabion m-block DNA 
Fragment Libraries.

These libraries combine the precision and quality of metabion oligonucleotides with carefully placed 
wobble bases, making them well suited for recombinant antibody and protein engineering.

Wobble bases, defined mixtures of two to four nucleotides, introduce controlled variability at any 
position within the sequence, enabling targeted diversification of relevant regions.

What distinguishes our libraries is the degree of customisation: you can exactly specify the number, 
position, and ratio of wobble bases in each fragment. This level of control reduces unwanted sequence 
bias and allows you to focus diversity where it is most effective. As a result, you can generate highly 
diverse, application-specific libraries that improve hit rates and reduce screening effort.

With m-block wobble libraries, diversity is no longer random but designed, offering a level of precision 
not achievable with standard libraries based on random degeneracy.

Use metabion m-blocks to identify antibodies with optimal target binding, engineer enzymes with 
enhanced catalytic properties, or develop proteins with improved thermostability. In each case, 
metabion m-blocks provide the flexibility to engineer proteins in a precise and targeted manner.
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m-block Libraries: Engineered for Discovery

Assembly of m-blocks: Ensuring quality to trust
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Backed by three decades of experience in oligosynthesis, metabion has developed a robust and 
optimized process for manufacturing m-blocks, our premium quality gene fragments.

m-blocks are assembled by overlapping metabion synthetic oligonucleotides through annealing and 
elongation using a PCR-based technique to generate longer double-stranded DNA fragments.

Tailored for cloning and protein engineering purposes, m-blocks are also optimised for a wide range 
of other applications.

m-block applications

Assembling long gene fragments is challenging due to sequence complexity, such as repeats and 
suboptimal GC content, which can affect accuracy. metabion overcomes these issues with a 
rigorously optimised assembly workflow designed to ensure high sequence integrity.

Strict quality control is applied to every m-block: fragment size and assembly are verified by agarose 
gel electrophoresis, and each construct is fully sequenced to confirm accuracy, delivering gene 
fragments you can trust.

Our Standard m-block Specifications

Diagnostics and assay 
development as standard

CRISPR Cas9 mediated 
genome editing

Construction of larger 
genes and genomes

In vitro RNA transcription
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m-block Fragments

Order now at wop.metabion.com
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Learn more

metabion m-blocks: tailor-made gene fragments

Custom-made for all your applications

• Sequence length 100 to 10.000 bp

• Standard DNA bases only

• GC content 35 –70 %

• Modifications: 5‘-phosphorylated or 5′-biotinylated

• Standard quantity delivered: 1.000 ng (dry)

• Codon optimisation possible upon request


