714/2019

ﬁﬁ% RAPID NOVOR

SPEED ¥ DIS

Resources

De Novo Antibody
Protein Sequencing with
Mass Spectrometry

Leucine Isoleucine

Determination

Review: Antibody
Protein Sequence
Analysis Using Mass
Spectrometry

Coverage View

Moving Towards
Recombinant mAbs

ASMS 2016 Poster

httns/Aww ranidnovor com/resotirces/wild/

REmMADb'™ - WILD '™ - Rapid Novor Inc

Home Services Pricing Research Company

% FREE
CONSULTATION

WILD ™

Stop guessing. Go WILD™.

Ile ? Leu

‘_7/%% W ion lle/Leu Determination

What's WILD™?

W-ion Isoleucine Leucine Determination (WILD™) is the first
high-throughput commercial grade service that can distinguish
Leucine and Isoleucine with certainty using mass
spectrometry.

Why this is important?

Although Leucine and Isoleucine have the same molecular
weight, the difference in their structure will cause differences
in biological activities. In the context of antibodies, Leucine
and Isoleucine in and around the CDR regions may have
significant impact on the antibodies’ affinity and specificity.

With WILD™, you can stop trying alternative forms during
expression. In the past, to increase the chance of success,
expression of multiple alternative forms are generally
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preferred. This means somewhere between 2 to 16 forms
depending on how many I/L positions one has to try. But the
cost associated with this can be prohibitive. In some
undesirable situations, we have seen as many as 9 I/L
positions in the CDRs, which means one needs to express 512
forms in order to be sure that everything is covered. With the
WILD™, we take the guessing out of your sequences.

How can | take advantages of WILD™?

WILD™ is offered as part of our REmMAb™ sequencing service.
We perform WILD™ on all our sequencing project. With the
WILD™, w-ions are used to determine each and every
Leucine/Isoleucine position in the variable region of the heavy
and light chain sequences.
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