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Related Diseases

Cardiofaciocutaneous syndrome

Costello syndrome

Neurofibromatosis-Noonan syndrome

Noonan syndrome

Noonan syndrome with multiple lentigines

e Noonan syndrome-like disorder with loose anagen hair

Related Analytes

% OF CODING SEQUENCE SUFFICIENTLY
GENE COVERED TO DETECT HETEROZYGOUS COVI;YRII\IAUTIYI(?I\IIER COMMENTS
MUTATIONS
0 .
AZMLL 95.00 reggarch gene '+ % of coding sequence represents the
minimum CS1 interpretable range
0 ,
BRAF 95.00 cqrg gene + /o.Of coding sequence represents the
—_— minimum CS1 interpretable range
0 :
CBL 95.00 cqrg gene + /o.of coding sequence represents the
- minimum CS1 interpretable range
0 .
HRAS 95.00 cqrg gene + /o'Of coding sequence represents the
minimum CS1 interpretable range
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% OF CODING SEQUENCE SUFFICIENTLY

COPY NUMBER

GENE COVERED TO DETECT HETEROZYGOUS COMMENTS
MUTATIONS VARIATION
0 :
KRAS 95.00 cqrg gene + /o.of coding sequence represents the
— minimum CS1 interpretable range
0 .
L7TR1 95.00 cqrg gene + A)'of coding sequence represents the
minimum CS1 interpretable range
0 ,
MAP2K1 95.00 cqrg gene + /o.Of coding sequence represents the
E— minimum CS1 interpretable range
0 :
MAP2K2 95.00 cqrg gene + /o.of coding sequence represents the
- minimum CS1 interpretable range
0 .
MRAS 95.00 cqrg gene + A)'of coding sequence represents the
minimum CS1 interpretable range
0 ,
NRAS 95.00 cqrg gene + /o.Of coding sequence represents the
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RAF1 95.00 cqrg gene + /o.Of coding sequence represents the
E— minimum CS1 interpretable range
0 .
RASA1 95.00 re§§arch gene .+ % of coding sequence represents the
minimum CS1 interpretable range
0 .
RASA? 95.00 reggarch gene '+ % of coding sequence represents the
— minimum CS1 interpretable range
0 ,
RIT1 95.00 core gene + % of coding sequence represents the

minimum CS1 interpretable range
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% OF CODING SEQUENCE SUFFICIENTLY

COPY NUMBER

GENE COVERED TO DETECT HETEROZYGOUS COMMENTS
MUTATIONS VARIATION
0 .
RRAS 80.00 re§§arch gene .+ % of coding sequence represents the
D minimum CS1 interpretable range
0 .
RRAS? 95.00 reggarch gene '+ % of coding sequence represents the
I minimum CS1 interpretable range
0 ,
SHOC?2 95.00 cqrg gene + /o.Of coding sequence represents the
EE— minimum CS1 interpretable range
0 :
SOs1 95.00 cqrg gene + /o.of coding sequence represents the
B minimum CS1 interpretable range
0 .
SOS? 95.00 core gene + % of coding sequence represents the

minimum CS1 interpretable range
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