
Code Code Description Code Code Description 

81162

BRCA1, BRCA2 (breast cancer 1 and 2) (eg, herEditary 
breast and ovarian cancer) gene analysis; full sequence 
analysis and full duplication/deletion analysis 81211

BRCA1, BRCA2 (breast cancer 1 and 2) (eg, herEditary 
breast and ovarian cancer) gene analysis; full sequence 
analysis and common duplication/deletion variants in 
BRCA1 (ie, exon 13 del 3.835kb, exon 13 dup 6kb, exon 
14-20 del 26kb, exon 22 del 510bp, exon 8-9 del 7.1kb)

81162

BRCA1, BRCA2 (breast cancer 1 and 2) (eg, herEditary 
breast and ovarian cancer) gene analysis; full sequence 
analysis and full duplication/deletion analysis 81213

BRCA1, BRCA2 (breast cancer 1 and 2) (eg, herEditary 
breast and ovarian cancer) gene analysis; uncommon 
duplication/deletion variants

81211

BRCA1, BRCA2 (breast cancer 1 and 2) (eg, herEditary 
breast and ovarian cancer) gene analysis; full sequence 
analysis and common duplication/deletion variants in 
BRCA1 (ie, exon 13 del 3.835kb, exon 13 dup 6kb, exon 
14-20 del 26kb, exon 22 del 510bp, exon 8-9 del 7.1kb) 81162

BRCA1, BRCA2 (breast cancer 1 and 2) (eg, herEditary 
breast and ovarian cancer) gene analysis; full sequence 
analysis and full duplication/deletion analysis

81213

BRCA1, BRCA2 (breast cancer 1 and 2) (eg, herEditary 
breast and ovarian cancer) gene analysis; uncommon 
duplication/deletion variants 81162

BRCA1, BRCA2 (breast cancer 1 and 2) (eg, herEditary 
breast and ovarian cancer) gene analysis; full sequence 
analysis and full duplication/deletion analysis

81214

BRCA1 (breast cancer 1) (eg, herEditary breast and 
ovarian cancer) gene analysis; full sequence analysis and 
common duplication/deletion variants (ie, exon 13 del 
3.835kb, exon 13 dup 6kb, exon 14-20 del 26kb, exon 22 
del 510bp, exon 8-9 del 7.1kb) 81211

BRCA1, BRCA2 (breast cancer 1 and 2) (eg, herEditary 
breast and ovarian cancer) gene analysis; full sequence 
analysis and common duplication/deletion variants in 
BRCA1 (ie, exon 13 del 3.835kb, exon 13 dup 6kb, exon 
14-20 del 26kb, exon 22 del 510bp, exon 8-9 del 7.1kb)

81215
BRCA1 (breast cancer 1) (eg, herEditary breast and 
ovarian cancer) gene analysis; known familial variant 81217

BRCA2 (breast cancer 2) (eg, herEditary breast and 
ovarian cancer) gene analysis; known familial variant

81216
BRCA2 (breast cancer 2) (eg, herEditary breast and 
ovarian cancer) gene analysis; full sequence analysis 81211

BRCA1, BRCA2 (breast cancer 1 and 2) (eg, herEditary 
breast and ovarian cancer) gene analysis; full sequence 
analysis and common duplication/deletion variants in 
BRCA1 (ie, exon 13 del 3.835kb, exon 13 dup 6kb, exon 
14-20 del 26kb, exon 22 del 510bp, exon 8-9 del 7.1kb)

81217
BRCA2 (breast cancer 2) (eg, herEditary breast and 
ovarian cancer) gene analysis; known familial variant 81215

BRCA1 (breast cancer 1) (eg, herEditary breast and 
ovarian cancer) gene analysis; known familial variant

81228

Cytogenomic constitutional (genome-wide) microarray 
analysis; interrogation of genomic regions for copy number 
variants (eg, bacterial artificial chromosome [BAC] or oligo-
based comparative genomic hybridization [CGH] 
microarray analysis) 81229

Cytogenomic constitutional (genome-wide) microarray 
analysis; interrogation of genomic regions for copy number 
and single nucleotide polymorphism (SNP) variants for 
chromosomal abnormalities

81228

Cytogenomic constitutional (genome-wide) microarray 
analysis; interrogation of genomic regions for copy number 
variants (eg, bacterial artificial chromosome [BAC] or oligo-
based comparative genomic hybridization [CGH] 
microarray analysis) S3870

Comparative genomic hybridization (cgh) microarray 
testing for developmental delay, autism spectrum disorder 
and/or intellectual disability

81229

Cytogenomic constitutional (genome-wide) microarray 
analysis; interrogation of genomic regions for copy number 
and single nucleotide polymorphism (SNP) variants for 
chromosomal abnormalities 81228

Cytogenomic constitutional (genome-wide) microarray 
analysis; interrogation of genomic regions for copy number 
variants (eg, bacterial artificial chromosome [BAC] or oligo-
based comparative genomic hybridization [CGH] 
microarray analysis)
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81229

Cytogenomic constitutional (genome-wide) microarray 
analysis; interrogation of genomic regions for copy number 
and single nucleotide polymorphism (SNP) variants for 
chromosomal abnormalities S3870

Comparative genomic hybridization (cgh) microarray 
testing for developmental delay, autism spectrum disorder 
and/or intellectual disability

81280*

Long QT syndrome gene analyses (eg, KCNQ1, KCNH2, 
SCN5A, KCNE1, KCNE2, KCNJ2, CACNA1C, CAV3, 
SCN4B, AKAP, SNTA1, and ANK2); full sequence 
analysis 81413

Cardiac ion channelopathies (eg. Brugada syndrome, long 
QT syndrome, short QT syndrome, catecholaminergic 
polymorphic ventricular tachycardia); genomic sequence 
analysis panel, must include sequencing of at least 10 
genes, including ANK2, CASQ2, CAV3, KCNE1, KCNE2, 
KCNH2, KCNJ2, KCNQ1, RYR2, and SCN5A

81282*

Long QT syndrome gene analyses (eg, KCNQ1, KCNH2, 
SCN5A, KCNE1, KCNE2, KCNJ2, CACNA1C, CAV3, 
SCN4B, AKAP, SNTA1, and ANK2); duplication/deletion 
variants 81414

Cardiac ion channelopathies (eg. Brugada syndrome, long 
QT syndrome, short QT syndrome, catecholaminergic 
polymorphic ventricular tachycardia); duplication/deletion 
gene analysis panel, must include analysis of at least 2 
genes, including KCNH2 and KCNQ1

81401* Mopath procedure level 2 81327
SEPT9 (Septin9)(eg. colorectal cancer) methylation 
analysis

81412

Ashkenazi Jewish associated disorders (eg, Bloom 
syndrome, Canavan disease, cystic fibrosis, familial 
dysautonomia, Fanconi anemia group C, Gaucher 
disease, Tay-Sachs disease), genomic sequence analysis 
panel, must include sequencing of at least 9 genes, 
including ASPA, BLM, CFTR, FANCC, GBA, HEXA, 
IKBKAP, MCOLN1, and SMPD1 81200

ASPA (aspartoacylase) (eg, Canavan disease) gene 
analysis, common variants (eg, E285A, Y231X)

81412

Ashkenazi Jewish associated disorders (eg, Bloom 
syndrome, Canavan disease, cystic fibrosis, familial 
dysautonomia, Fanconi anemia group C, Gaucher 
disease, Tay-Sachs disease), genomic sequence analysis 
panel, must include sequencing of at least 9 genes, 
including ASPA, BLM, CFTR, FANCC, GBA, HEXA, 
IKBKAP, MCOLN1, and SMPD1 81209

BLM (Bloom syndrome, RecQ helicase-like) (eg, Bloom 
syndrome) gene analysis, 2281del6ins7 variant

81412

Ashkenazi Jewish associated disorders (eg, Bloom 
syndrome, Canavan disease, cystic fibrosis, familial 
dysautonomia, Fanconi anemia group C, Gaucher 
disease, Tay-Sachs disease), genomic sequence analysis 
panel, must include sequencing of at least 9 genes, 
including ASPA, BLM, CFTR, FANCC, GBA, HEXA, 
IKBKAP, MCOLN1, and SMPD1 81220

CFTR (cystic fibrosis transmembrane conductance 
regulator) (eg, cystic fibrosis) gene analysis; common 
variants (eg, ACMG/ACOG guidelines)

81412

Ashkenazi Jewish associated disorders (eg, Bloom 
syndrome, Canavan disease, cystic fibrosis, familial 
dysautonomia, Fanconi anemia group C, Gaucher 
disease, Tay-Sachs disease), genomic sequence analysis 
panel, must include sequencing of at least 9 genes, 
including ASPA, BLM, CFTR, FANCC, GBA, HEXA, 
IKBKAP, MCOLN1, and SMPD1 81242

FANCC (Fanconi anemia, complementation group C) (eg, 
Fanconi anemia, type C) gene analysis, common variant 
(eg, IVS4+4A>T)

81412

Ashkenazi Jewish associated disorders (eg, Bloom 
syndrome, Canavan disease, cystic fibrosis, familial 
dysautonomia, Fanconi anemia group C, Gaucher 
disease, Tay-Sachs disease), genomic sequence analysis 
panel, must include sequencing of at least 9 genes, 
including ASPA, BLM, CFTR, FANCC, GBA, HEXA, 
IKBKAP, MCOLN1, and SMPD1 81251

GBA (glucosidase, beta, acid) (eg, Gaucher disease) gene 
analysis, common variants (eg, N370S, 84GG, L444P, 
IVS2+1G>A)

81412

Ashkenazi Jewish associated disorders (eg, Bloom 
syndrome, Canavan disease, cystic fibrosis, familial 
dysautonomia, Fanconi anemia group C, Gaucher 
disease, Tay-Sachs disease), genomic sequence analysis 
panel, must include sequencing of at least 9 genes, 
including ASPA, BLM, CFTR, FANCC, GBA, HEXA, 
IKBKAP, MCOLN1, and SMPD1 81255

HEXA (hexosaminidase A [alpha polypeptide]) (eg, Tay-
Sachs disease) gene analysis, common variants (eg, 
1278insTATC, 1421+1G>C, G269S)



Code Code Description Code Code Description 
Precertification Given With This Code Claim Submitted With This Code Will Be Allowed 

81412

Ashkenazi Jewish associated disorders (eg, Bloom 
syndrome, Canavan disease, cystic fibrosis, familial 
dysautonomia, Fanconi anemia group C, Gaucher 
disease, Tay-Sachs disease), genomic sequence analysis 
panel, must include sequencing of at least 9 genes, 
including ASPA, BLM, CFTR, FANCC, GBA, HEXA, 
IKBKAP, MCOLN1, and SMPD1 81260

IKBKAP (inhibitor of kappa light polypeptide gene 
enhancer in B-cells, kinase complex-associated protein) 
(eg, familial dysautonomia) gene analysis, common 
variants (eg, 2507+6T>C, R696P)

81420

Fetal chromosomal aneuploidy (eg, trisomy 21, monosomy 
X) genomic sequence analysis panel, circulating cell-free 
fetal DNA in maternal blood, must include analysis of 
chromosomes 13, 18, and 21 81507

Fetal aneuploidy (trisomy 21, 18, and 13) DNA sequence 
analysis of selected regions using maternal plasma, 
algorithm reported as a risk score for each trisomy

81420

Fetal chromosomal aneuploidy (eg, trisomy 21, monosomy 
X) genomic sequence analysis panel, circulating cell-free 
fetal DNA in maternal blood, must include analysis of 
chromosomes 13, 18, and 21 0009M Fetal aneuploidy

81507

Fetal aneuploidy (trisomy 21, 18, and 13) DNA sequence 
analysis of selected regions using maternal plasma, 
algorithm reported as a risk score for each trisomy 81420

Fetal chromosomal aneuploidy (eg, trisomy 21, monosomy 
X) genomic sequence analysis panel, circulating cell-free 
fetal DNA in maternal blood, must include analysis of 
chromosomes 13, 18, and 21

81507

Fetal aneuploidy (trisomy 21, 18, and 13) DNA sequence 
analysis of selected regions using maternal plasma, 
algorithm reported as a risk score for each trisomy 0009M Fetal aneuploidy

81539*

Oncology (high-grade prostate cancer), biochemical assay 
of four proteins (Total PSA, Free PSA, Intact PSA, and 
human kallikrein-2 [hK2]. Utilizing plasma or serum, 
prognostic algorithm reported as a probability score 0010M

Oncology (High-Grade Prostate Cancer), biochemical 
assay of four proteins (Total PSA, Free PSA, Intact PSA 
and human kallikrein 2 [hK2]) utilizing plasma or serum, 
prognostic algorithm reported as a probability score

0009M

Fetal aneuploidy (trisomy 21, and 18) DNA sequence 
analysis of selected regions using maternal plasma, 
algorithm reported as a risk score for each trisomy 81420

Fetal chromosomal aneuploidy (eg, trisomy 21, monosomy 
X) genomic sequence analysis panel, circulating cell-free 
fetal DNA in maternal blood, must include analysis of 
chromosomes 13, 18, and 21

0009M

Fetal aneuploidy (trisomy 21, and 18) DNA sequence 
analysis of selected regions using maternal plasma, 
algorithm reported as a risk score for each trisomy 81507

Fetal aneuploidy (trisomy 21, 18, and 13) DNA sequence 
analysis of selected regions using maternal plasma, 
algorithm reported as a risk score for each trisomy

0010M*

Oncology (High-Grade Prostate Cancer), biochemical 
assay of four proteins (Total PSA, Free PSA, Intact PSA 
and human kallikrein 2 [hK2]) utilizing plasma or serum, 
prognostic algorithm reported as a probability score 81539

Oncology (high-grade prostate cancer), biochemical assay 
of four proteins (Total PSA, Free PSA, Intact PSA, and 
human kallikrein-2 [hK2]. Utilizing plasma or serum, 
prognostic algorithm reported as a probability score

S3840

Dna analysis for germline mutations of the ret proto-
oncogene for susceptibility to multiple endocrine neoplasia 
type 2 81404 Mopath procedure level 5

S3840

Dna analysis for germline mutations of the ret proto-
oncogene for susceptibility to multiple endocrine neoplasia 
type 2 81405 Mopath procedure level 6

S3842 Genetic testing for von hippel-lindau disease 81403 Mopath procedure level 4
S3842 Genetic testing for von hippel-lindau disease 81404 Mopath Procedure Level 5
S3845 Genetic testing for alpha-thalassemia 81257 Hba1/Hba2 Gene

S3866

Genetic analysis for a specific gene mutation for 
hypertrophic cardiomyopathy (hcm) in an individual with a 
known hcm mutation in the family 81403 Mopath Procedure Level 4

S3870

Comparative genomic hybridization (cgh) microarray 
testing for developmental delay, autism spectrum disorder 
and/or intellectual disability 81228

Cytogenomic constitutional (genome-wide) microarray 
analysis; interrogation of genomic regions for copy number 
variants (eg, bacterial artificial chromosome [BAC] or oligo-
based comparative genomic hybridization [CGH] 
microarray analysis)
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S3870

Comparative genomic hybridization (cgh) microarray 
testing for developmental delay, autism spectrum disorder 
and/or intellectual disability 81229

Cytogenomic constitutional (genome-wide) microarray 
analysis; interrogation of genomic regions for copy number 
and single nucleotide polymorphism (SNP) variants for 
chromosomal abnormalities

* New 2017 Rule
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