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IMPORTANT REMINDER 

Medical Policies are developed to provide guidance for members and providers regarding coverage in 
accordance with contract terms. Benefit determinations are based in all cases on the applicable contract 
language. To the extent there may be any conflict between the Medical Policy and contract language, the 
contract language takes precedence. 

PLEASE NOTE: Contracts exclude from coverage, among other things, services or procedures that are 
considered investigational or cosmetic. Providers may bill members for services or procedures that are 
considered investigational or cosmetic. Providers are encouraged to inform members before rendering 
such services that the members are likely to be financially responsible for the cost of these services. 
 
DESCRIPTION 
 
New genetic technology, such as next generation sequencing and chromosomal microarray, has led to 
the ability to examine many genes simultaneously.[1] This in turn has resulted in a proliferation of 
genetic panels. The intended use for these panels is variable. For example, for the diagnosis of 
hereditary disorders, a clinical diagnosis may be already established, and genetic testing is performed to 
determine whether there is a hereditary condition, and/or to determine the specific mutation that is 
present. In other cases, there is a clinical syndrome (phenotype) with a broad number of potential 
diagnoses, and genetic testing is used to make a specific diagnosis. For cancer panels, there are also 
different intended uses. Some panels may be intended to determine whether a known cancer is part of a 
hereditary cancer syndrome. Other panels may include somatic mutations in a tumor biopsy specimen 
that may help identify a cancer type or subtype and/or help select best treatment. 
 
Panels using next generation technology are currently available in the areas of cancer, cardiovascular 
disease, neurologic disease, psychiatric conditions, and for reproductive testing.[2-4] These panels are 
intuitively attractive to use in clinical care because they can analyze multiple genes quickly, and may 
lead to greater efficiency in the work-up of genetic disorders. It is also possible that these “bundled” 
gene tests can be performed more cost effectively than direct sequencing, although this may not be true 
in all cases. 
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On the other hand, the use of newer sequencing techniques may be associated with a higher error rate 
than direct sequencing.[5] This has the potential to lower the diagnostic accuracy of genetic testing, and 
could impact the clinical validity of testing. Another potential pitfall is the availability of a large amount 
of ancillary genetic information, much of which has uncertain clinical consequences.  Both of these 
factors may lead to unnecessary follow-up testing and procedures, all of which have their own inherent 
risks. 
 
Design and composition of genetic panel tests have not been standardized. Composition of the panels is 
variable, and different commercial products for the same condition may test different sets of genes. The 
make-up of the panel is determined by the specific lab that has developed the test. In addition, the 
composition of any individual panel is likely to change over time, as new mutations are discovered and 
added to the existing panels. 
 
Regulatory Status 
 
The majority of genetic panel tests are laboratory derived tests that are not subject to U.S. Food and 
Drug Administration (FDA) approval. Labs are subject to Clinical Laboratory Improvement Amendment 
(CLIA) regulations that monitor high-complexity testing. 
 
Notes:  
 

• Testing for individual components of a panel may be medically necessary in some clinical 
situations.  Other Medical Policies may apply to these individual components.  See Genetic 
Testing Section of the Medical Policy Manual Table of Contents for additional genetic testing 
policies. 

 
• Other Medical Policies may also apply to some specific genetic panels not addressed in the 

criteria below.  See Cross References for other genetic testing panels. 
 

MEDICAL POLICY CRITERIA 
 
The following genetic panels are considered investigational because the current scientific evidence is 
not yet sufficient to establish how test results from panels which include a broad number of genes may 
be used to direct treatment decisions and improve health outcomes associated with all components of the 
panels: 
 
 

Test Name Laboratory 
Anophthalmia/Microphthalmia/Anterior Segment Dysgenesis/ 
Anomaly: Sequencing Panel 

Emory Genetics® 

Aortopathy Sequencing Panels ARUP laboratories 
Array Comparative Genomic Hybridization (aCGH) Reprogenetics 
BREVAGen™ Phenogen Sciences Inc.© 
CancerTARGET ID® bioTheranostics 
CancerTYPE ID® bioTheranostics 
Cancer Somatic Mutation Panel Stanford University 
CEI Panel for Retinal Dystrophy Oregon Heath & Science Univ 
Combined Mito Genome Plus Mito Nuclear Gene Panel GeneDx 
Complete Epilepsy Panel GeneDx 

2 – GT64 

http://blue.regence.com/trgmedpol/geneticTesting/index.html
http://blue.regence.com/trgmedpol/geneticTesting/index.html


Complete Hereditary Spastic Paraplegia Evaluation Panel #655  Athena Diagnostic 
Complete PKDx Evaluation Athena Diagnostic 
Comprehensive Mitochondrial Nuclear Gene Panel GeneDx 
ConfirmMDx™ MDxHealth© 
Counsyl™ Panel  Counsyl Genomics  
Cystic Fibrosis (CFTR) 32 Mutations panel ARUP Laboratories 
DetoxiGenomic® Profile Test Genova® 
Expanded Neuromuscular Disorders: Sequencing and 
Deletion/Duplication Panel #MM360 

Emory Genetics® 

Epilepsy and Seizure Disorders panel Emory Genetics® 
epiSEEK™ Courtagen Diagnostic Laboratory 
Familial Hypercholesterolemia AMPLIFIED™ Panel Ambry Genetics 
FirstStepDx PLUS© Lineagen 
FoundationOne™ Foundation Medicine, Inc. 
GenArray™ GenPath Diagnostics 
GeneTrails® AML/MDS Genotyping Panel (Ion Torrent panel) Oregon Heath & Science Univ  
GeneTrails® NSCLC Genotyping Panel (Ion Torrent panel) Oregon Heath & Science Univ 
GeneTrails® Solid Tumor Genotyping Panel (Ion Torrent panel) Oregon Heath & Science Univ  
Genecept™ Assay for Psychotropic Treatment Genomind LLC 
GeneSight® Psychotropic test Assurex Health 
Glycogen Storage Disease Liver Panel (BCM-MitomeNGSSM) Baylor College of Medicine 
GoodStart Select GoodStart Genetics 
Heredi-T™ Cystic Fibrosis (CF)  Sequenom 
Hypertrophic Cardiomyopathy (HCM) Panel GeneDx 
Infantile Epilepsy Panel GeneDx 
Leigh’s Disease Panel Seattle Children’s Hospital 
Limb Girdle Muscular Dystrophy Evaluation #603 Athena Diagnostics 
Marfan Syndrome Plus Vascular Aneurysm Panel University of Washington 
MitoMED-Autism™ MEDomics™ 
MI Profile™  Caris Life Sciences™ 
MI Profile™ PLUS Caris Life Sciences™ 
Mitochondrial Disorders Panel  Baylor College of Medicine  
Molecular Intelligence™ Caris Life Sciences™ 
Monogenic Hypertension Evaluation Panel Aetna Diagnostics 
mtSEEK™ Courtagen Diagnostic Laboratory 
Multiple Epiphyseal Dysplasia Panel Connective Tissue Gene Tests 
Natera OneTM Multi-Disease Genetic Carrier Screening® test Natera, Inc. 
Nemaline Myopathy Seattle Children’s Hospital 
NexCourse® NSCLC  Genoptix 
nucSEEK™ Courtagen Diagnostic Laboratory 
Oncogene panel mutation analysis for solid tumor (Sequenom) Oregon Heath & Science Univ 
Pancreatitis Panel Ambry Genetics™ 
PANEXIA® Myriad® 
Periodic Fever Syndrome Chip GeneDx 
Periodic Fever Syndromes Panel  ARUP Laboratories  
PharmaRisk Extended Panel Affiliated Genetics 
POLG panel Transgenomic Laboratory 
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PRÉCIS® Non-Small Cell Lung Cancer (NSCLC) Biomarkers bioTheranostics 
PROOVE Narcotic Risk Genetic Profile Panel Test  Proove Biosciences 
PROOVE Drug Metabolism Panel Test Proove Biosciences 
Prosigna™ Breast Cancer Prognostic Gene Signature Assay NanoString Technologies, Inc. 
ResponseDx Lung®  Response Genetics, Inc. 
Retinal Dystrophy Panel Oregon Heath & Science Univ 
SCG A, B, D and G Sequencing Test #568 Athena Diagnostics 
ScoliScore™ AIS Prognostic Test Axial Biotech™ 
Severe Congenital Neutropenia sequencing panel, Prevention Genetics 
Spinocerebellar Ataxia Panel University of Washington 
Stargardt/Macular Dystrophy Panel CEI Molecular Diagnostics 
Syndromic Autism Panel Greenwood Genetic Center 
Antipsychotic and Antidepressant Response® (STA2R) SureGene 
Vascular Aneurysm Genetic Panel University of Washington 
X-linked Intellectual Disability  Ambry Genetics 
X-linked Intellectual Disability  Emory Genetics Laboratory  
X-linked Intellectual Disability  Greenwood Genetic Center  
YouScript® personalized prescribing system Genelex Corporation 

 

 

 
SCIENTIFIC EVIDENCE 
 
Background 
 
The clinical utility of genetic panel testing refers to the likelihood that the panel will result in improved 
health outcomes. 
 

• For positive test results, the health benefits are related to interventions that reduce the risk of 
developing the disease, earlier or more intensive screening to detect and treat early disease 
symptoms, or interventions to improve quality of life. 

• Alternatively, negative test results may prevent unnecessary intensive monitoring, invasive tests 
or procedures, or ineffective therapies.  

 
For genetic panels that test for a broad number of mutations, some components of the panel may be 
indicated based on the patient’s clinical presentation and/or family history, while other components may 
not be indicated. The impact of test results related to the non-indicated mutations must be well-defined 
and take into account the possibility that the information may cause harm by leading to additional 
unnecessary interventions that would not otherwise be considered based on the patient’s clinical 
presentation and/or family history.   
 
Therefore, the focus of the following review is on evidence from well-designed controlled trials that 
demonstrate the clinical utility of each panel test, i.e., the ability of results from the comprehensive 
genetic panels to: 
 

1. Guide decisions in the clinical setting related to either treatment, management, or prevention; 
and  

2. Improve health outcomes as a result of those decisions. 
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Literature Review 
 
No published studies were identified that investigated the clinical utility of the genetic panels listed in 
the criteria above.  
 
Summary 
 
Genetic panels using next generation technology or chromosomal microarray are available for many 
clinical conditions. The major advantage of these genetic panels is the ability to analyze many genes 
simultaneously, potentially improving the breadth and efficiency of genetic workup. Disadvantages of 
the panels are lower accuracy compared to direct sequencing, and the uncertain impact of a large amount 
of ancillary information related to non-indicated test results. Test results related to non-indicated 
mutations may potentially cause harm by leading to additional unnecessary interventions that would not 
otherwise be considered based on the patient’s clinical presentation and/or family history.   Currently, 
there is insufficient evidence to establish the clinical utility of the genetic panels listed in the Medical 
Policy Criteria; therefore, these tests are considered investigational. Additional research is needed to 
demonstrate the clinical utility of simultaneous testing for all components of each panel test. 
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CROSS REFERENCES 
 
Genetic Testing for Inherited Susceptibility to Colon Cancer, Genetic Testing, Policy No. 06 
 
Microarray-Based Gene Expression Testing for Cancers of Unknown Primary, Genetic Testing, Policy 
No. 15 
 
Single-nucleotide Polymorphisms (SNPs) to Predict Risk of Nonfamilial Breast Cancer, Genetic 
Testing, Policy No. 23 
 
Assays of Genetic Expression in Tumor Tissue as a Technique to Determine Prognosis In Patients With 
Breast Cancer, Genetic Testing, Policy No. 42 
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Sequencing-based Tests to Determine Trisomy 21 from Maternal Plasma DNA, Genetic Testing, Policy 
No. 44 
 
Genetic Cancer Susceptibility Panels Using Next Generation Sequencing, Genetic Testing, Policy No. 
73 
 
Genetic Testing for Macular Degeneration, Genetic Testing, Policy No. 75 
 

CODES NUMBER DESCRIPTION 

CPT 0006M Oncology (hepatic), mRNA expression levels of 161 genes, utilizing fresh 
hepatocellular carcinoma tumor tissue, with alpha-fetoprotein level, algorithm 
reported as a risk classifier 

 0007M Oncology (gastrointestinal neuroendocrine tumors), real-time PCR expression 
analysis of 51 genes, utilizing whole peripheral blood, algorithm reported as a 
nomogram of tumor disease index 

 81200 ASPA (aspartoacylase) (eg, Canavan disease) gene analysis, common variants 

 81201 APC (adenomatous polyposis coli) (eg, familial adenomatosis polyposis 
[FAP], attenuated FAP) gene analysis; full gene sequence 

 81202 ;known familial variants 

 81203 ;duplication/deletion variants 

 81205 BCKDHB (branched-chain keto acid dehydrogenase E1, beta polypeptide) 
(eg, Maple syrup urine disease) gene analysis, common variants (eg, R183P, 
G278S, E422X) 

 81206 BCR/ABL1 (t(9;22)) (eg, chronic myelogenous leukemia) translocation 
analysis; major breakpoint, qualitative or quantitative 

 81207 ;minor breakpoint, qualitative or quantitative 

 81208 ;other breakpoint, qualitative or quantitative 

 81209 BLM (Bloom syndrome, RecQ helicase-like) (eg, Bloom syndrome) gene 
analysis, 2281del6ins7 variant 

 81210 BRAF (v-raf murine sarcoma viral oncogene homolog B1) (eg, colon cancer), 
gene analysis, V600E variant 

 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) 

 81212 ;185delAG, 5385insC, 6174delT variants 
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CODES NUMBER DESCRIPTION 

 81213 ;uncommon duplication/deletion variants 

 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) 

 81215 ;known familial variant 

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

 81217 ;known familial variant 

 81220 CFTR (cystic fibrosis transmembrane conductance regulator) (eg, cystic 
fibrosis) gene analysis; common variants (eg, ACMG/ACOG guidelines) 

 81221 ;known familial variant 

 81222 ;duplication/deletion variants 

 81223 ;full gene sequence 

 81224 ;intron 8 poly-T analysis (eg, male infertility) 

 81225 CYP2C19 (cytochrome P450, family 2, subfamily C, polypeptide 19) (eg, 
drug metabolism), gene analysis, common variants (eg, *2, *3, *4, *8, *17) 

 81226 CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (eg, drug 
metabolism), gene analysis, common variants (eg, *2, *3, *4, *5, *6, *9, *10, 
*17, *19, *29, *35, *41, *1XN, *2XN, *4XN) 

 81227 CYP2C9 (cytochrome P450, family 2, subfamily C, polypeptide 9) (eg, drug 
metabolism), gene analysis, common variants (eg, *2, *3, *5, *6) 

 81228 Cytogenomic constitutional (genome-wide) microarray analysis; interrogation 
of genomic regions for copy number variants 

 81229 Interrogation of genomic regions for copy number and single nucleotide 
polymorphism (SNP) variants for chromosomal abnormalities 

 81235 EGFR (epidermal growth factor receptor) (eg, non-small cell lung cancer) 
gene analysis, common variants (eg, exon 19 LREA deletion, L858R, T790M, 
G719A, G719S, L861Q) 

 81240 F2 (prothrombin, coagulation factor II) (eg, hereditary hypercoagulability) 
gene analysis, 20210G>A variant 
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CODES NUMBER DESCRIPTION 

 81242 FANCC (Fanconi anemia, complementation group C) (eg, Fanconi anemia, 
type C) gene analysis, common variant (eg, IVS4+4A>T) 

 81243 FMR1 (Fragile X mental retardation 1) (eg, fragile X mental retardation) gene 
analysis; evaluation to detect abnormal (eg, expanded) alleles 

 81244 ;characterization of alleles (eg, expanded size and methylation status) 

 81245 FLT3 (fms-related tyrosine kinase 3) (eg, acute myeloid leukemia), gene 
analysis, internal tandem duplication (ITD) variants (ie, exons 14, 15) 

 81250 G6PC (glucose-6-phosphatase, catalytic subunit) (eg, Glycogen storage 
disease, Type 1a, von Gierke disease) gene analysis, common variants (eg, 
R83C, Q347X) 

 81251 GBA (glucosidase, beta, acid) (eg, Gaucher disease) gene analysis, common 
variants (eg, N370S, 84GG, L444P, IVS2+1G>A) 

 81252 GJB2 (gap junction protein, beta 2, 26kDa, connexin 26) (eg, nonsyndromic 
hearing loss) gene analysis; full gene sequence 

 81253 ;known familial variant 

 81254 GJB6 (gap junction protein, beta 6, 30kDa, connexin 30) (eg, nonsyndromic 
hearing loss) gene analysis, common variants (eg, 309kb [del(GJB6-
D13S1830)] and 232kb [del(GJB6-D13S1854)]) 

 81255 HEXA (hexosaminidase A [alpha polypeptide]) (eg, Tay-Sachs disease) gene 
analysis, common variants (eg, 1278insTATC, 1421+1G>C, G269S) 

 81256 HFE (hemochromatosis) (eg, hereditary hemochromatosis) gene analysis, 
common variants (eg, C282Y, H63D) 

 81257 HBA1/HBA2 (alpha globin 1 and alpha globin 2) (eg, alpha thalassemia, Hb 
Bart hydrops fetalis syndrome, HbH disease), gene analysis, for common 
deletions or variant (eg, Southeast Asian, Thai, Filipino, Mediterranean, 
alpha3.7, alpha4.2, alpha20.5, and Constant Spring) 

 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) 

 81261 IGH@ (Immunoglobulin heavy chain locus) (eg, leukemias and lymphomas, 
B-cell), gene rearrangement analysis to detect abnormal clonal population(s); 
amplified methodology (eg, polymerase chain reaction) 

 81262 ;direct probe methodology (eg, Southern blot) 
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CODES NUMBER DESCRIPTION 

 81263 IGH@ (Immunoglobulin heavy chain locus) (eg, leukemia and lymphoma, B-
cell), variable region somatic mutation analysis 

 81264 IGK@ (Immunoglobulin kappa light chain locus) (eg, leukemia and 
lymphoma, B-cell), gene rearrangement analysis, evaluation to detect 
abnormal clonal population(s) 

 81265 Comparative analysis using Short Tandem Repeat (STR) markers; patient and 
comparative specimen (eg, pre-transplant recipient and donor germline 
testing, post-transplant non-hematopoietic recipient germline [eg, buccal swab 
or other germline tissue sample] and donor testing, twin zygosity testing, or 
maternal cell contamination of fetal cells) 

 81266 ;each additional specimen (eg, additional cord blood donor, additional 
fetal samples from different cultures, or additional zygosity in multiple 
birth pregnancies) (List separately in addition to code for primary 
procedure) 

 81267 Chimerism (engraftment) analysis, post transplantation specimen (eg, 
hematopoietic stem cell), includes comparison to previously performed 
baseline analyses; without cell selection 

 81268 ;with cell selection (eg, CD3, CD33), each cell type 

 81270 JAK2 (Janus kinase 2) (eg, myeloproliferative disorder) gene analysis, 
p.Val617Phe (V617F) variant 

 81275 KRAS (v-Ki-ras2 Kirsten rat sarcoma viral oncogene) (eg, carcinoma) gene 
analysis, variants in codons 12 and 13 

 81280 Long QT syndrome gene analyses (eg, KCNQ1, KCNH2, SCN5A, KCNE1, 
KCNE2, KCNJ2, CACNA1C, CAV3, SCN4B, AKAP, SNTA1, and ANK2); full 
sequence analysis 

 81281 ;known familial sequence variant 

 81282 ;duplication/deletion variants 

 81290 MCOLN1 (mucolipin 1) (eg, Mucolipidosis, type IV) gene analysis, common 
variants (eg, IVS3-2A>G, del6.4kb) 

 81291 MTHFR (5,10-methylenetetrahydrofolate reductase) (eg, hereditary 
hypercoagulability) gene analysis, common variants (eg, 677T, 1298C) 

 81292 MLH1 (mutL homolog 1, colon cancer, nonpolyposis type 2) (eg, hereditary 
non-polyposis colorectal cancer, Lynch syndrome) gene analysis; full 
sequence analysis 
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CODES NUMBER DESCRIPTION 

 81293 ;known familial variants 

 81294 ;duplication/deletion variants  

 81295 MSH2 (mutS homolog 2, colon cancer, nonpolyposis type 1) (eg, hereditary 
non-polyposis colorectal cancer, Lynch syndrome) gene analysis; full 
sequence analysis 

 81296 ;known familial variants 

 81297 ;duplication/deletion variants  

 81298 MSH6 (mutS homolog 6 [E. coli]) (eg, hereditary non-polyposis colorectal 
cancer, Lynch syndrome) gene analysis; full sequence analysis 

 81299 ;known familial variants 

 81300 ;duplication/deletion variants  

 81301 Microsatellite instability analysis (eg, hereditary non-polyposis colorectal 
cancer, Lynch syndrome) of markers for mismatch repair deficiency (eg, 
BAT25, BAT26), includes comparison of neoplastic and normal tissue, if 
performed 

 81302 MECP2 (methyl CpG binding protein 2) (eg, Rett syndrome) gene analysis; 
full sequence analysis 

 81303 ;known familial variants 

 81304 ;duplication/deletion variants  

 81310 NPM1 (nucleophosmin) (eg, acute myeloid leukemia) gene analysis, exon 12 
variants 

 81315 PML/RARalpha, (t(15;17)), (promyelocytic leukemia/retinoic acid receptor 
alpha) (eg, promyelocytic leukemia) translocation analysis; common 
breakpoints (eg, intron 3 and intron 6), qualitative or quantitative 

 81316 ;single breakpoint (eg, intron 3, intron 6 or exon 6), qualitative or 
quantitative 

 81317 PMS2 (postmeiotic segregation increased 2 [S. cerevisiae]) (eg, hereditary 
non-polyposis colorectal cancer, Lynch syndrome) gene analysis; full 
sequence analysis 

 81318 ;known familial variants 

 81319 ;duplication/deletion variants 
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CODES NUMBER DESCRIPTION 

 81321 PTEN (phosphatase and tensin homolog) (eg, Cowden syndrome, PTEN 
hamartoma tumor syndrome) gene analysis; full sequence analysis 

 81322 ;known familial variants 

 81323 ;duplication/deletion variants 

 81324 PMP22 (peripheral myelin protein 22) (eg, Charcot-Marie-Tooth, hereditary 
neuropathy with liability to pressure palsies) gene analysis; 
duplication/deletion analysis 

 81325 ;full sequence analysis 

 81326 ;known familial variants 

 81330 SMPD1(sphingomyelin phosphodiesterase 1, acid lysosomal) (eg, Niemann-
Pick disease, Type A) gene analysis, common variants (eg, R496L, L302P, 
fsP330) 

 81331 SNRPN/UBE3A (small nuclear ribonucleoprotein polypeptide N and ubiquitin 
protein ligase E3A) (eg, Prader-Willi syndrome and/or Angelman syndrome), 
methylation analysis 

 81332 SERPINA1 (serpin peptidase inhibitor, clade A, alpha-1 antiproteinase, 
antitrypsin, member 1) (eg, alpha-1-antitrypsin deficiency), gene analysis, 
common variants (eg, *S and *Z) 

 81340 TRB@ (T cell antigen receptor, beta) (eg, leukemia and lymphoma), gene 
rearrangement analysis to detect abnormal clonal population(s); using 
amplification methodology (eg, polymerase chain reaction) 

 81341 ;using direct probe methodology (eg, Southern blot) 

 81342 TRG@ (T cell antigen receptor, gamma) (eg, leukemia and lymphoma), gene 
rearrangement analysis, evaluation to detect abnormal clonal population(s) 

 81350 UGT1A1 (UDP glucuronosyltransferase 1 family, polypeptide A1) (eg, 
irinotecan metabolism), gene analysis, common variants (eg, *28, *36, *37) 

 81355 VKORC1 (vitamin K epoxide reductase complex, subunit 1) (eg, warfarin 
metabolism), gene analysis, common variants (eg, -1639/3673) 

 81400 Molecular pathology procedure, Level 1 

 81401 Molecular pathology procedure, Level 2 

 81402 Molecular pathology procedure, Level 3 
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CODES NUMBER DESCRIPTION 

 81403 Molecular pathology procedure, Level 4 

 81403 Molecular pathology procedure, Level 4 

 81404 Molecular pathology procedure, Level 5 

 81405 Molecular pathology procedure, Level 6 

 81406 Molecular pathology procedure, Level 7 

 81407 Molecular pathology procedure, Level 8 

 81408 Molecular pathology procedure, Level 9 

 81479 Unlisted molecular pathology procedure 

 81500 Oncology (ovarian), biochemical assays of two proteins (CA-125 and HE4), 
utilizing serum, with menopausal status, algorithm reported as a risk score 

 81503 Oncology (ovarian), biochemical assays of five proteins (CA-125, 
apolipoprotein A1, beta-2 microglobulin, transferrin, and pre-albumin), 
utilizing serum, algorithm reported as a risk score 

 81506 Endocrinology (type 2 diabetes), biochemical assays of seven analytes 
(glucose, HbA1c, insulin, hs-CRP, adiponectin, ferritin, interleukin 2-receptor 
alpha), utilizing serum or plasma, algorithm reporting a risk score 

 81508 Fetal congenital abnormalities, biochemical assays of two proteins (PAPP-A, 
hCG [any form]), utilizing maternal serum, algorithm reported as a risk score 

 81509 Fetal congenital abnormalities, biochemical assays of three proteins (PAPP-A, 
hCG [any form], DIA), utilizing maternal serum, algorithm reported as a risk 
score 

 81510 Fetal congenital abnormalities, biochemical assays of three analytes (AFP, 
uE3, hCG [any form]), utilizing maternal serum, algorithm reported as a risk 
score 

 81511 Fetal congenital abnormalities, biochemical assays of four analytes (AFP, 
uE3, hCG [any form], DIA) utilizing maternal serum, algorithm reported as a 
risk score (may include additional results from previous biochemical testing) 

 81512 Fetal congenital abnormalities, biochemical assays of five analytes (AFP, 
uE3, total hCG, hyperglycosylated hCG, DIA) utilizing maternal serum, 
algorithm reported as a risk score 

 81599 Unlisted multianalyte assay with algorithmic analysis 
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CODES NUMBER DESCRIPTION 

 84311 Spectrophotometry, analyte not elsewhere specified 

 88299 Unlisted cytogenetic study 

 88380 Microdissection (ie, sample preparation of microscopically identified target); 
laser capture 

HCPCS None  
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