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United Healthcare Announces 2019 Prior Authorization Information for Genetic and

Molecular Lab Testing Services in its January 2019 Network Bulletin

UHC has added several additional genetic and molecular lab tests to its list of codes requiring prior
authorization beginning this spring. This requirement for prior authorization will apply to fully insured
commercial plan members (excluding Medicare Advantage) and Community Plan members in the states
of Florida, Maryland, Michigan, Missouri, New Jersey, New York, Pennsylvania, Rhode Island, Tennessee
and Texas. Note that plan members in Florida who are subject to the Laboratory Benefit Management
program are excluded from the requirement. Familiarize yourself with the details of the policy here.

The new CPT codes included in the policy follow:

CPT Code

0012U

0013U

0014U

0016U

0017V

0069U

0070U

0071V

0072U

0073U

0074U

0075U

0076U

Description

Germline disorders, gene rearrangement detection by whole genome next-generation sequencing, DNA,
whole blood, report of specific gene rearrangement(s)

Oncology (solid organ neoplasia), gene rearrangement detection by whole genome next-generation
sequencing, DNA, fresh or frozen tissue or cells, report of specific gene rearrangement(s)
Hematology (hematolymphoid neoplasia), gene rearrangement detection by whole genome next-
generation sequencing, DNA, whole blood or bone marrow, report of specific gene rearrangement(s)
Oncology (hematolymphoid neoplasia), RNA, BCR/ABL1 major and minor breakpoint fusion transcripts,
quantitative PCR amplification, blood or bone marrow, report of fusion not detected or detected with
quantitation
Oncology (hematolymphoid neoplasia), JAK2 mutation, DNA, PCR amplification of exons 12-14 and
sequence analysis, blood or bone marrow, report of JAK2 mutation not detected or detected
Oncology (colorectal), microRNA, RT-PCR expression profiling of miR-31-3p, formalin-fixed paraffin-
embedded tissue, algorithm reported as an expression score
CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (e.g., drug metabolism) gene analysis,
common and select rare variants (i.e., *2, *3, ¥4, *AN, *5, *6, *7, *8, *9, *10, *11, *12, *13, *14A, *14B,
*15, *17, *29, *35, *36, *41, *57, *61, *63, *68, *83, *xN)

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (e.g., drug metabolism) gene analysis,
full gene sequence (List separately in addition to code for primary procedure) (Use 0071U in conjunction
with 0070U)

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (e.g., drug metabolism) gene analysis,
targeted sequence analysis (ie., CYP2C6-2D7 hybrid gene) (List separately in addition to code for primary
procedure)(Use 0072 in conjunction with 0070U)

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (e.g., drug metabolism) gene analysis,
targeted sequence analysis (i.e., CYP2D7-2D6 hybrid gene) (List separately in addition to code for primary
procedure) (Use 0073U in conjunction with 0070U)

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (e.g., drug metabolism) gene analysis,
targeted sequence analysis (i.e., non-duplicated gene when duplication/multiplication is trans) (List
separately in addition to code for primary procedure) (Use 0074U in conjunction with 0070U)
CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (e.g., drug metabolism) gene analysis,
targeted sequence analysis (i.e., 5’ gene duplication/multiplication) (List separately in addition to code for
primary procedure) (Use 0075U in conjunction with 0070U)

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (e.g., drug metabolism) gene analysis,
targeted sequence analysis (i.e., 3’ gene duplication/multiplication)(List separately in addition to code for
primary procedure)(Use 0076U in conjunction with 0070U)
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0078U

81167

81171

81172

81173

81174

81177

81178

81179

81180

81181

81182

81183

81184

81185

81186

81187

81188

81189

81190

81204

81233

81234

81236

81237

Pain management (opioid-use disorder) genotyping panel, 16 common variants (i.e., ABCB1, COMT,
DAT1, DBH, DOR, DRD1, DRD2, DRD4, GABA, GAL, HTR2A, HTTLPR, MTHFR, MUOR, OPRK1, OPRM1),
buccal swab or other germline tissue sample, algorithm reported as positive or negative risk of opioid-use
disorder
BRCA2 (BRCA2, DNA repair associated) (e.g., hereditary breast and ovarian cancer) gene analysis; full
duplication/deletion analysis (i.e., detection of large gene rearrangements)

AFF2 (AF4/FMR2 family, member 2 [FMR2]) (e.g., fragile X mental retardation 2 [FRAXE]) gene analysis;
evaluation to detect abnormal (e.g., expanded) alleles
AFF2 (AF4/FMR2 family, member 2 [FMR2]) (e.g., fragile X mental retardation 2 [FRAXE]) gene analysis;
characterization of alleles (e.g., expanded size and methylation status)

AR (androgen receptor) (e.g., spinal and bulbar muscular atrophy, Kennedy disease, X chromosome
inactivation) gene analysis; full gene sequence
AR (androgen receptor) (e.g., spinal and bulbar muscular atrophy, Kennedy disease, X chromosome
inactivation) gene analysis; known familial variant
ATN1 (atrophin 1) (e.g., dentatorubral-pallidoluysian atrophy) gene analysis, evaluation to detect
abnormal (e.g., expanded) alleles
ATXN1 (ataxin 1) (e.g., spinocerebellar ataxia) gene analysis, evaluation to detect abnormal (e.g.,
expanded) alleles
ATXN2 (ataxin 2) (e.g., spinocerebellar ataxia) gene analysis, evaluation to detect abnormal (e.g.,
expanded) alleles
ATXN2 (ataxin 2) (e.g., spinocerebellar ataxia) gene analysis, evaluation to detect abnormal (e.g.,
expanded) alleles
ATXN7 (ataxin 7) (e.g., spinocerebellar ataxia) gene analysis, evaluation to detect abnormal (e.g.,
expanded) alleles
ATXN8OS (ATXN8 opposite strand [non-protein coding]) (e.g., spinocerebellar ataxia) gene analysis,
evaluation to detect abnormal (e.g., expanded) alleles
ATXN10 (ataxin 10) (e.g., spinocerebellar ataxia) gene analysis, evaluation to detect abnormal (e.g.,
expanded) alleles
CACNA1A (calcium voltage-gated channel subunit alphal A) (e.g., spinocerebellar ataxia) gene analysis;
evaluation to detect abnormal (e.g., expanded) alleles
CACNA1A (calcium voltage-gated channel subunit alphal A) (e.g., spinocerebellar ataxia) gene analysis;
full gene sequence
CACNA1A (calcium voltage-gated channel subunit alphal A) (e.g., spinocerebellar ataxia) gene analysis;
known familial variant
CNBP (CCHC-type zinc finger nucleic acid binding protein) (e.g., myotonic dystrophy type 2) gene analysis,
evaluation to detect abnormal (e.g., expanded) alleles
CSTB (cystatin B) (e.g., Unverricht-Lundborg disease) gene analysis; evaluation to detect abnormal (e.g.,
expanded) alleles
CSTB (cystatin B) (e.g., Unverricht-Lundborg disease) gene analysis; full gene sequence
CSTB (cystatin B) (e.g., Unverricht-Lundborg disease) gene analysis; known familial variant(s)

AR (androgen receptor) (e.g., spinal and bulbar muscular atrophy, Kennedy disease, X chromosome
inactivation) gene analysis; characterization of alleles (e.g., expanded size or methylation status)
BTK (Bruton's tyrosine kinase) (e.g., chronic lymphocytic leukemia) gene analysis, common variants
(e.g.,C481S, C481R, C481F)

DMPK (DM1 protein kinase) (e.g., myotonic dystrophy type 1) gene analysis; evaluation to detect
abnormal (expanded) alleles
EZH2 (enhancer of zeste 2 polycomb repressive complex 2 subunit) (e.g., myelodysplastic syndrome,
myeloproliferative neoplasms) gene analysis, full gene sequence
EZH2 (enhancer of zeste 2 polycomb repressive complex 2 subunit) (e.g., diffuse large B-cell lymphoma)
gene analysis, common variant(s) (e.g., codon 646)
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81239

81271

81274

81284

81285

81286

81289

81305

81306

81312

81320

81329

81333

81336

81337

81343

81344

81345

81443

81518

DMPK (DM1 protein kinase) (e.g., myotonic dystrophy type 1) gene analysis; characterization of alleles
(e.g., expanded size)
HTT (huntingtin) (e.g., Huntington disease) gene analysis; evaluation to detect abnormal (e.g., expanded)
alleles
HTT (huntingtin) (e.g., Huntington disease) gene analysis; characterization of alleles (e.g., expanded size
FXN (frataxin) (e.g., Friedreich ataxia) gene analysis; evaluation to detect abnormal (expanded) alleles
FXN (frataxin) (e.g., Friedreich ataxia) gene analysis; characterization of alleles (e.g., expanded size)
FXN (frataxin) (e.g., Friedreich ataxia) gene analysis; full gene sequence
FXN (frataxin) (e.g., Friedreich ataxia) gene analysis; known familial variant(s)
MYD88 (myeloid differentiation primary response 88) (e.g., Waldenstrom's macroglobulinemia,
lymphoplasmacytic leukemia) gene analysis, p.Leu265Pro (L265P) variant
NUDT15 (nudix hydrolase 15) (e.g., drug metabolism) gene analysis, common variant(s) (e.g., *2, *3, *4,
*5, *6)
PABPN1 (poly[A] binding protein nuclear 1) (e.g., oculopharyngeal muscular dystrophy) gene analysis,
evaluation to detect abnormal (e.g., expanded) alleles
PLCG2 (phospholipase C gamma 2) (e.g., chronic lymphocytic leukemia) gene analysis, common variants
(e.g., R665W, S707F, L845F)
PLCG2 (phospholipase C gamma 2) (e.g., chronic lymphocytic leukemia) gene analysis, common variants
(e.g., R665W, S707F, L845F)
TGFBI (transforming growth factor beta-induced) (e.g., corneal dystrophy) gene analysis, common
variants (e.g., R124H, R124C, R124L, R555W, R555Q)
SMN1 (survival of motor neuron 1, telomeric) (e.g., spinal muscular atrophy) gene analysis; full gene
sequence
SMNZ1 (survival of motor neuron 1, telomeric) (e.g., spinal muscular atrophy) gene analysis; known
familial sequence variant(s)
PPP2R2B (protein phosphatase 2 regulatory subunit Bbeta) (e.g., spinocerebellar ataxia) gene analysis,
evaluation to detect abnormal (e.g., expanded) alleles
TBP (TATA box binding protein) (e.g., spinocerebellar ataxia) gene analysis, evaluation to detect abnormal
(e.g., expanded) alleles
TERT (telomerase reverse transcriptase) (e.g., thyroid carcinoma, glioblastoma multiforme) gene analysis,
targeted sequence analysis (e.g., promoter region)

Genetic testing for severe inherited conditions (e.g., cystic fibrosis, Ashkenazi Jewish-associated disorders
[e.g., Bloom syndrome, Canavan disease, Fanconi anemia type C, mucolipidosis type VI, Gaucher disease,
Tay-Sachs disease], beta hemoglobinopathies, phenylketonuria, galactosemia), genomic sequence
analysis panel, must include sequencing of at least 15 genes (e.g., ACADM, ARSA, ASPA, ATP7B, BCKDHA,
BCKDHB, BLM, CFTR, DHCR7, FANCC, G6PC, GAA, GALT, GBA, GBE1, HBB, HEXA, IKBKAP, MCOLN1, PAH)
Oncology (breast), mRNA, gene expression profiling by real-time RT-PCR of 11 genes (7 content and 4
housekeeping), utilizing formalin-fixed paraffin-embedded tissue, algorithms reported as percentage risk
for metastatic recurrence and likelihood of benefit from extended endocrine therapy

Click on this link for information and FAQs about the prior authorization process for the included genetic
and molecular tests.

Effective January 1, 2019 UHC Has Begun Retiring Certain Fax Numbers Used for Medical Prior

Authorization Requests

As announced in its September, 2018, Network Bulletin, UHC is retiring some of its fax numbers as it
migrates providers over to using the Prior Authorization and Notification Tool on Link — the same
website used for checking eligibility and benefits, managing claims, etc.
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The fax numbers retired on January 1, 2019 are listed below. More numbers will be added to the list
over the next several months and will be included in the network Bulletin for reference.

877.869.1045
866.362.6101
866.892.4582
866.589.4848
866.255.0959

Not all numbers will go away as some plans have state requirements for fax capability. UHC reminds
providers that they can still use the Prior Authorization and Notification Tool on Link to submit their
requests for those members.
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