Health New England

The following codes are under management for members who have health benefits covered by Health New England,

administered by eviCore healthcare.

Lab Program Effective 10/13/2017

Procedure Code Full Descr n How Cod:

81162

81163

81164

81165

81166

81167

81173

81174

81185

81186

81189
81190

81195

81201

81202

81203

81212

81215

81216

81217

81221

81222

81223

81225

81226

81227

81228

81229

81230

81231

81232
81238

81248

81249

81252

81253

81257

81258

81259

Legend:
Requires Prior Authorization- Requests containing these codes should be submitted directly to eviCore

BRCA1 (BRCA1, DNA repair associated), BRCA2 (BRCA, DNA repair associated) (eg, hereditary breast and
ovarian cancer) gene analysis; full sequence analysis and full duplication/deletion analysis (ie, detection of
large gene rearrangements)

BRCA1 (BRCA1, DNA repair associated), BRCA2 (BRCA2, DNA repair associated) (eg, hereditary breast and
ovarian cancer) gene analysis; full sequence analysis

BRCA1 (BRCA1, DNA repair associated), BRCA2 (BRCA2, DNA repair associated) (eg, hereditary breast and
ovarian cancer) gene analysis; full duplication/deletion analysis (ie, detection of large gene rearrangements)

BRCA1 (BRCA1, DNA repair associated) (g, hereditary breast and ovarian cancer) gene analysis; full
sequence analysis

BRCA1 (BRCA1, DNA repair associated) (eg, hereditary breast and ovarian cancer) gene analysis; full
duplication/deletion analysis (ie, detection of large gene rearrangements)

BRCA2 (BRCA2, DNA repair associated) (eg, hereditary breast and ovarian cancer) gene analysis; full
duplication/deletion analysis (ie, detection of large gene rearrangements)

AR (androgen receptor) (eg, spinal and bulbar muscular atrophy, Kennedy disease, X chromosome
inactivation) gene analysis; full gene sequence

R (androgen receptor) (eg, spinal and bulbar muscular atrophy, Kennedy disease, X chromosome
inactivation) gene analysis; known familial variant

CACNA1A (calcium voltage-gated channel subunit alpha A) (eg, spinocerebellar ataxia) gene analysis; full
gene sequence

GAGNA1A {celcium voltage-gated chamnel suburit slshat A) (eg, spinacsrebeliar atexia) gen anlysi;
known familial variant

CSTB (cystatin B) (eg, Unverricht-Lundborg disease) gene analysis; full gene sequence
CSTB (cystatin B) (eg, Unverricht-Lundborg disease) gene analysis; known familial variant(s)

ide) analysis, jic malignancy, structural variants and copy number variants,
e omomS g (o)

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

APC (adenomatous polyposis ool (eg, familal adenomatosis polyposis [FAPY,attenuated FAP) gene aralysis:
known familial variants

APC (adenomatous polyposis col) (eg, familial adenomatosis polyposis [FAP], attenuated FAP) gene analysis;
duplication/deletion variants

BRCAT (BRCAT, DNA repair associated), BRCA2 %ERCAZ‘ DNA repair associated) (g, hereditary breast and
ovarian cancer) gene analysis; 185delAG, 5385insC, 6174delT variants

BRCA1 (BRCA1, DNA repair associated) (eg, hereditary breast and ovarian cancer) gene analysis; known
familial variant

BRCA2 (BRCA2, DNA repair associated) (eg, hereditary breast and ovarian cancer) gene analysis; full
sequence analysis

BRCA2 (BRCA2, DNA repair associated) (eg, hereditary breast and ovarian cancer) gene analysis; known
familial variant

CFTR (cystic fibrosis transmembrane conductance regulator) (eg, cystic fibrosis) gene analysis; known familial
variants

CFTR (cystic fibrosis transmembrane conductance regulator) (eg, cystic fibrosis) gene analysis;
duplication/deletion variants

CFTR (oystc fibrosis transmembrane conductance regulator) (eg, cystic fibrosis) gene analysis; full gene

CYP2C19 (cytochrome 4SO, famiy 2, subfarily C, polypeptice 19) (eg, drug metabolism), gene analyss,
common variants (eg, *2, °3, *4, *8, *17)

CYP2D6 (cytochrome paso, famny 2, subfamny D. polypeptide 6) (eg, drug metabolism), gene analysis,
common variants (eg, 2, ¥9,*10, 17,19, *29, *35, *41, *1XN, “2XN, "4XN)

CYP209 (oytochrome P4s0. 1amny 2, subtamny C. polypeptide 9) (eg, drug metabolism), gene analysis,
Commen variants (eg, * 6)

c nalysis of genomic
reg\ons for copy oot varnte comparallve genomic hybndlmlmn ICGH] microarray analysis

analy: hromosomal of genomic
gions for copy number and smgle nucleolwde po\ymorpmsm (SNP) vamenls ‘comparative genomic
Hybridization (GGH) microarray analysis

CYP3A4 (cytochrome P450 family 3 subfamily A member 4) (eg, drug metabolism), gene analysis, common
variant(s) (eg, *2, *22)
CYP3AS5 (cytochrome P450 iamHy 3 subfamily A member 5) (eg, drug metabolism), gene analysis, common
variants (eg, ‘2, *3, "4, *5, '6, 7)

DPYD (dihydropyrimidine dehydrogenase) (eg, 5 FU and drug ism), gene
analysis, common variant(s) (eg, *2A, *4, °5, *6)
F9 (coagulation factor IX) (eg, hemophilia B), full gene sequence
G6PD (glucose -6-phosphate dehydrogenase) (eg, hemolytic anemia, jaundice), gene analysis; known familial
variant
G6PD (glucuse-s-pnuspna«e dehydrogenase) (eg, hemolytic anemia, jaundice), gene analysis; full gene
sequence
GJB2 (gap junction protein, beta 2, 26kDa, connexin 26) (eg, nonsyndromic hearing loss) gene analysis; full
gene sequence
682 (gap junction protein, beta 2, 26KDa, connexin 26)(eg, nonsyndrormic hearing loss) gene analysi:

known familial variants
HBATIHBAZ (alpha globin 1 and alpha globin 2) (eg, alpha thalagsenia, b Barthydrops fetals syndrom,
HbH disease). gene analysis; common deletions or variant (eg, Southeast Asian, Thai, Filipino, Mediterranean,
alpha3.7, alphad 2, alpha20.5, Constant Spring)
HBA1/HBA2 (alpha globin 1 and alpha globin 2) (eg, alpha thalassemia, Hb Bart hydrops fetalis syndrome,
HbH disease), gene analysis; known familial variant

HBA1/HBA2 (alpha globin 1 and alpha globin 2) (eg, alpha thalassemia, Hb Bart hydrops fetalis syndrome,
HbH disease), gene analysis; full gene sequence
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81269

81277

81283
81286
81289

81291

81292

81293

81294

81295

81296

81297

81298

81299

81300

81302
81303
81304
81306
81307

81308

81313

81317

81318

81319

81321

81322

81323

81325

81326
81327
81328

81335
81336

81337

81346

81349

81350

81351
81353

81355

81361

81362

81363

81364

81400

81401

81402

81403

81404

81405

81406

81407

81408

HBA1/HBA2 (alpha globin 1 and alpha globin 2) (eg, alpha thalassemia, Hb Bart hydrops fetalis syndrome,
HbH disease). gene analysis; duplication/deletion variants.

Cytogenomic neoplasia (genome-wide) microarray analysis, interrogation of genomic regions for copy number
and | f- ity variants for it

IFNL3 interferon, lambda 3) (eg, drug response), gene analysis, rs12979860 variant
FXN (frataxin) (eg, Friedreich ataxia) gene analysis; full gene sequence
FXN (frataxin) (eg, Friedreich ataxia) gene analysis; known familial variant(s)

MTHFR (5,10-methyleneterahydrofoate reductase) (eg, hreditary hypercosagulabilt) gene analyss,
common variants (eg, 677T, 1298C)

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

MLH1 (mutL homolog 1, colon cancer, nonpolyposis type 2) (eg, hereditary non-polyposis colorectal cancer,
Lynch syndrome) gene analysis; known familial variants

MLH1 (mutL homolog 1, colon cancer, nonpolyposis type 2) (eg, hereditary non-polyposis colorectal cancer,
Lynch syndrome) gene analysis; duplication/deletion variants

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

MSH2 (mutS homolog 2, colon cancer, nonpolyposis type 1) (eg, hereditary non-polyposis colorectal cancer,
Lynch syndrome) gene analysis; known familial variants

MSH2 (mutS homolog 2, colon cancer, nonpolyposis type 1) (eg, hereditary non-polyposis colorectal cancer,
Lynch syndrome) gene analysis; duplication/deletion variants

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

MSHS (mutS homolog 6 [E. coli) (eg, hereditary non-polyposis colorectal cancer, Lynch syndrome) gene
analysis; known familial variants

MSHG (S homolag . ool (o9, herecary no-polyposis olrectl cancer, Lynch syncrome) g
analysis; duplication/deletion variants

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

MECP2 (methyl CpG binding protein 2) (eg, Rett syndrome) gene analysis; duplication/deletion variants
NUDTA5 (nudix hydrolase 15) (eg, drug metabolism) gene analysis, common variant(s) (eg, *2, *3, "4, *5, *6)
PALB2 (partner and localizer of BRCA2) (eg, breast and pancreatic cancer) gene analysis; full gene sequence

PALB2 (partner and localizer of BRCA) (eg, breast and pancreatic cancer) gene analysi
variant

nown familial

PCA3/KLK3 (prostate cancer anhgen 3 [non-protein coding]kallikrein-related peptidase 3 [prostate specific
antigen)) ratio (eg, prostate cancer)

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

PMS2 (postmeiotic segregation increased 2 [S. cerevisiael) (eg, hereditary non-polyposis colorectal cancer,
Lynch syndrome) gene analysis; known familial variants

PMS2 (postmeiotic segregation increased 2 [S. cerevisiael) (eg, hereditary non-polyposis colorectal cancer,
Lynch syndrome) gene analysis; duplication/deletion variants

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

PTEN (phosphatase and tensin homolog) (eg, Cowden syndrome, PTEN hamartoma tumor syndrome) gene
analysis; known familial variant

PTEN (phosphatase and tensin homolog) (eg, Cowden syndrome, PTEN hamartoma tumor syndrome) gene
analysis; duplication/deletion variant

PMP22 (peripheral myelin protein 22) (eg, Charcot-Marie-Tooth, hereditary neuropathy with liability to
pressure palsies) gene analysis; full sequence analysis

PMP22 (peripheral myelin protein 22) (eg, Charcot-Marie-Tooth, hereditary neuropathy with liabilty to
pressure palsies) gene analysis; known familial variant

SEPT9 (Septing) (eg, colorectal cancer) promoter methylation analysis

SLCO1B1 (solute carrier organic anion transporter family, member 11) (eg, adverse drug reaction), gene
analysis, common variant(s) (eg, *5)

TPMT (thiopurine S-methyltransferase) (eg, drug metabolism), gene analysis, common variants (eg, *2, *3)
SMN1 (survival of motor neuron 1, telomeric) (g, spinal muscular atrophy) gene analysis; full gene sequence

SMN1 (survival of motor neuron 1, telomeric) (eg, spinal muscular atrophy) gene analysis; known familial
sequence variant(s)
YMS (ymiciatesyntlese) (eg. &oroesolf5U crug mlabolsm), gono anaysls, common vaianis)
(ag, tandem repeat va

@ alysis of genomic
reg\ons Tor oy momber i Ioss-of-heterozygosily variants, low-pass sequencing analysis

UGT1A1 (UDP glucuronosyltransferase 1 family, polypeptide A1) (eg, drug metabolism, hereditary
unconjugated hyperbiliubinemia [Gilbert syndromel) gene analysis, common variants (eg, *28, *36, *37)

TP53 (tumor protein 53) (eg, Li-Fraumeni syndrome) gene analysis; full gene sequence
TP53 (tumor protein 53) (eg, Li-Fraumeni syndrome) gene analysis; known familial variant

VKORC (vitamin K epoxide reductase complex, subunit 1) (eg, warfarin metabolism), gene analysis, common
variant(s) (eg, -1639G>A, c.173+1000C>T)

HBB (hemoglobin, subuni bta) (eg. sicke cell anemia, betathalassemia, emaglobinopathy) common
variani(s) (eg, HbS, HbC, HbE)

HBB (hsmoglubm subunit beta) (eg, sickle cell anemia, beta thalassemia, hemoglobinopathy); known familial
variant(s)

HBB (hemoglobin, subunit beta) (eg, sickle cell anemia, beta thalassemia, hemoglobinopathy);
duplication/deletion variant(s)

HBB (hemoglobin, subunit beta) (eg, sickle cell anemia, beta thalassemia, hemoglobinopathy); full gene
sequence

Molecular pathology procedure, Level 1 (eg, identification of single germline variant [eg, SNP] by techniques
such as restriction enzyme digestion or melt curve analysis)

Molecular pathology procedure, Level 2 (eg, 2-10 SNPs, 1 methylated variant, or 1 somatic variant [typically
using nonsequencing target variant analysis], o detection of a dynamic mutation disorder/riplet repeat)

Molecular pathology procsdue, Level 3 (eg, >10 SNPs, 2-10 methylated variants, or 210 somatic variants
[typically using non-sequencing target variant analysis], immunoglobulin and T-cell receptor
TeAangements, duplcation/deletion vaants of § oxon, 0ss of heterozygosity LOM), ubiparental disomy
[UPD])

Molecular pathology procedue, Level 4 (eg, analyss of singl exon by DNA sequence analyss, analysis of
>10 amplicons using multiplex PCR in 2 or more independent reactions, mutation scanning o
duplication/deletion variants of 2-5 exons)

Molecular pathology procedure, Level 5 (eg, analysis of 2-5 exons by DNA sequence analysis, mutation
scanning or duplication/deletion variants of 6-10 exons, or characterization of a dynamic mutation
disorderltrplet repeat by Southern blot analysis)

Molecular pathology procedure, Level 6 (eg, analysis of 6-10 exons by DNA sequence analysis, mutation
scanning or duplication/deletion variants of 11-25 exons, regionally targeted cytogenomic array analysis)
Molecular pathology procedure, Level 7 (eg, analysis of 11-25 exons by DNA sequence analysis, mutation
scanning or duplication/deletion variants of 26-50 exons)

Molecular pathology procedure, Level 8 (eg, analysis of 26-50 exons by DNA sequence analysis, mutation
scanning or duplication/deletion variants of >50 exons, sequence analysis of multiple genes on one platform)
Mo\ecu\a)r pathology procedure, Level 9 (eg, analysis of >50 exons in a single gene by DNA sequence
analysis)
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81410

81411

81412

81413

81414

81415
81416

81417

81418

81419

81422
81425
81426

81427

81430

81431

81432

81434

81435

81437

81439

81440

81441

81442

81443

81445

81448

81449

81450

81451

81455

81456

81457

81458

81459

81460

81462

81463

81464

Aortiodysfuncton o diation (eg, Martan synctoms, Loeys Ditz syndrome, Enler Danos syndrome tyoe IV,
artrial tortuosty syncrame); genomic sequercs aniasis panc, must nclde ssquencing of ateast & genes,
ncloding FBN1. TGFBR1. TGFBRS, COLBAT, MYHT 1, AGTAG, SLCZATD, SMADS, and M

Aortic dysfunction or dilation (g, Marfan syndrome, Loeys Dietz syndrome, Ehler Danlos syndrcme e V.
arterial tortuosity syndrome); duplication/deletion analysis panel, must include analyses for TGFB!
TGFBR2, MYH11, and COL3AT

Ashkenazi Jewish associated disorders (eg, Bloom syndrome, Canavan disease, cystic fibrosis, familal
ysautonomi, Fancondanemia group C, Gauche dsease, Toy Sachs disease),genomic sequence analysis
panel, must include sequencing of at \eastg genes, including ASPA, BLM, CFTR, FANCC, GBA,

IKBKAP, MCOLN1, and SMPD1

Cardiac ion channelopathies (eg, Brugada syndrome, long QT syndrome, short QT syndrome,
catecholaminergic polymorphic ventricular tachycardia); genomic sequence analysis panel, must include
sequencingof o leas 10 genes, nclucing ANK2, CASQZ, CAV3, KCNET, KCNE2, KCNHZ, KCN.2 KCNG,
RYR2, and

Cardiac ion channelopathies (eg, Brugada syndrome, long QT syndrome, short QT syndrom

catecholaminergc polymarphic Venticuar tachycardial dupialon/delein gene analysis panel, must indude
analysis of at least 2 genes, including KCNH2 and KCNQ

Exome (eg, unexplained constitutional or heritable disorder or syndrome); sequence analysis

Exome (g, unexplained constitutional or heritable disorder o syndrome); sequence analysis, each
comparator exome (eg, parents, siblings) (List separately in addition to code for primary procedure)

Exome (eg, unexplained constitutional or heritable disorder or syndrome); re-evaluation of previously obtained
exome sequence (eg, updated knowledge or unrelated condition/syndrome)

Drug metabolism (eg, pharmacogenomics) genomic sequence analysis panel, must include testing of at least
6 genes, including CYP2C19, CYP2D6, and CYP2D6 duplicationideletion analysis

Eplopey genamic sequence ana\és\s panel, must include analyses for ALDH7A1, CACNATA, CDKLS, CHD2,
GABRG2, GRIN2A, KCNQ: CDH19, POLG, PRRT2, SCN1A, SCN1B, SCN2A, SCN8A, SLC2AT,
SLC9AB, STXBP1, SYNGAP! TCF4, TPP1 TSCH, TSC2, and ZEB2

Fetal chromosomal microdeletion(s) genomic sequence analysis (eg, DiGeorge syndrome, Cri-du-chat
syndrome), circulating cell-free fetal DNA in maternal blood

Genome (eg, unexplained constitutional or heritable disorder or syndrome); sequence analysis

Genome (eg, unexplained constitutional or heritable disorder or syndrome); sequence analysis, each
comparator genome (eg, parents, siblings) (List separately in addition to code for primary procedure)

Genome (eg, unexplained constitutional or heritable disorder or syndrome); re-evaluation of previously
obtained gerome sequence (g, updated knowledge or unrelated condition/syndrome)

Heatingloss eg. nonsyndromic hearinglss, Usher syndrome, Pendred syndrome): gnomic sequence
analysis panel, must include sequencing of at least 60 genes, including CDH23, CLRNT, GJB2, GPRYB,
MTRNR1, MYO7A, MYO15A, PCDH15, OTOF, SLC26A4, TMC1, TMPRSS3, USH1C, USH1G USH2A, and
WFST

Hearing loss (eg, nonsyndromic hearing loss, Usher syndrome, Pendred syndrome); duplication/deletion
analysis panel, must include copy number analyses for STRC and DFNB1 deletions in GJB2 and GJB6 genes

Hereditary breast cancer-related disorders (eg, hereditary breast cancer, hereditary ovarian cancer, hereditary
endometrial cancer, hereditary pancreatic cancer, hereditary prostate cancer), genomic sequence analysis
panel, 5 or more genes, for sequence variants and copy number variants

Hereditary retinal disorders (e, retintis pigmentosa, Leber congenital amaurosis, cone-rod dystrophy),
genomic sequence analysis panel, must include sequencing of at least 15 genes, including ABCA4, CNGA1,
CRB1, EYS, PDE6A, PDE6B, PRPF31, PRPH2, RDH12, RHO, RP1, RP2, RPE65, RPGR, and USH2A

Hereditary colon cancer-related disorders (eg, Lynch syndrome, PTEN hamartoma syndrome, Cowden
syndrome, familial adenomatosis polyposis), genomic sequence analysis panel, 5 or more genes, interrogation
for sequence variants and copy number variants

Hereditary neuroendocrine tumor-related disorders (eg, medullary thyroid carcinoma, parathyroid carcinoma,
malignant pheochromocytoma or paraganglioma), genomic sequence analysis panel, 5 or more genes,
interrogation for sequence variants and copy number variants

editary (eg, dilated
ventricular cardiomyopathy), genomic sequence analysis panel, must include sequencing of at least 5
cardiomyopathy-related genes (eg, DSG2, MYBPC3, MYH?, PKP2, TTN)

Nuclear encoded mitochondrial genes (eg, neurologic or myopathic phenotypes), genomic sequence panel,
mustinclude analysis of at least 100 genes, including BCSTL, C100rf2, COQ2, COX10, DGUOK, MPV17,
OPA1, PDSS2, POLG, POLG2, RRM28B, SCO1, SCO2, SLC25A4, SUCLA2, SUCLG1, TAZ, TK2, and TYMP

Inherited bone marrow failure syndromes (IBMFS) (eg, Fanconi anemia, dyskeratosis congenita, Diamond-
Blackfan anemia, Shwachman-Diamond syndrome, GATA2 deficiency syndrome, congenital amegakaryocytic
thrombocylopenia) sequence analysis panel, must include sequencing of at least 30 genes, including BRCA2
BRIP1, DKC1, FANCA, FANCB, FANCC, FANCD2, FANCE, FANCF, FANCG, FANCI, FANCL, GATA1,

GA TAZ MPL, NHP2, NOP10, PALB2, RAD51C, RPL11, RPL35A, RPL5, RPS10, RPS19, RPS24, RPSZE
RPS7, $BDS, TERT, and TINF2

Noonan spectrum disorders (eg, Noonan syndrome, cardio-facio-cutaneous syndrome, Costello syndrome,
LEOPARD syndrome, Noonan-like syndrome), genomic sequence analysis panel, must include sequencing of
at least 12 genes, including BRAF, CBL, HRAS, KRAS, MAP2K1, MAP2K2, NRAS, PTPN11, RAF1, RIT1,
SHOC2, and SOS1

Genetic testing for severe inherited conditions (eg cystc fibrosis, Ashkenazi Jewish-associated disorders [eg,
Bloom syndrome, Canavan disease, Fanconi anemia type C, mucolipidosis type VI, Gaucher disease, Tay-
Sachs disease], beta hemoglobinopathies, phenylketonuria, galactosenia), genomic sequence analysis panel,
must include sequencing of at \east15g’enes (eg, ACADM, ARSA, ASPA, ATP78B, BCKDHA, BCKDHB, BLM,
CFTR, DHCR7, FANCC, G6PC, GAA, GALT, GBA, GBE1, HBB, HEXA, IKBKAP, MCOLN1, PAH)

Solid organ neoplasm, genomic sequence analysis panel, 5-50 genes, interrogation for sequence variants and
copy number variants or rearrangements, i performed; DNA analysis or combined DNA and RNA analysis

Hereditary peripheral neuropathies (eg, Charcot-Marie-Tooth, spastic paraplegia), genomic sequence analysis
panel, must include sequencing of at least 5 peripheral neuropathy-related genes (eg, BSCL2, GJB1, MFN2,
MPZ, REEP1, SPAST SPG11, SPTLC1)

Solid organ neoplasm, genomic sequence analysis panel, 5-50 genes, interrogation for sequence variants and
copy number variants or rearrangements, i performed; RNA analysis

Hematolymphoid neoplasm or disorder, genomic sequence analysis panel, 5-50 genes, interrogation for
sequence variants, and copy number variants or rearrangements, or isoform expression or mRNA expression
levels, if performed; DNA analysis or combined DNA and RNA analysis

Hematolymphoid neoplasm or disorder, genomic sequence analysis panel, 5-50 genes, interrogation for
sequence variants, and copy number variants or rearrangements, or isoform expression or MRNA expression
levels, if performed; RNA analysis

Solid organ or hematolymphoid neoplasm or disorder, 51 or greater genes, genomic sequence analysis panel,
interrogation for sequence variants and copy number variants or rearrangements, or isoform expression or
MRNA expression levels, if performed; DNA analysis or combined DNA and RNA analysis

Solid organ or hematolymphoid neoplas or disorder, 51 or greater genes, genomic sequence analysis panel,
interrogation for sequence variants and copy number variants or rearrangements, or isoform expression or
MRNA expression levels, if performed; RNA analysis

right

Solid organ neoplasm, genomic sequence analysis panel, interrogation for sequence variants; DNA analysis,
microsatelite instability

Solid organ neoplasm, genomic sequence analysis panel, interrogation for sequence variants; DNA analysis,
copy number variants and microsatelite instability

Solid organ neoplasm, genomic sequence analysis panel, interrogation for sequence variants; DNA analysis or
combined DNA and RNA analysis, copy number variants, microsatelite instability, tumor mutation burden, and
rearrangements

Whole mitochondrial genome (eg, Leigh syndrome, mitochondial encephalomyopathy, lactic acidosis, and
stroke-like episodes [MELAS], myoclonic epilepsy with ragged-red fibers [MERFF], neuropathy, ataxia, and
retinis pigmentosa [NARP], Leber hereditary optic neuropathy [LHON]), genormic sequence, must include
sequence analysis of entire mitochondrial genome with heteroplasmy detection

Solid organ neoplasm, Jenomic sequence analés\s panel, cell-free nucleic acid (eg, plasma), |ntsrmgamn for
sequence variants; DNA analysis or combined DNA and RNA analysis, copy number variants and
rearrangements

Solid organ neoplasm, genomic sequence analysis panel, cell-ree nucleic acid (eg, plasma), interrogation for
sequence variants; DNA analysis, copy number variants, and microsatelite instability

Solid organ neoplasm, genomic sequence xnalés\s panel, cell-free nucleic acid (g, plasma), interrogation for
sequence variants; DNA analysis or combined DNA and RNA analysis, copy number variants, microsatelite
instability, tumor mutation burden, and rearrangements
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Procsdure Code Full Descripti

81465

81470

81471

81479
81490

81493

81500

81503

81504

81518

81519

81520

81521

81522

81523

81525

81529

81535

81536

81538

81539

81540

81541

81542

81546

81551

81552

81554

81558

81595

81596

81599
0001U

0002M

0003M

0004M

0005U

0006M

0007M

0011M

0012M

0013M

0016M

0017M

Whole mitochondrial genome large deletion analysis panel (g, Kearns-Sayre syndrome, chronic progressive
external ophthalmoplegia), including heteroplasmy detection, If performed

Xlnked ntellecteldisabilt (XLID) (eg. syndromic and nan-syndromic XLID) genomic sequence analyss
panel, must include sequencing of at least 60 genes, including ARX, ATR; DKLS FGD1, FMR1, HUWE1,
IL1RAPL, KDM5C, L1CAM, MECP2, MED12, MID1, OCRL, RPSSKAG and SLC16/

Xdlinked intellectual disability (XLID) (e, synd d LID);
analysis, must include analysis of at least 60 genes, \nc\udlng A AT, COKLE. o R oW1
IL1RAPL, KDMSC, L1CAM, MECP2, MED12, MID1, OCRL, RPS6KA3, and SLC16A2

Unlisted molecular pathology procedure

Autoimmune (heumatoid arthritis), analysis of 12 biomarkers using immunoassays, utl
algorithm reported as a disease activity score

Coronar atey cisease, mRNA, g expresson profing by feabtime RT-PCR of 23 enes, utizing wholo
peripheral blood, aigorithm reported s a risk sc

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

ing serum, prognostic

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

Oncology (tissue of origin), microarray gene expression profiing of > 2000 genes, utiizing formalin-fixed
paraffin-embedded tissue, algorithm reported as tissue similarity scores

Oncolagy breasi), mRNA, gem expression proflng by real-ime RT-PCR of 11 genes (7 content and 4
utilizing tissue, algorithms reported as percentage risk for
metastatic recurrence and likelihood Df benefit from exlended endocrine therapy

Oncology (breast), MRNA, gene expression profiling by real-time RT-PCR of 21 genes, utiizing formalin-fixed
paraffin embedded tissue, algorithm reported as recurrence score

Onoology (breast, mRNA eno exprossionprofing by ybrd captur o 8 genes (5 content and 8
d tissue, algorithm reported as a recurrence risk score

Oncology (breast), mRNA, microarray gene expression profiing of 70 content genes and 465 housekeeping
genes, utiizing fresh frozen or formalin-fixed paraffin-embedded tissue, algorithm reported as index related to
fisk of distant metastasis

Oncology (breast), MRNA, gene expression profling by RT-PCR of 12 genes (8 content and 4 housekeeping),
utilizing formalin-fixed paraffin-embedded tissue, algorithm reported as recurrence risk score

Oncology (breast), mRNA, next-generation sequencing gene expression profiing of 70 content genes and 31
genes, utiizing fixed paraff dded tissue, algorithm reported as index related to
tisk to distant metastasis

Onoology (eaon), mRNA r gene axprssion proflng by reakme RT-PCR of 12 genes (7 conent and 5
tissue, algorithm reported as a recurrence score

Oncology (cutaneous me\anumsi mRNA, gene expression profiing by reakme RT-PCR of 31 genes (23
content and 3 housekeeping). utlizing formalin-fixed paraffin-embedded tissue, algorithm reported as
recurrence risk, including likelihood of sentinel lymph node metastasis

Oncology (gynecologic), live tumor cell culture and chemotherapeutic response by DAPI stain and
morphology, predictive algorithm reported as a drug response score; first single drug or drug combination

Oncology (gynecologic), live tumor cell culture and chemotherapeutic response by DAP! stain and
morphology. predictive algorithm reported as a drug response score; each additional single drug or drug
combination (List separately in addition to code for primary procedure)
Oncology (ung), mass spectometric & protein signature, ncluing amylid A, utizing serum, progrostoand
predictive algorithm reported as good versus poor overall survival
Oncology (high-grade prostate cancer), biochemical assay of four proteins (Total PSA, Free PSA, Intact PSA,
and human Kallikrein-2 [nK2]), uiizing plasma or serum, prognostic algorithm reported as a probabilty score
Oncology (tumor of unknown origin), MRNA, gene expression profiing by real-ime RT-PCR of 92 genes (87
content and 5 housekeeping) to classify tumor into main cancer type and sublype, utiizing formalin-fixed
paraffin-embedded tissue, algorithm reported as a probability of a predicted main cancer ype and subtype
Oncology (prostate). mRNA gone exprossion profilng by real-ime RT-PCR of 46 genes (31 content and 15
utiizi tissue, algorithm reported as a disease-specific

mortality risk score

Oncology (prostate), mRNA, microarray gene expression profiling of 22 content genes, utilzing formalin-fixed
paraffin-embedded tissue, algorithm reported as metastasis risk score

Oncology (thyroid), mRNA, gene expression analysis of 10,196 genes, utiizing fine needle aspirate, algorithm
reported as a categorical result (eg, benign or suspicious)

Oncology (prostate), promoter methylation profiling by real-time PCR of 3 genes (GSTP1, APC, RASSF1),
utilzing formalin-fixed paraffin-embedded tissue, algorithm reported as a likelihood of prostate cancer
detection on repeat biopsy

Oncology (uveal melanoma), mRNA, gene expression profiling by real-ime RT-PCR of 15 genes (12 content
and 3 housekeeping), utilizing fine needle aspirate or formalin-fixed paraffin-embedded tissue, aigorithm
reported as risk of metastasis

Pulmonary disease (idiopathic pulmonary fibrosis [IPF]), mRNA, gene expression analysis of 190 gen
wizing iransbronchial biopsie, diagnosi aigorifim raporied 25 categoncalresul (o9 posiive of negaive for
high probability of usual interstitial pneumonia [UIP])

Transplantation medicine (allogratt rejection, kidney), mRNA, gene expression profiling by quantitative
polymerase chain reaction (qPCR) of 139 genes, utlizing whole blood, algorithm reported as a binary

categorization as transplant excellence, which indicates immune quiescence, or not transplant excellence,
indicating subclinical rejection

Cardiology (heart ransplant), mRNA, gene expression profiling by real-time quantitative PCR of 20 genes (11
content and 9 housekeeping), utizing subfraction of peripheral blood, algorithm reported as a rejection risk
score

Infectious disease, chronic hepaits C virus (HCV) infection, six biochemical assays (ALT, A2-macroglobulin,
apolpoprolen A-1 totalbiruin, GG, and hagtogabi) utiizing serum, prognostic algorithm reported as
scores for fibrosis and necroinflammatory activity in liver

Unlisted mulianalyte assay with algorithmic analysis

Red blood cell antigen typing, DNA, human erythrocyte antigen gene analysis of 35 antigens from 11 blood
groups, utilizing whole blood, common RBC alleles reported

Liver disease, ten biochemical assays (AL i A1, total biirubin, GGT,
haptoglobin, AST, glucose, total cholesterol o triglycerides) Utilizing serum, prognostic algorithm reported as
quantitative scores for fibrosis, steatosis and alcoholic steatohepatits (ASH)

Liver disease, ten biochemical assays (ALT, A2 i A1, toal birubin, GGT,
haptoglobin, AST, glucose, total cholesterol and reported as
quantitative scores for fibrosis, steatosis and nonalcoholic s(ealohepamls (NASHY
Scoliosis, DNA analysis of 53 single nucleotide polymorphisms (SNPs), using saliva, prognostic algorithm
reported as a risk score
Oncology (prostate) gene expression profile by real-time RT-PCR of 3 genes (ERG, PCA3, and SPDEF),
urine, algorithm reported as risk score
Oncology (hepatic), MRNA expression levels of 161 genes, utiizing fresh hepatocellular carcinoma tumor
tissue, with alpha-fetoprotein level, algorithm reported as a risk classifier
Oncology (gastrointestinal neuroendocrine tumors), real-time PCR expression analysis of 51 genes, utlizing
whole peripheral blood, algorithm reported as a nomogram of tumor disease index

Oncology, prostate cancer, mRNA expression assay of 12 genes (10 content and 2 housekeeping), RT-PCR
test utilzing blood plasma and urine, algorithms to predict high-grade prostate cancer risk

Onoology (urthalia), mRNA, gene expression prfling by reabime quantiatve PR of e gens (DK,
XA13, CDC2 [CDK1], IGFBPS, and CXCR®2), utiizing urine, algorithm reported as a fisk score for having
ool cardians

Oncology (urothelial), MRNA, gene expression profiling by real-time quantitative PCR of five genes (MDK,
HOXA13, CDC2 [CDK1], IGFBP5, and CXCR?), utiizing urine, algorithm reported as a risk score for having
recurrent urothelial carcinoma

Oncology (bladder), MRNA, microarray gene expression profiing of 219 genes, utilzing formalin-fixed paraffin-
embedded tissue, algorithm reported as molecular subtype (luminal, luminal infilrated, basal, basal laudin-
low, neuroendocrine-like)

Oncology difuse Iargs B-cell Iymphumz IDLBCL]), mRNA, gene expression profiing by fluorescent probe
of 20 genes, f bedded tissue, algorithm reported s cell of origin
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0018U

0019V

0020M

0022V

0026U

0029V

0030U

0031U
0032V

0033U

0034U

0036U

0037V

0045U

0047V

0048U

0050V

0055U

0060U

0067U

0069U

0070U

0071V

0072U

0073V

0074U

0075U

0076U

0079V

0084U

0087V

0088U

0089U

0090V

0094U

0101V

0102V

0103V

0111U

0113V

0114U

0118V

0120V

Oncology (thyroid), microRNA profiling by RT-PCR of 10 microRNA sequences, utiizing fine neede aspirate,
algorithm reported as a positive or negative result for moderate to high risk of malignancy

Onoology, RNA, gene expression by whol ransorplome sequencing,formalinfxed praffi cmbecided tissue
or fresh frozen tissue, predictive aigorithm reported as potential targets for therapeutic agents

Oncology (central nervous system), analysis of 30000 DNA methylation loci by methylation array, utilizing DNA
extracted from tumor tissue, diagnostic algorithm reported as probabilty of matching a reference tumor
subclass

Targeted genomic sequence analysis panel, non-small cell lung neoplasia, DNA and RNA analysis, 23 genes,
interrogation for sequence variants and rearrangements, reported as presence or absence of variants and
associated therapy(ies) to consider

Oncology (thyroid), DNA and mRNA of 112 genes, next-generation sequencing, fine needle aspirate of thyroid
nodule, algorithmic analysis reported as a categorical result (*Positive, high probability of malignancy” or
"Negative, low probabilty of malignancy”)

Drug metabolism (adverse drug reactions and drug response), targeted sequence analyss (ie, CYP1A2,
CYP2C19, CYP2C9, CYP2D6, CYP3A4, CYP3AS5, CYP4F2, SLCO1B1, VKORC1 and rs12777823)

Drug metabolism (warfarin drug response), targeted sequence analysis (ie, CYP2C9, CYP4F2, VKORC1,
1512777823)

CYP1A2 (cytochrome PA450 family 1, subfamily A, member 2)(eg, drug metabolism) gene analysis, common

variants (ie, *1F, *1K, 6, *7)

COMT (catechol-O-methyltransferase)(drug metabolism) gene analysis, ¢.472G>A (1s4680) variant

HTR2A (5-hydroxytryptamine receptor 2A), HTR2C (5-hydrox évlryp'zmme receptor 2C) H citalopram

metabolism) gene analysis, common variants (ie, HTR2A 17997012 [¢.614-2211T>C], HTR2C 1s3813929 [c.-

759GT] and 1e1414334 [¢ 6513008620

TP (thiopurine S-methylvanserase). NUDTIS (nud ydoxylase 15\ hopurine metabollsm) gene

analysis, common variants (ie, TPMT "2, *3A, *3B, *3C, *4, *5, "6, *8, *12; NUDT15 *3, *

Exome (ie, somatic mutations), paired formalin-fixed paraffin-embedded tumor tissue and nurma\ specimen,

sequence analyses

Targeted genomic sequence analysis, solid organ neop\asm ONA analysis of 324 gonss, intrrogaton for
tabil

sequence variants, gene copy number instability and
tumor mutational burden

Oncology (breast ductal carcinoma in situ ) MRNA, gene expression profiing by real-time RT-PCR of 12 genes
(7 content and 5 utiizin d tissue, algorithm reported as
recurrence score

Onoology (prostate). mRNA gene xprssion profiing by real-ime RT-PCR of 17 genes (12 content and 5
d tissue, algorithm reported as a risk score

Oncology (solid organ neoplas\a), DNA, targeted sequencing of protein-coding exons of 468 cancer-
associated genes, including interrogation for somatic mutations and microsatellite instability, matched with
normal specimens, utilizing formalin-fixed paraffin-embedded tumor tissue, report of clinically significant
mutation(s)

Targeted genomic sequence analysis panel, acute myelogenous leukemia, DNA analysis, 194 genes,
interrogation for sequence variants, copy number variants or rearrangements

Cardiology (heart transplant), cell-free DNA, PCR assay of 96 DNA target sequences (94 single nucleotide
polymorphism targets and two control targets), plasma

Twin 2ygosty, genomic targeted sequence analsis ofchromosome 2, using irulating ol e fetal DNA n
maternal bloo

Oncolagy (breast, immunohistochemisty, prtein expression profiing of & bomarkers (malrx

d cell adhesion molecule 6 [CEACAMS),
hyalumnug\uccsamlmdase [HYAL!] highly expressed in cancer protein [HECH]), formalin-fixed paraffin-
embedded precancerous breast tissue, algorithm reported as carcinoma risk score

Oncology (colorectal), microRNA, RT-PCR expression profiing of miR-31-3p, formalin-fixed paraffin-
embedded tissue, algorithm reported as an expression score

CYP2D6 (cytochrome P450, family 2, subfamny D, polypepnde 6; geg drug metabollsm) gene analysis,
ccommon and select rare variants ge 2,3, , "6, ™ *12,%13,714A, *148, 15,17,
29,35, *36, *41, 57, *61, '63, *68, “83, xN)

CYP2D8 (oytoctrome P4S0, family 2 subfamil D, polypeptice ) (eg drug metabolism) gene analysis, full
gene sequence (List separately in addition to code for primary procedu

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (eg, drug metabolism) gene analysis,
targeted sequence analysis (ie, CYP2D6-2D7 hybrid gene) (List separately in addtion to code for primary
procedure)

CYP2DS (cytochrome P450, family 2, subfamily D, polypeptide 6) (eg, drug metabolism) gene analysis,
targeted sequence analysis (ie, CYP2D7-2D6 hybrid gene) (List separately in addition to code for primary
procedure)

CYP2DS (cytochrome P50, family 2, sub«amny D. polypeptde 6)(eg, drug melabolim) gene anaiysi,
jeted sequence analysis (ie, ' ans) (Lit Saparatety in
addition to code for primary pmcedure)

CYP2DS (cytochrome P450, family 2, subfamily D, polypeptide 6) (eg, drug metabolism) gene analysis,

targeted sequence analysis (ie, 5' gene duplication/multipiication) (List separately in addition to code for

primary procedure)

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (eg, drug metabolism) gene analysis,

targeted sequence analysis (ie, 3' gene duplication/multilication) (List separately in addition to code for

primary procedure)

Comparative DNA analysis using multiple selected single-nucleotide polymorphisms (SNPs), urine and buccal

DNA, for specimen identity verification

Red blood cell antigen typing, DNA, genotyping of 10 blood groups with phenotype prediction of 37 red blood

cell antigens

Cardiology (heart ransplant), mRNA gene expression profiling by microarray of 1283 genes, transplant biopsy

tissue, allograft rejection and injury algorithm reported as a probability score

Transplantation medicine (kidney allograft rejection), microarray gene expression pronmg of 1494 genes,

utilizing transplant biopsy tissue, algorithm reported s a probability score for rejection

Oncology (melanoma), gene expression profiling by RTGPCR, PRAME and LINC00518, superficial collection

using adhesive patch(es)

Onoology (euaneous melanoma), mRNA gene expresion profling by RT-PCR of 23 gencs (14 conent and 9
d ps bedded (FFPE) tissue, algorithm reported as a categorical

zing for
rosul o, bangn, misrmedlxle‘ malignant
Genome (eg, unexplained constitutional or heritable disorder or syndrome), rapid sequence analysis

Hereditary colon cancer disorders (eg, Lynch syndrome, PTEN hamartoma syndrome, Cowden syndrome,
familaladenomatosis polyposi) geromic sequence anlysis panelulizing @ combinaton ofNGS, Sanger
LPA, and array CGH, with mRNA analytics to resolve variants of unknown significance when indicated (15

genes. [sequencmg and deletion/duplication], EPCAM and GREM1 [deletion/duplication only])

Hereditary breast cancer-related disorders (eg, hereditary breast cancer, hereditary ovarian cancer, hereditary
endometialcancer), genomc sequence analyss pane uizing a combiation of NGS, Sanger, MLPA, and

y CGH, with mRNA analyfics to resolve variants of unknown significance when indicated (17 genes
[scauencing and deletioniduplcaton])

Hereditary ovarian cancer (eg, hereditary ovarian cancer, hereditary endometrial cancer), genomic sequence
analysis panel utilizing a combination of NGS, Sanger, MLPA, and array CGH, with mRNA analytics to resolve
variants of unknown significance when indicated (24 genes [sequencing and deletion/duplication], EPCAM
[deletion/duplication only])

Onoology feclon cancer).trgeted KRAS (codons 12, 13, and 6) and NRAS (cadons 12, 13, and 1) gene
analysis utiizing formalin-fixed paraffin-embedded tiss
Oncology (prostate), measurement of PCA3 and TMPRSS2-ERG in urine and PSA in serum following

prostatic massage, by RNA amplification and fluorescence-based detection, algorithm reported as risk score

Gastroenterology (Barrett's esophagus), VIM and CCNA1 methylation analysis, esophageal cells, algorithm
reported as likelihood for Barrett's esopnagus

celkirss DNA using whol genome nextgeneraton
sequencing, plssma repor(ed as psrcsniags of donor- danved cell-free DNA in the total cell-free

Oncology (B-celllymphoma classifcation), mRNA, gene expression profiing by ﬂuurescem probe hybridization
of 58 genes (45 content and 13 genes), tissue, algorithm
Teporiad as Ikeliood for prmary mediastinal B.cel ymphoma (PMBGL) and oes Iarge B-cell lymphoma
(DLBCL) with cell of origin subtyping in the latter

How Code is Managed- Commercial nl:‘glgaldde is Managed- Hospital How Code is Managed- Independent Lab Medicaid How Code is Managed- Medicare AMA Effective Date

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

10/01/17

1000117

07/01/24

1000117

01/01/18

01/01/18

01/01/18

01/01/18
01/01/18

01/01/18

01/01/18

04/01/18

04/01/18

07/01/18

07/01/18

07/01/18

07/01/18

07/01/18

07/01/18

10/01/18

10/01/18

10/01/18

10/01/18

10/01/18

10/01/18

10/01/18

10/01/18

10/01/18

10/01/18

07/01/19

07/01/19

07/01/19

07/01/19

07/01/119

07/0119

07/01/19

07/01/19

07/01/19

10/01/19

10001119

10/01/19

10/01/19

10/01/19

None

None

None
None

None

None
None

None

None

None

None

None
None
None

None
None

None
None

None
None
None
None
None
None
None
None
None

None

None
None
None
None
None
None

None

None
None

None

None
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None
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Page 5 of 12



Procsdure Code Full Descripti

0129V

0130U

0131V

0132V

0133V

0134V

0135U

0136U

0137V

0138V

0153U

0156U
0157U

0158U

0159V

0160U

0161U

0162V

0169U

0170V

0171U

0172V

0173
01750

0179V

0203U

0205U

0209U

0211V

0212U

0213V

0214U

0215U

0216U

0217

0218U

02200

0228U

0229

0230V

0231U

0232V

Hereditary breast cancer-related disorders (eg, hereditary breast cancer, hereditary ovarian cancer, hereditary
endomerial cancer), genomic sequence analysis and deletion/duplication analysis panel (ATM, BRCA1,
BRCA2, CDH, CHEK2, PALB2, PTEN, and TP53)

Hereditary colon cancer disorders (eg, Lynch syndrome, PTEN hamartoma syndrome, Cowden syndrome,
familial adenomatosis polyposis), targeted mRNA sequence analysis panel (APC, CDH, CHEKZ, MLH1,
MSH2, MSH6, MUTYH, PMS2, PTEN, and TP53) (List separately in addition to code for primary procedure)

Hereditary breast cancer-related disorders (eg, hereditary breast cancer, hereditary ovarian cancer, hereditary
endomerial cancer), targeted mRNA sequence analysis panel (13 genes) (List separately in addition to code
for primary procedure)

Hereditary ovarian cancer-elated disorders eg, hrecitary breast cancer,herediary ovarian cancer,
hereditary endometrial cancer), targeted mRNA sequence analysis panel (17 genes) (List separately in
addition to code for primary procedure)

Hereditary prostate cancer-related disorders, targeted mRNA sequence analysis panel (11 genes) (List
separately in addition to code for primry procedure)

Hereditary pan cancer (eg, hereditary breast and ovarian cancer, hereditary endometrial cancer, heredita
cdlorecal cancer), Iargeteﬂ mRNA sequence analysis panel (18 genes) (List separately in addition to code for
primary procedure)

Hereditary gynecolog\cal cancer (eg, hereditary breast and ovarian cancer, hereditary endometrial cancer,
hereditary colorectal cancer), targeted mRNA sequence analysis panel (12 genes) (List separately in addition
1o code for primary procedure)

ATM (ataxia mutated) (eg, ataxia mRNA sequence analysis (List separately in
addition to code for primary procedure)

PALB2 (partner and localizer of BRCA?) (eg, breast and pancreatic cancer) mRNA sequence analysis (List
separately in addition to code for primary procedure)

BRCA1 (BROA1, DNA repair associated), BRCA2 (BRCAZ DNA repai assooiated) (eg, herediary breast and
ovarian cancer) mRNA sequence analysis (List separately in addition to code for primary procedure)

Oncology (breast), MRNA, gene expression profiling by next-generation sequencing of 101 genes, utilizing
formalin-fixed paraffin-embedded tissue, algorithm reported s a triple negative breast cancer ciinical
subtype(s) with information on immune cell involvement

Copy number (eg, intellectual disability, dysmorphology), sequence analysis

APC (APC regulator of WNT signaling pathway) (eg, familial adenomatosis polyposis [FAP]) mRNA sequence
analysis (List separately in addition to code for primary procedure)

MLH1 (mutL homolog 1) (eg, hereditary non-polyposis colorectal cancer, Lynch syndrome) mRNA sequence
analysis (List separately in addition to code for primary procedure)

MSH2 (mutS homolog 2) (eg, hereditary colon cancer, Lynch syndrome) mRNA sequence analysis (List
separately in addition o code for primary procedure)

MSHS (mutS homolog 6) (eg, hereditary colon cancer, Lynch syndrome) mRNA sequence analysis (List
separately in addition to code for primary procedure)

PMS2 (PMS1 homolog 2, mismatch repair system component) (eg, hereditary non-polyposis colorectal
cancer, Lynch syndrome) mRNA sequence analysis (List separately in addition to code for primary procedure)

Hereditary colon cancer (Lynch syndrome), targeted mRNA sequence analysis panel (MLH1, MSH2, MSHS,
PMS2) (List separately in addition to code for primary procedure)

NUDT15 (nudix hydrolase 15) and TPMT (thiopurine S-methyltransferase) (eg, drug metabolism) gene
analysis, common variants

Neurology (autsm specirum disorder ASDI), RNA, next generation sequencing saliva, algoritmic analsis,
and results reported as predictive probabilty of ASD diagnos

Targeted genomic sequence analysis panel, acute myeloid leukemia, myelodysplastic syndrome, and
myeloprolferative neoplasms, DNA analysis, 23 genes, interrogation for sequence variants, rearrangements
and minimal residual disease, reported as presencelabsence

Oncology (solid tumor as indicated by the label), somatic mutation analysis of BRCA1 (BRCA1, DNA repair
associated), BRCA2 (BRCA2, DNA repair associated) and analysis of homologous recombination deficiency
pathways, DNA, formalin-fixed paraffin-embedded tissue, algorithm quantifying tumor genomic instability score

Psychiatry (ie, depression, anxiety), genomic analysis panel, includes variant analysis of 14 genes
Psychiatry (eg, depression, anxiety), genomic analysis panel, variant analysis of 15 genes

Oncology (non-small cell lung cancer), cell-free DNA, targeted sequence analysis of 23 genes (single
nucleotide variations, insertions and deletions, fusions without prior knowledge of partner/breakpoint, copy
number variations), with report of significant mutation(s)

Autoimmune (inflammatory bowel disease), mRNA, gene expression profiling by quantitative RT-PCR, 17
genes (15 target and 2 reference genes), whole blood, reported as a continuous risk score and classification of
inflammatory bowel disease aggressiveness

Opnthaimology (age-clated macular degeneration) analysns of 3 gene variants (2 CFH gene, 1 ARMS2
gene), using PCR and MALDI-TOF, buccal swab, réported as positive or negative for neovascular age-related
macular- degeneraﬂun risk associatea wilh AnG Supploments

c ide) analysis, of genomic regions for copy number,
structural ch d areas of ity for i

Onoology pan-tumor) DNA and RNA by et gensraton sequencing,iizng d paraffin-
mbedagd tissue, Inprelaiie reportfo single nucieotide varant, Zopy o or aeratons mar
utational burden, and microsatelte nsiabity, withtherapy associaton

Rare diseases (constitutional/heritable disorders), whole genome and mitochondrial DNA sequence analysis,
including small sequence changes, deletions, duplications, short tandem repeat gene expansions, and
variants in non-uniquely mappable regions, blood or saliva, identification and categorization of genetic
variants, proband

Rare diseases (consiuionalhertabl disorders). whole genome and mitochoncrial DNA sequence analysis,
including small sequence changes, deletions, duplications, short tandem repeat gene expansions, and
variants in non-uniquely mappable regions, blood or saliva, identfication and categorization of genetic
variants, each comparator genome (€g, parent, sibling)

Rare diseases (consitutionaliheritable disorders), whole exome and mitochondrial DNA sequence analysis,
including small sequence changes, deletions, duplications, short tandem repeat gene expansions, and
variants in non-uniquely mappable regions, biood or saliva, identification and categorization of genetic
variants, proband

Rare diseases (consitutionaliheritable disorders), whole exome and mitochondrial DNA sequence analysis,
including small sequence changes, deletions, duplications, short tandem repeat gene expansions, and
variants in non-uniquely mappable regions, biood or saliva, ideniication and categorization of genetic
variants, each comparator exome (g, parent, sibling)

Neurology (inherited ataxias), genomic DNA sequence analysis of 12 common genes including small
sequence changes, deletions, duplications, short tandem repeat gene expansions, and variants in non-
uniquely mappable regions, blood or salva, identification and categorization of genetic variants

Neurology (inherited ataxias), genomic DNA sequence analysis of 51 genes including small sequence
changes, deletions, duplications, short tandem repeat gene expansions, and variants in non-uniquely
mappable regions, blood or saliva, identification and categorization of genetic variants

Neurology (muscular dystrophy), DMD gene sequence analysis, including small sequence changes, deletions,
duplications iants in non-uniquely mappable regions, blood o saliva, identification and
characterization of geneic variants

Oncology (breast cancer), image analysis with artificial intelligence assessment of 12 histologic and
immunohistochemical features, reported as a recurrence score

Oncology (prostate), multianalyte molecular profile by photometric detection of macromolecules adsorbed on
nanosponge array sides with machine learning, utiizing first morning voided urine, algorithm reported as
likelihood of prostate cancer

BCAT1 (Branched chain amino acid transaminase 1) and IKZF1 (IKAROS family zinc finger 1) (eg, colorectal
cancer) promoter methylation analysis

AR (androgen raospor) g, spinl and buloar musculararophy, Kennedy iscase, X oromosomo
inactivation). full sequence analysis, including small sequence changes in exonic and intronic regions,
delelons, lplication, short tanier repeat (STR) expansions. Mot eement insertions, and varianis n non-
uniquely mappable regions

CACNA1A (calcium voltage-gated channel subunit alpha 1A) (eg, spinocerebellar ataxia), full gene analysis,
including small sequence changes in exonic and intronic regions, deletions, duplications, short tandem repeat
(STR) gene expansions, mobile element insertions, and variants in non-uniquely mappable regions

CSTB (cystatin B) (eg, progressive myoclonic epilepsy type 1A, Unverricht-Lundborg disease), full gene
analysis, including small sequence changes in exonic and intronic regions, deletions, duplications, short
tandem repeat (STR) expansions, mobile element insertions, and variants in non-uniquely mappable regions

How Code is Managed- Commercial M

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

How Code is Managed- Independent Lab Medicaid How Code is Managed- Medicare AMA Effective Date

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

10/01/19

10/01/19

10/01/19

10/01/19

10/01/19

10/01/19

10/01/19

10/01/19

10/01/19

10/01/19

01/01/20

01/01/20
01/01/20

01/01/20

01/01/20

01/01/20

01/01/20

01/01/20

04/01/20

04/01/20

04/01/20

07/01/20

07/01/20
07/01/20

07/01/20

10/01/20

10/01/20

10/01/20

10/01/20

10/01/20

10/01/20

10/01/20

10/01/20

10/01/20

10/01/20

10/01/20

10/01/20

01/01/21

01/01/21

01/01/21

01/01/21

01/01/21

None
None
None

None
None

None

None

None
None

None

None

None

None
None
None
None
None
None
None

None

None

None

None
None

None
None

None
None

None

None
None
None

None

None
None

None
None
None

None
None
None

None

Page 6 of 12



Procsdure Code Full Descripti

0233V

0234

0235U

0236U

02370

0238U

0239V
0242V

0244U

0245U

0246V

0250U

0252U

0253U

0254U

0258U

0260U

0262V

0264U

0265U

0266U

0267V

0268U

0269U

0270

0271U

0272V

0273U

0274V

0276U

0277V

0278U

0282U

0285U

0286U

0287U

0288U

0289U

0290V

0291U

0292V

0293V

0294U

FXN (frataxin) (eg, Friedreich ataxia), gene analysis, including small sequence changes in exonic and intronic
regions, deletions, duplications, short tandem repeat (STR) expansions, mobile element insertions, and
variants in non-uniquely mappable regions

MECP2 (methyl CpG binding protein 2) (eg, Rett syndrome), full gene analysis, including small sequence
changes in exonic and intronic regions, deletions, duplications, mobile element insertions, and variants in non-
uniquely mappable regions

PTEN (phosphatase and tensin homolog) (eg, Cowden syndrome, PTEN hamartoma tumor syndrome), full
gene analysis, including small sequence changes in exonic and intronic regions, deletions, duplications,
mobile element insertions, and variants in non-uniquely mappable regions

SMN1 (survival of motor neuron 1, telomeric) and SMN2 (survival of motor neuron 2, centromeric) (e, spinal
muscular atrophy) full gene analysis, including small sequence changes in exonic and intronic regions,
duplications, deletions, and mobile element insertions

Cardiac ion channelopathies (eg, Brugada syndrome, long QT syndrome, short QT syndrome,
Selecholaminergic polmorphi Venricia echycardia), genamic sequence anlyss panel nduding ANKC,
CASQ2, CAV3, KCNET, K( KCNH2, KCNJ2, 81 RYR2, and SCNS5A, including small sequence
changes in exonic and intronic regions, deletions, dupllcatmns mabne element insertions, and variants in non-
uniquely mappable regions

Oncology (Lynch syndrome), genomic DNA sequence analysis of MLH1, MSH2, MSH, PMS2, and EPCAM,
including small sequence changes in exonic and intronic regions, deletions, duplications, mobile element
insertions, and variants in non-uniquely mappable regions

Targeted genomic sequence analysis panel, solid organ neoplasm, cell-free DNA, analysis of 311 or more

Targeted genomic sequence analysis panel, solid organ neoplasm, cell-free circulating DNA analysis of 55-74
genes, interrogation for sequence variants, gene copy number amplifications, and gene rearrangements

Oncology (solid organ), DNA, comprehensive genomic profiling, 257 genes, interrogation for single-nucleotide
et meoriorsdollons,copy urtr lratons, gand erangoment, imormutatora e and
instability, utilizing fc lin-fi ffi bedded tumor tissue

Oncology (thyroid), mutation analysis of 10 genes and 37 RNA fusions and expression of 4 mRNA markers
using next-generation sequencing, fine needle aspirate, report includes associated risk of malignancy
expressed as a percentage

Red blood cell antigen typing, DNA, genotyping of at least 16 biood groups with phenotype prediction of at
least 51 red blood cell antigens

Oncology (solid organ neoplasm), targeted genomic sequence DNA analysis of 505 genes, interrogation for
somatic alterations (SNVs [single nucleotide variant], small insertions and deletions, one amplification, and
four instability and t tation burden

Fetal aneuploidy shor tandem-rapeat comparali analysi,ftal DNA fam products of soncspion repoted
as normal (euploidy), monosomy, trisomy, or partal deletion/duplication, mosaicism, and segm
aneuploidy

Reproductive medicine (endometal eceptiy anlyss) RNA gene exprsion pofle 238 gencs by next
generation sequencing, endomelrial tissue, predicive algorithm reporied as endomelrial window of
(eg, pre-receptive, receptive, py Pl

edicine (prei o genetic analysis of 24 using embryonic
DNA genomic sequence analysis for aneuploidy. and a mitochondrial DNA score in euploid embryos, results
reported as normal (euploidy), monosomy, trisomy, or partial deletion/duplication, mosaicism, and segmental
aneuploidy, per embryo tested

(psoriasis), mRNA, ion sequencing, gene expression profiling of 50-100 genes, skin-
surface collection using adhesive patch, algorithm reported as likelinood of response o psoriasis biologics

Rare diseases disorders), of copy number variations, inversions,
insertions, translocations, and other structural variants by optical genome mapping

Oncology salidtumor). gene expresson proflng by reatme RT-CR of 7 gens pathways (ER. AR, PI3K,
K, HH, TGFB, Notch), formalin-fixed paraffin-embedded (FFPE), algorithm reported as gene pathway
amwny score.

Rare diseases 1), copy number variations, inversions,
insertions, translocations, and other Srcrs v by opiical genome mapping

Rare constitutional and other heritable disorders, whole genome and mitochondrial DNA sequence analysis,
blood, frozen and formalin-fixed paraffin-embedded (FFPE) tissue, saliva, buccal swabs or cell lines,
identiication of single nucleotide and copy number variant

Unexplained constutional orothr heriabl csorders or synaromes tssuc-specifc gano expression by
ncing, blood, f d (FFPE) tissue
or fresh frozen tissue, reponed 25 presance or ahsence of slcing or expression changes

Rare constitutional and other heritable disorders, identfication of copy number variations, inversions,
insertions, translocations, and other structural variants by optical genome mapping and whole genome
sequencing

gy (atypical hemolytic: drome [aHUS]), genomic sequence analysis of 15 genes, blood,
buccal swab, or amiotic fluid

Hematology (autosomal dominant congenital thrombocytopenia), genomic sequence analysis of 22 genes,
blood, buccal swab, or amniotic fluid

Hematology (congenital coagulation disorders), genomic sequence analysis of 20 genes, blood, buccal swab,
or amniotic fluid

gy (congenital analysis of 24 genes, blood, buccal swab, o
amniotic fluid

Hematology (genetic bleeding disorders), genomic sequence analysis of 60 genes and duplication/deletion of
PLAU, blood, buccal swab, or amniotic luid, comprehensive

Hematology gEsnenc hyperﬁbnno\gs\s delayed bleeding), analysis of 9 genes (F13A1, F138, FGA, FGB, FGG,
SERPINAT, SERPINET, SERPI next-generation sequencing, and PLAU by array comparative genomic
ybricization), blood, buccal swab, or ammote

Hematology (genetic platelet disorders), genomic sequence analysis of 62 genes and duplication/deletion of
PLAU, blood, buccal swab, or amniotic fluid

Hematology (inherited thrombocytopenia), genomic sequence analysis of 42 genes, blood, buccal swab, or
amniotic fiuid

Hematology (genetic platelet function disorder), genomic sequence analysis of 40 genes and
duplication/deletion of PLAU, blood, buccal swab, or amniotic fluid

Hematology (genetic thrombosis), genomic sequence analysis of 14 genes, blood, buccal swab, or amniotic
fuid

Red blood cell antigen typing, DNA, genotyping of 12 blood group system genes to predict 44 red blood cell
antigen phenotypes

Oncology, disease progression and response monitoring to radiation, chemotherapy, or other systematic
cancer treatments, cell-free DNA, quantitative branched chain DNA amplification, plasma, reported in ng/ML

CEP72 (centrosomal protein, 72-KDa), NUDT15 (nudix hydrolase 15) and TPMT (thiopurine S-
methyltransferase) (eg, drug metabolism) gene analysis, common variants

Oncology (thyroid), DNA and mRNA, next-generation sequencing analysis of 112 genes, fine needle aspirate
or formalin-fixed paraffin-embedded (FFPE) tissue, algorithmic prediction of cancer recurrence, reported as a
categorical sk result (low, intermediate, high)

Oncology (lung), MRNA, quantitative PCR analysis of 11 genes (BAG1, BRCA1, CDC6, CDK2AP1, ERBB3,
FUT3, IL11, LCK, RND3, SH3BGR, WNT3A) and 3 reference genes (ESD, TBP, YAP1), formalin-fixed
paraffin-embedded (FFPE) tumor tissue, algorithmic interpretation reported as a recurrence risk score
Neurology (Alzheimer disease), mRNA, gene expression profiling by RNA sequencing of 24 genes, whole
blood, aigorithm reported s predicive risk score

Pain management, mRNA, gene expression profiling by RNA sequencing of 36 genes, whole blood, algorithm
reported as prediciive risk score

Psychiatry (mood disorders), mRNA, gene expression profiling by RNA sequencing of 144 genes, whole
blood, algorithm reported as predictive risk score

Psychialry (stress disorders), mRNA, gene expression profiling by RNA sequencing of 72 genes, whole blood,
algorithm reported as predictive risk score

Psychiatry (suicidal ideation), mRNA, gene expression profiling by RNA sequencing of 54 genes, whole blood,
algorithm reported as predictive risk score

Longevity and mortality risk, mRNA, gene expression profiling by RNA sequencing of 18 genes, whole blood,
algorithm reported as predictive risk score
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0296U

0207U

0298U

0299U

0300V

0306U

0307V

0313U

0314V

0315U

0317V

0318U

0319V

0320V

0326U

0329

0331U

03320

0333V

0334U

03350

0336V

0339V

0340U

0341V

0343V

0345U

03470

0348U

0349V

0350U
0355U
0356U

0362V

0363V

0364U

0368U

0379V

0388U

0389V

Oncology (oral andfor oropharyngeal cancer), gene expression profiling by RNA sequencing of at least 20
molecular features (eg, human andior microbial mRNA), saliva, aigorithm reported as positive or negative for
signature associated with malignancy

Oncology (pan tumor), whole genome sequencing of paired malignant and normal DNA specimens, fresh or
formalin-fixed paraffin-embedded (FFPE) tissue, blood or bone marrow, comparative sequence analyses and
variant identification

Oncology (pan tumor), whole transcriptome sequencing of paired malignant and normal RNA specimens, fresh
or formalin-fixed paraffin-embedded (FFPE) tissue, blood or bone marrow, comparative sequence analyses
and expression level and chimeric transcript identification

Oncology (pan tumor), whole genome optial genome mapping ofpaited malignantand normal DNA
specimens, fresh frozen tissue, blood, or bone marrow, comparative structural variant identification

Oncology (pan tumor), whole genome sequencing and optical genome mapping of paired malignant and
normal DNA specimens, fresh tissue, blood, or bone marrow, comparative sequence analyses and variant
identification

pookogy sl rosdinl dsoaso MDI). et onuraton gt seaoning arlyet, oolos DA
oA 0 determine a p panel for future 10 evaluate for MRD

Oncology (minimal residual disease [MRD)), next- genemuon targeted sequencing analysis of a patient-specific
panel, cell-free DNA, subsequent assessment with comparison o previously analyzed patient specimens to
evaluate for MRD

Oncology (pancreas), DNA and mRNA next-generation sequencing analysis of 74 genes and analysis of CEA
(CEACAMS) gene expression, pancreatic cyst fluid, algorithm reported as a categorical result (ie, negative, low
probability of neoplasia or positive, high probabilty of neoplasia)

Oncology (cutaneous melanoma), mRNA gene expression profiing by RT-PCR of 35 genes (32 content and 3
utiizing f d paraffi d (FFPE) tissue, algorithm reported as a categorical
result (e, benign, intermediate, malignant)

Onoology (cuaneous squarous el carcinoma), MRNA gens expression profilng by RT-PCR of 40 genes (34
content and ing f d par: d (FFPE) tissue, algorithm reported as
a calegoncal Tisk result (ie, Yot T e oA ises 2B)

Oncology (lung cancer), four-probe FISH (3429, 3p22.1, 10q22.3, 10cen) assay, whole blood, predictive
algorithm-generated evaluation reported as decreased or increased fisk for lung cancer

Pediatrics (congenital epigenetic disorders), whole genome methylation analysis by microarray for 50 or more.
genes, blood

Nephrology (renal transplant), RNA expression by select transcriptome sequencing, using pretransplant
peripheral blood, algorithm reported s a risk score for early acute rejection

Nephrology (renal transplant), RNA expression by select sequencing, using
peripheral blood, algorithm reported as a isk score for acute cellular rejection

Targeted genomic sequence analysis panel, solid organ neoplasm, cell-free circulating DNA analysis of 83 or
e genes, interrogation for sequence variants, gene copy number amplifications, gene rearrangements,
microsatelite instability and tumor mutational burden

Oncology (neoplasia), exome and transcriptome sequence analysis for sequence variants, gene copy number
amplfications and deletions, gene rearrangements, microsatellie instability and tumor mutafional burden
utilizing DNA and RNA from tumor with DNA from normal blood or saliva for subtraction, report of clinically
significant mutation(s) with therapy associations

Oncology (hematolymphoid neoplasia), optical genome mapping for copy number alterations and gene
rearrangements utiizing DNA from blood or bone marrow, report of clinically significant alterations

Oncology (pan-tumor), genetic profiling of 8 DNA-regulatory (epigenetic) markers by quantittive polymerase
chain reaction (qPCR), whole blood, reported as  high or low probabiliy of responding to immune checkpoint-
inhibitor therapy

Oncology (lver), surveillance for hepatocellular carcinoma (HCC) in high-risk patients, analysis of methylation
patterns on circulating cell-free DNA (cfDNA) plus measurement of serum of AFPIAFP-L3 and oncoprotein
des-gamma-carboxy-prothrombin (DCP), algorithm reported as normal or abnormal result

Onculo%y {50l organ). argeted genomic sequence analysis formali-fed paraffi-embedded (FFPE) tumor
tissue, DNA analysws 84 or more genes, interrogation for Sequence variants, gene copy number
nstabity and tumar malzvonal burden

Rare diseases (consmullona\lhemab\e disorders), whole genome sequence analysis, including small
sequence changes, copy number variants, deletions, duplications, mobile element insertions, uniparental
gisomy (UPD), inversions, aneuploidy, mitochondrial genome sequence analysis with heteroplasmy and large
deletions, short tandem repeat (STR) gene expansions, fetal sample, identifcation and categorization of
genetic variants.

Rare diseases (constitutionaliheritable disorders), whole genome sequence analysis, including small
sequence changes, copy number variants, deletions, duplications, mobile element insertions, uniparental
disomy (UPD), inversions, aneuploidy, mitochondrial genome sequence analysis with heteroplasmy and large
dolations, short andm rapeat (ST gana expansions, blood or Saiva, ientfication and categorzation of
geneic variants, each comparator ganme (64, parent)

Oncology (prostate), mRNA expression profiling of HOXCS and DLX1, reverse transcription polymerase chain
reaction (RT-PCR), first-void urine following digtal rectal examination, aigorithm reported as probability of
high-grade cancer

Oncology (pan-cancer), analysis of minimal residual disease (MRD) from plasma, with assays personalized to
each patient based on prior next-generation sequencing of the patients tumor and germiine DNA, reported as
absence o presence of MRD, with disease-burden correlation, if appropriate

Fetal aneuploidy DNA sequencing comparative analysis, fetal DNA from products of conception, reported as
normal (euploidy), monosomy, risomy, or partial deletion/uplication, mosaicism, and segmental aneuploid

Oncology (prostate), exosome-based analysis of 442 small noncoding RNAs (sncRNA) by quantitative
feverse transcription polymerase chain reaction (RT-qPCR), urine, reported as molecular evidence of no-, low-
, intermediate- or high-risk of prostate cancer

Psychialry (eg, depression, anxiety, attention deficit hyperactivity disorder [ADHD]), genomic analysis panel,
variant analysis of 15 genes, including deletion/duplication analysis of CYP2D6

Drug metabolism or processing (multiple conditions), whle blood or buccal specimen, DNA analysis, 16 gene
report, with variant analysis and reported phenotypes

Drug metabolism or processing (multiple conditions), whole blood or buccal specimen, DNA analysis, 25 gene
report, with variant analysis and reported phenotypes

Drug metabolism or processing (multiple conditions), whole blood or buccal specimen, DNA analysis, 27 gene
report, with variant analysis, including reported phenotypes and impacted gene-drug interactions

Drug metabolism or processing (multiple conditions), whole blood or buccal specimen, DNA analysis, 27 gene
report, with variant analysis and reported phenotypes

APOL1 (apolipoprotein L1) (eg, chronic kidney disease), risk variants (G1, G2)

Oncology (oropharyngeal or anal), evaluation of 17 DNA biomarkers using droplet digital PCR (ddPCR), cell
free DNA, algorithm reported as a prognostic risk score for cancer recurrence

Oncology (papillary thyroid cancer), gene-expression profiing via targeted hybrid capture-enrichment RNA
sequencing of 82 content genes and 10 housekeeping genes, fine neede aspirate or formalin-fixed paraffin-
embedded (FFPE) tissue, algorithm reported as one of three molecular subtypes

Oncology (uralrelia), mRNA, ene-expression prffing by reaktime quanifaive PR of 5 genes (DK,
3, CDC2 [CDK1], IGFBPS, and CXCR?), utlizing urine, algorithm incorporates age, sex, smoking
mstury, ‘and macrohematuria frequency, reported as  risk score for having urothelial carcinoma

Oncology (hematolymphoid neoplasm), genomic sequence analysis using multiplex (PCR) and next-
generation sequencing with algorithm, quantiication of dominant clonal sequence(s), reported as presence or
absence of minimal residual disease (MRD) with quantitation of disease burden, when appropriate

Oncolagy (colorectalcancer), evaluation for muations of APC, BRAF, CTNNB1, KRAS, NRAS, PIICA,
and TP53, and methylation markers (MYO1G, KCNQ5, C9ORF50, FLH CLIP4, ZNF132 ar

IST1) Ml quaniiatve paymarase shain asslon (4PCR). Arouating Cel o0 BRA (ONA). piasma,
report of isk score for advanced adenoma or colorectal cancer

Targeted genomic sequence analysis panel, solid organ neoplasm, DNA (523 genes) and RNA (55 genes) by
next-generation sequencing, interrogation for sequence variants, gene copy number amplifications, gene
rearrangements, microsatellite instability, and tumor mutational burden

@
§

Oncology (non-small cell lung cancer), next-generation sequencing with identification of single nucleotide
variants, copy number variants, insertions and deletions, and structural variants in 37 cancer-related genes,
plasma, with report for alteration detection

Pediatric febile llness (Kawasaki disease [KD]), interferon alpha-inducible protein 27 (IF127) and mast cell
expressed membrane protein 1 (MCEMP1), RNA, using quantitative reverse transcription polymerase chain
reaction (RT-qPCR), blood, reported as a fisk score for KD
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07/01/23

07/01/23

None
None

None
None
None
None
None
None
None

None

None
None
None

None
None
None

None

None
None

None

None

None

None
None
None
None

None
None
None
None

None
None

None

None
None
None
None
None
None

None
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Procedure Code Full Descr

Oncology (solid tumor), DNA and RNA by next-generation sequencing, utiizing f d paraffin-

0391U embedded (FFPE) tissue, 437 genes, interpretive report for single nucleotide variants, splice-site variants,
insertions/deletions, copy number alterations, gene fusions, tumor mutational burden, and microsatelite
instability, with algorithm quantifying immunotherapy response score

Drug metabolism (depression, anxiety, attention deficit hyperactivity disorder [ADHD]), gene-drug interactions,
0392U variant analysis of 16 genes, including eletion/duplication anaysis of CYP2D, reported as impact of gene- Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07101123 None
drug interaction for each drug

Oncology (lung), multi-omics (microbial DNA by shotgun sequencing and
03950 SPGB and belsoponti by rmLnoa<sey). P, G Separiot 3 mllonancy ek orng PoAuIeS n Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07101123 None
early-stage disease

Gastroenterology (Barrett esophagus)., P16, RUNX3, HPP1, and FBN1 DNA methylation analysis using PCR,

0398U formalin-fixed paraffin-embedded (FFPE) tissue, aigorithm reported as risk score for progression to high-grade Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07101123 None
dysplasia or cancer

24000 Obstetrics (expanded carrier screening), 145 genes by next-generation sequencing, fragment analysis and
multiplex ligation-dependent probe amplification, DNA, reported as carrier positive or negative

001U Cardiology (coronary heart disease [CHD)), 9 genes (12 variants), targeted variant genotyping, blood, saliva,
or buccal swab, algorithm reported as a genetic risk score for a coronary event
Oncology (prostate), mRNA, gene expression profiing of 18 genes, first-catch post-digital rectal examination

0403U urine (or processed first-catch urine), algorithm reported as percentage of likelihood of detecting clnically Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 10001723 None
significant prostate cancer

How Code is Managed- Commercial nl:‘glgaldde is Managed- Hospital How Code is Managed- Independent Lab Medicaid How Code is Managed- Medicare AMA Effective Date

Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07/01/23 None

Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07/01/23 None

Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07101123 None

4050 Oncology (pancreatic), 59 methylation haplotype block markers, next-generation sequencing, plasma, reported
as cancer signal detected or not detected

Oncology (solid tumor), DNA (80 genes) and RNA (36 genes), by next-generation sequencing from plasma,
0409U including single nucleofide variants, insertions/deletions, copy number alterations, microsatelite instabilty, and Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 10001723 None
fusions, report showing identified mutations with clinical actionability

Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 10001723 None

Oncology (pancreatic), DNA, whole genome sequencing with 5-hydroxymethylcytosine enrichment, whole . .

0410U o b roponed 2a cancer slaciad ot nol dvtsciad. Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 10001/23 None
Psychialry (eg, depression, anxiety, attention deficit hyperactivity disorder [ADHD]), genomic analysis panel, e . . o )

041U o oy TS Senes. mciuting deloton/dplicaton analyss of CYP2D6 Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 10001723 None
Oncology (hematolymphoid neoplasm), optical genome mapping for copy number alterations, aneuploidy, and

0413V balanced/complex structural rearrangements, DNA from blood or bone marrow, report of clinically significant Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 10/01/23 None

alterations

Oncology ung), auqmentatve lqorthric analysisofdigized whole side maging or & gencs (ALK, BRAF,
0414U EGFR, ERBBZ, MET, NTRK1-3, RET, ROS1), and KRAS G12C and PD-L1, i performed, formalin-fixed Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 10001723 None
parafti-embedied (EFPE) tissue, reported 2 posilve or negaive for each biomarker

Rare diseases disorders), whole genome sequence with heteroplasmy
017U detection and deletion analysis, nuclear-encoded mitochondrial gene analysis of 335 nuclear genes, including
sequence changes, deleions,inseron, and copy number variants anlysis,blood orsaia, dentfcaton and
ted genetic variants

o418U Oncology (breast), augmentative algorithmic analysis of digitized whole slide imaging of 8 histologic and
immunohistochemical features, reported as a recurrence score

Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 10001723 None

Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 10/01/23 None

410U Neuropsychiatry (eg, depression, anxiety), genomic sequence analysis panel, variant analysis of 13 genes,
saliva or buccal swab, report of each gene phenotype

Onoology (urthela), mRNA expression rofilng by eal-me quantiatve PCR of MDK, HOXA13, CDC2,

IGFBPS, and CXCR2 in combination with droplet digital PCR (ddPCR) analysis of 6 single-nucleofide
po\ymurpmsms (SNPs) genes TERT and FGFR3, urine, algorithm reported as a risk score for urothelial
carcinoma

Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 10001723 None

0420V Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 01/01/24 None

Oncology (colorectal) screening, quantitative real-time target and signal amplification of 8 RNA markers
0421 (GAPDH, SMAD4, ACY1, AREG, CDH1, KRAS, TNFRSF 108, EGLN2) and fecal hemoglobin, algorithm Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 01/01/24 None
reported as a positive or negative for colorectal cancer risk

Oncology (pan-solid tumor), analysis of DNA biomarker response to anti-cancer therapy using cell-ree
04220 circulating DNA, biomarker comparison to a previous baseline pre-treatment cell-free circulating DNA analysis

e D e e e b iy Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization o1/01/24 None
specific alerations, i appropriate
Pychiatry (eg, depression, anxiety), genomic analysis panel, including variant analysis of 26 genes, buccal . . . - )

0423U swab, report including metabolizer status and risk of drug toxicity by condition Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 01101124 None
Oncology (prostate), exosome-based analysis of 53 small noncoding RNAS (sncRNAS) by quantitative reverse

0424U transcription polymerase chain reaction (RT-PCR), urine, reported as no molecular evidence, low-, moderate- Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization o1/01/24 None
or elevated-isk of prostate cancer
Genome (eg, unexplained consiitutional or heritable disorder or syndrome), rapid sequence analysis, each P . . - )

04250 s osents S0 Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization o1/01/24 None

04260 Genome (eg, unexplained consiitutional or heritable disorder or syndrome), utra-rapid sequence analysis Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Reguires Prior Authorization ot/01/24 None
Oncology (prostate), 5 DNA regulatory markers by quarniitative PCR, whole blood, algorithm, including ) )

0433U o tapeman oraers DY deartt Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization o1/01/24 None
Drug metabolism (adverse drug reactions and drug response), genormic analysis panel, variant analysis of 25 . . . - )

0434U e e Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 01/01/24 None

04370 Psychialry (anxiety disorders). mRNA, gene expression profiling by RNA sequencing of 15 biomarkers, whole Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 01/01/24 None

biood, algorithm reported as predictive risk score

Drug metabolism (adverse drug reactions and drug response), buccal specimen, gene-drug interactions,
0438V variant analysis of 33 genes, including eletion/duplication analysis of CYP2DS, including reported phenotypes Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 01/01/24 None
and impacted gene-drug interactions

Cardiology (coronary heart disease [CH) DNA, analysisof § singlecnucieatide polymorarisms (SNPs)
rs11716050 [LOC105376934] rs6560711 [WDR37], rs3735222 [SCIN/LOC107986769], rsf

0430U erganic) s <0638144 [LSV13) onc3 DRA bt csbkers (ca00300876 [raberpton dart site Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 04/01/24
{TSS200} of CNKSR1], c09552548 [intergenic], and cg14789911 [body of SPATCAL]), qPCR and digital
PCR, whble blood: algoriam reported a5 8 4-ered ik score fo a 3.yeat sk of symplomatic GHD

Cardiology (coronary heart disease [CHDI). DNA, analysis of 10 single-nudleotide polymorphisms (SNPs)
(rs710987 [LINC010019], rs1333048 [CDKN2B- AS1], 1512129789 [KCND3], rs942317 [KTN1-AS1],

04400 ﬁ;‘ﬂ“gﬁa&? [:r"’d"fsugsoggfl"?&?m[?;fﬁé e’%ﬁﬁiﬁ&ﬁiﬁ?ﬁJ%aﬁii’?éaéa%?%??giks'] 0912;85707 Requires Prior Authorization Requires Prior Authorization Reqires Prior Authorization Requires Prior Authorization 04/01/24 None
[CXCL1] ca0498E078 MPO), cg17901554 [DHOR24 DT], oq21161138 [AHRR], and cg126561 12 [EHDA),
GPCR and digital PCR, whole blood, algorithm reported as detected or not detected for CHD

Oncology 1suhd organ neoplasia), targeted genomic sequence anslys\s panel of 361 genes interrogation for
0444U gene fusior or other using DNA Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 04/01/24 None
FEFPE) tumor tissue, report of clnically signitcant varant(s

Carrier screening for severe inherited conditions (eg, cystic fibrosis, spinal muscular atrophy, beta
04400 hemoglobinopathies [including sickle cell disease], aipha thalassemia), regardiess of race or self-dentified

ancsshy ‘genomic sequence analysis panel, must include analysis of 5 genes (CFTR, SMN1, HBB, HBA1, Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 04/01/24 None
HBA2)
Oncology (bladder), methylated PENK DNA detection by linear target enrichment-quantitaive methylation- i . ) A ) ) )

0452U e N Y o et e et Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07101124 None
Oncology (colorectal cancer), cel-free DNA (cfDNA), methylation-based quaniitative PCR assay (SEPTING,

0453V IKZF1, BCAT1, Septin9-2, VAV3, BCAN), plasma, reported as presence or absence of circulating tumor DNA Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07/01/24 None
(cDNA)
Rare dise disorders), i of copy number variations, inversions, i . ) - ) ) )

0454U R O o ortcalon of opy nuTbor vt Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07101724 None
Oncology, whole blood or buccal, DNA single-nucleotide polymorphism (SNP) genotyping by real-time PCR of P . ) - )

0460 e M S ey s Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization o7/01/24 None

of leotid (SNP) genotyping by real-time PCR

041U O S o et S oA e mpaclSs Goneat aatont and Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07101724 None
reported phenolypes
Oneolog (colrecial)sreening quarifaie el me aget and sinal amlfaton, melhaed DNA

0464U markers, including LASS4, LRRC4 and PPP2RSC, a reference marker ZDHHC1, and a protein marker (fecal Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization o7/01/24 None
hemoglobin), utilizing stool, algorithm reported as a positive or negative result

0465U Oncology (urothelial carcinoma), DNA, quantitative methylation-specific PCR of 2 genes (ONECUT2, VIM), Requires Prior Authorization Requires Prior Authorization Reqires Prior Authorization Requires Prior Authorization 07/01/24 None

algorithmic analysis reported s positive or negative
Cardiology (coronary artery disease [CAD]), DNA, genome-wide association studies (564856 single-nuceotide

0466U polymarptisms [SNes), trgeled vartant genolyping),ptint festyle and ciicl data, buccalswa agorihm Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 07101124 None
reported as polygenic risk to acquired heart disease
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Procsdure Code Full Descripti

0467U

0469U

0470U

0473V

0474V

0475U

0476U

0477V

0478U

0481U

0485U

0486U

0487U

0488U

0489U

0493V

0494U

04950

0496U

0497V

0498U

0499U
0501U

0506U

0507U

0508U

0509U

0510U

0516U

0523U

0529U

0530U

0532V

0533U

0534V

0536U

0537V

Oncology (bladder), DNA, next-generation sequencing (NGS) of 60 genes and whole genome aneuploidy,
urine, algorithms reported as minimal residual disease (MRD) status positive or negative and quantitative
disease burden

Rare diseases (constitutional/heritable disorders), whole genome sequence analysis for chromosomal
abnormalities, copy number variants, duplications/deletions, inversions, unbalanced translocations, regions of
homozygosity (ROH), inheritance pattern that indicate uniparental disomy (UPD), and aneuploidy, fetal sample
(amniotic fluid, chorionic villus sample, or products of conception), identification and categorization of genetic
variants, diagnostic report o fetal resuls based on phenotype with matenal sample and paternal sample, if
performed, as andlor maternal cell

Oncology (oropharyngeal), detection of minimal residual disease by next-generation sequencing (NGS) based
quantitative evaluation of 8 DNA targets, cell-free HPV 16 and 18 DNA from plasma

Oncology (solid tumor), next-generation sequencing (NGS) of DNA from formalin-fixed paraffin-embedded

(FFPE) tissue with comparaive sequence analysis from a matched normal specimen (blood or saliva), 648

genes, intrrogaton orsequence varians, nserion and delson alterations, copy number varian's,
instability, and i

Hereditary pan-cancer (eg, hereditary sarcomas, hereditary endocrine tumors, hereditary neuroendocrine
tumors, hereditary cutaneous melanoma), genomic sequence analysis panel of 88 genes with 20
duplications/deletions using next-generation sequencing (NGS), Sanger sequencing, blood or saliva, reported
as positive or negative for germiine variants, each gene

Hereditary prostate cancer-related disorders, genomic sequence analysis panel using next-generation
sequencing (NGS), Sanger sequencing, muliplex ligation-dependent probe amplification (MLPA), and array
comparative genomnic hybridization (CGH), evaluation of 23 genes and duplicationsideletions when indicated,
pathologic mutations reported with a genelic risk score for prostate cancer

Drug metabolism,peychiaty (eg, major depressive isorder, general aniey isorder, atetion dfit
yperactty cisorder [ADHDJ, schzopheria). whole blood, buccal suab, and pharmacogenomi genatyping
74 ganes and CYP2D6 copy nurber variant analysis and reportad phenolyses

Drug metabolism, psychiatry (eg, major depressive disorder, general anxiety disorder, attention deficit
hyperactivity disorder [ADHD], schizophrenia), whole blood, buccal swab, and pharmacogenomic genotyping
of 14 genes and CYP2D copy number variant analysis, including impacted gene-drug interactions and
reported phenotypes

Oncology (non-small cell lung cancer), DNA and RNA, digital PCR analysis of 9 genes (EGFR, KRAS, BRAF,
ALK, ROS1, RET, NTRK 123, ERBE2, and MET) in formalin- fxed d parain-embecded (FFPE] ssue,

for si variants, and reported as
BermeEl Betactod et o nerapy selection

IDH1 (isocitrate dehydrogenase 1 [NADP+]), IDH2 (isocilrate dehydrogenase 2 [NADP+]), and TERT
(telomerase reverse transcriptase) promoter (eg, central nervous system [CNS] tumors), next-generation
sequencing (single-nucleotide variants [SNV], deletions, and insertions)

Onoology (soid tumor). calree DNA and RNA by nexlgenerallon sequencing, nerpretative ropot for
germline mutations, clo
variants, small mssmons/ds\etlcns‘ copy number a\leraﬁuns‘ lus\ons mmrusa(e\llts mstab\llty and tumor
mutational burden

Oncology (pan-solid tumor), next-generation sequencing analysis of tumor methylation markers present n cell-
free circulating tumor DNA, algorithm reported as quantitative measurement of methylation as a correlate of
tumor fraction

Oncology (solid tumor), celi-free circulating DNA, targeted genomic sequence analysis panel of 84 genes,
interrogation for sequence variants, aneuploidy cted gene copy number and losses, gene
rearrangements, and microsatellte instabilty

Obtetis fetal antigen noninvasiv prenatal test), ll o DNA sequence analysis for detoctionof ol
presence o absence of 1 or more of the Rh, C, c, D, E, Duffy (Fya), or Kell (K) antigen in alloimmunized
Pregnancies. roporte a5 selected antigen(s) detsctsd o nof detocied

Obshamcs 1sln%‘ gans noninvasive prenatal test), cell-free DNA sequence analysis of 1 or more targets (eg,

BI , HBA2) to identify paternally inherited pathogenic variants, and relative mutation-
dosage analysis based on molecular counts to determine fetal inheritance of maternal mutation, aigorithm
reported as a fetal risk score for the condition (eg, cystic fibrosis, spinal muscular atrophy, bef
hemoglubmopam\es fincluding sickle cell msease] alpha thalassemia)

cell-free DNA (CfDNA) using next-generation
it caperiog 24 percenlage oo cariod ca 166 DA
Red blood cell antigen (fetal RhD gene analysis), next-generation sequencing of circulating cell-free DNA
(cfDNA) of blood in pregnant individuals known to be RhD negative, reported s positive or negative

Oncology (prostate), analysis of circulating plasma proteins (PSA, PSA, KLK2, PSP94, and GDF15),
germiine polygenic risk score (60 variants), clinical information (age, family history of prostate cancer, prior
negative prostate biopsy), algorithm reported as risk of ikelihood of detecting clinically significant prostate

Oncology (colorectal), cell-free DNA, 8 genes for mutations, 7 genes for methylation by real-time RT-PCR, and
4 proteins by enzyme-linked immunosorbent assay, blood, reported positive or negative for colorectal cancer
or advanced adenoma ris|

Oncology (prostate), MRNA gene-expression profiing by real-time RT-PCR of 6 genes (FOXM1, MCI
MTUS, TTC21B, ALAS1, and PPPZCA), utiizing formalin-fixed paraffin-embedded (FFPE) tisste, a\gon(hm
reported as a risk score for prostate cancer

Oncology (colorectal), next-generation sequencing for mutation detection in 43 genes and methylation pattern
in 45 genes, blood, and formalin-fixed paraffin-embedded (FFPE) tissue, report of variants and methylation
pattern with interpretation

Oncology (colorectal and lung), DNA fror d (FFPE) tss

sequencing of 8 genes (NRAS, EGFR, CTNNEH PIKBCA APC BRAF KRAS and TP53), Ptaton dgtecion

Oncology (colorectal), blood, quantitative measurement of cel-free DNA (cfDNA)
Gastroenterology (Barrett's esophagus), esophageal cells, DNA methylation analysis by next-generation

sequencing of at least 89 differentially methylated genomic regions, algorithm reported s likelihood for
Barrett's esophagus

Oncology (ovarian), DNA, whol sequencing with 5 ine (ShmC) enrichment, using
whale blood or lasma. lgorthm reportd a5 ancer delected or ot deteced
edicin of d cell-free DNA using 40 single-nuceotide

polymorphiems (SNPS). plasma‘ and urine, initial aton reported as percentage of donor-derived cell-free
DNA with risk for active rejection

d cell-free DNA using up to 12 single-nucleotide
polymorphisms (SNFs) prevlously identified, plasma, reported as percentage of donor-derived cell-free DNA
with risk for active rejection

Oncology (pancreatic cancer), augmentative algorithmic analysis of 16 genes from previously sequenced RNA
whole-transcriptome data, reported as probability of predicted molecular subtype

Drug metabolism, whole blood, pharmacogenomic genotyping of 40 genes and CYP2D6 copy number variant
analysis, reported as metabolizer status

Oncology (solid tumor), DNA, qualitative, ion sequencing (NGS) of de variants
(SNV) and insertion/deletions in 22 genes utiizing formaiin fixed parain- Combaddbd tamie. reported as
presence or absence of mutamnqs) location of mutanonqs) nucleotide change, and amino acid change

gy (ver [VTE)), g leotid vari
incuding 7% &t P gene analysi, and Leiden variant, by mlcroarray analysis, saliva, report as risk score for

Oncology (pan-solidtumor), DA, ulzing plasma next-gensration sequencing (NGS) of 77 genes B
fusions, microsatellite instability, and tumor mutation burden, interpretative report for single-nucleotide
variants, copy-number alterations, with therapy association

Rare discases (consttutonal dissassheretary disorders) rapid whol genome and mitachondial DNA
sequencing for single-nucleotide variants, ‘copy number variations, peripheral blood, buffy
Goal, saiva, buccalor isse SamPps, resull reported as posite of negatve

Drug metabolism (acverse dug rescions and drug respanse),genalyping of 16 genes (e, ABCG2, CYP2835,
CYP2C5, OYP2C1G, P20, CYP2DG, CYPIAB, CYPAFD, DPYD, GEPD, GGCX. NUDT15, SLCG1B1,
TPMT, UGT1A1, VKORC1), reported as metabolizer status and transporter function

Oncology (prostate), microRNA, single-nucieotide polymorphisms (SNPs) analysis by RT-PCR of 32 variants,
using buccal swab, algorithm reported as a risk score

Red blood cell antigen (fetal RhD), PCR analysis of exon 4 of RHD gene and housekeeping control gene

GAPDH from whole blood in pregnant individuals at 10+ weeks gestation known to be RhD negative, reported
as fetal RhD status

Oncology (colorectal cancer), analysis of cell-free DNA for epigenomic patterns, next-generation sequencing,
2500 differentially methylated regions (DMRS), plasma, algorithm reported as positive or negaive
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Procsdure Code Full Descripti

0538U

0539U

0540U

0543U

0544V

0549U

0552U

0553U

0554U

0555U

0560U

0561U

0562U

0565U

0566U

0567U

0569U

0571V

0572U

0575U

0576U

0578U

0582U

0583U

0585U

0586U

0592U

0597V

07947

60327
G9143
53800
$3840

S3841
3842
S3844
53845
$3846
$3850
$3852
3854

83861

Onoology {soi tumor). oxt generation trgeted sequencing analyss formalin-fxod parffi-embedded
(FFPE) tumor tissue, DNA analysis of 600 genes, interrogation for single-nucleotide variar
rSertinsitlelions, gen reanGomonte_and copy nirsoes aoratons, mcrosataie natbilty, tumor
mutation burden, reported as actionable variant

Oncology sold tumor).celree iculating fumor DNA (GlDNA), 152 genes, next-generation sequencing,
ene

Hermins o ioemaiiat ey, bing hole.blosd samuies, muiatons wi cirica attonasiiy
reported as actionable variant

medici cell-free DNA using jencin
aneiyds of lasma, reporicd &6 percenge o oo dered agies DNA 13 dctraime pmbamlmy afrfaction

Oncology (solid tumor), next-generation sequencing of DNA from formalin-fixed paraffin-embedded (FFPE)
tissue of 517 genes, interrogation for single- nucleotide variants, multi-nucleotide variants, insertions and
deletions from DNA, fusions in 24 genes and spiice variants in 1 gene from RNA, and tumor mutation burden
Nephrlogy (ransplant monioring), 48 vriants by dgital PCR, using oelfee DNA flom plasa, donor-
derived cell-free DNA, percentage reported as risk for rej

Oncology (urothelia), DNA, quantitative methylated real-time PCR of TRNA-Cys, SIM2, and NKX1-1, using

urine, diagnostic algorithm reported as a probabilty index for bladder cancer andor upper tract urothelial
carcinoma (UTUC)

medicine (prei ion genetic analysis for known genetic disorders from
trophectoderm biopsy, linkage analysis of disease-causing locus, and when possible, targeted mutation
analysis for known familial variant, reported as low-risk or high-risk for familial genetic disorder

edicine (prei ion genetic analysis of 24
genomic sequence analysis from embryonic trophectoderm for structural rearrangements, aneuplu\dy‘ anda
mitochondrial DNA score, results reported as normal/balanced (eupioidy/balanced), unbalanced strucural
rearrangement, monosomy, risomy, segmental aneuploidy, or mosaic, per embryo tested

medn:me genetic analysis of 24 ing

biopsy for aneuploidy, ploidy, a mitochondrial DNA score, and
Embryo auaity contol s reported as normal (euploidy), monosomy, trisomy, segmental aneuploidy,
triploid, haploid, or mosaic, with quality control resuits reported as contamination detected or inconsistent
cohort when applicable, per embryo tested

medicine genetic analysis of 24
genomic sequence analysis from embryonic trophectoderm for structural rearrangements, aneuploidy, ploidy,
a mitochondrial DNA score, and embryo quality control, results reported as normalbalanced
(euploidy/balanced), unbalanced structural rearrangement, monosomy, trisomy, segmental aneuploidy,
triploid, haploid, or mosaic, with quality control results reported as contamination detected or inconsistent
cohort when applicable, per embryo tested

Oncology (minimal residual disease [MRD)), genormic sequence analysis, cell-free DNA, whole blood and
tumor tissue, baseline assessment for design and construction of a personalized variant panel to evaluate
current MRD and for comparison to subsequent MRD assessments

Oncology (minimal residual disease [MRD]), genomic sequence analysis, cell-free DNA, whole blood,
subsequent assessment with comparison to initial assessment to evaluate for MRD

Oncology (solid tumor), targeted eromic sequerce analysis, 33 genes, detection of single nucleoide variants
(SNVS), insertions and deletions, and in human genomic circulating
Galires DN, pizsma, reportad 26 presence of actonable variants

Oncology (hepatocellular carcinoma), next-generation sequencing methylation pattern assay to detect 6626
epigenetic alterations, cell-free DNA, plasma, algorithm reported as cancer signal detected or not detected

Oncology (lung). GPCR-based analysis of 13 differentially methylated regions (CCDC181, HOXA7, LRRCBA,
MARCHF 11, MIR129-2, NCOR2, PANTR1, PRKCB, SLC9A3, TBR1_2, TRAP1, VWC2, ZNF781), pleural
fluid, algorithm reported as a qualitative result

Rare diseases i itable disorders), whole-g sequence analysis combination of short and
long reads, for leotide variants, and intronic variants, copy number
variants, duplm«mns/delemns ‘mobile element insertions, runs of homazygosity, aneuploidy, and mversmns
mitochondrial DNA sequence and deletions, short tandem repeat genes, methylation status of sel

regions, blood, saliva, amniocentesis, chorionic villus sample or tissue, identification and calegonzanon of
genetic variants

Oncology (solid tumor), next-generation sequencing analysis of tumor methylation markers (>2
differentially methylated regions) present in cell-fee circulating tumor DNA (ctDNA), whole iy algomhm
reported as presence or absence of CDNA with tumor fraction, if appropriate

Onoology (sold tumor), DNA (80 enes) and RNA (10 genes) by next generation ssquencing, pasm,
including iants, py-number alterations, instabilty, and
fusions, repurled as cllmcal\y an\\unab\e variants

Oncology (prostate), high-throughput telomere length quantification by FISH, whole blood, diagnostic aigorithm
reported as risk of prostate cancer

Transplantaion mediine (iver allogaf ejection), miRNA gon expression profiing by RT-PCR of 4 genes
(miR-122, miR-885, miR-23a housekeeping, spike-in control), serum, algorithm reported as risk of liver
llogaft reection

Transplantation medicine (liver allogratt rejection), quantitative donor-derived cell-free DNA (cfDNA) by whole
genome next-generation sequencing, plasma and mRNA gene expression profiling by multplex real-time PCR
of 56 genes, whole blood, combined agorithm reported as a rejection risk score

Onoology (etaneous melanoma), RNA, gene expression profing by eak-ime gRCR of 10 genes (8 contrt
utiizing f d (FFPE) tissue, algorithm reports a bin
resu\t either low-risk or high-risk for sentinel Iymph node metastasis and recurrence

Rare diseases (consitutional disease/hereditary disorders), rapid whole genome DNA sequencing for single-

nucleotide variants, insertions/deletions, copy number variations, blood, saliva, issue sample, variants
reported

Rare dissases (consiuonaldiseasalhareditary d\sardersi rapid whole genome comparator DNA sequencing
mber variations, blood, saliva, tissue sample,
varianis reporled With praban rosuls (List eparstaly i addition o code fo primary procedure

Targeted genomic sequence analysis panel, solid organ neoplasm, circulating cell-free DNA (cfDNA) analysis
from plasma of 521 genes, interrogation for sequence variants, gene copy number amplifications, gene
rearrangements, and microsatelite instabilty, report shows identified mutations, including variants with clinical
actionability

Oncology, mRNA, gene expression profiling of 216 genes (204 targeted and 12
housekeeping genes), RNA expression analysis, formalin-fixed paraffin-embedded (FFPE) tissue, quantiative,
reported as log2 ratio per gene

Oncology (rematolymphoid neoplasms). DNA, targeted genomic sequence of 417 gones interrogation for
gene fusions, utiizing d (FFPE) tumor tissue,
fesults report clinically significant variant(s)

Oncology (breast), RNA expression profling of 329 genes by targeted next-generation sequencing and 20
proteins by multiplex immunofiuorescence, formalin-fixed paraffin-embedded (FFPE) tissue, aigorithmic
analyses to determine tumor-recurrence risk score

Patentspecifc, assistive, uls-based algorhm o ranking pharmaco-oncologi reatment opﬁuns based on
the patient's tumor-specific cancer marker information obtained from prior molecular

immnahistochemical o ather pathology resuls wiich have been previosl interpreled and eported
separately

Colorectal cancer screening; blood-based biomarker

Warfarin responsiveness testing by genetic technique using any method, any number of specimen(s)
Genetic testing for amyotrophic lateral sclerosis (ALS)

DNA analysis fo germine mutatons of e RET proto-cncogene for susceptiviiy to muliple endocrine
neoplasia type

Genetic testing for retinoblastoma
Genetic testing for Von Hippel-Lindau disease

DNA analysis of the connexin 26 gene (GJB2) for susceplibillty to congenital, profound deafness
Genetic testing for alpha-thalassemia

Genetic testing for hemoglobin E beta-thalassemia

Genetic testing for sickle cell anemia

DNA analysis for APOE epsilon 4 allele for susceptibilty to Alzheimer's disease

Gene expression profiing panel for use in the management of breast cancer treatment

Genetic testing, sodium channel, voltage-gated, type V, alpha subunit (SCNSA) and variants for suspected
Brugada Syndrome
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Requires Prior Authorization
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Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
Requires Prior Authorization
Requires Prior Authorization
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Requires Prior Authorization
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Requires Prior Authorization

04/01/25

04/01/25

04/01/25

04/01/25

04/01/25

04/01/25

07/01/25

07/01/25

07/01/25

07/01/25

07/01/25

07/01/25

07/01/25

07/01/25

07/01/25

07/01/25

07/01/25

07/01/25

07/01/25

10/01/25

10/01/25

10/01/25

10/01/25

10/01/25

10/01/25

10/01/25

10/01/25

10/01/25

07/01/23

07/01/21
08/03/09
07/01/07
07/01/03

07/01/03
07/01/03
07/01/03
07/01/03
07/01/03
07/01/03
07/01/03
01/01/06

10/01/08

None

None
None
None
None
None

None

None

None

None

None
None
None
None

None
None

None

None
None

None
None
None
None

None
None

None
None

None

None

None
None
None

None

None
None
None
None
None
None
None
None

None
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Procsdure Code Full Description How Code is Managed- Commercial HowCodeMensosd dhucseite How Code is Managed- Independent Lab Medicaid How Code is Managed- Medicare AMA Effective Date Termination Date

53865 Comprehensive gene sequence analysis for hypertrophic cardiomyopathy Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 04/01/09 None
53866 Genetic anaysis fora inrm;a;my mutation for ic cardi (HCM) in an individual with a Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization Requires Prior Authorization 04/01/09 None
53870 ggg‘gz’f;xj,gﬂ@;}m;’ﬂ':fgﬁ"w‘CGH’ microarray testing for developmental delay, autism spectrum Requires Prior Authorization Reqires Prior Authorization Requires Prior Authorization Requires Prior Authorization 04/01/09 None
Footer 1 CPT® copyright 2025 American Medical Association. All ights reserved. CPT is a registered rademark of the

American Medical Association.
Requires Prior Authorization
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