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

81354

81355

81361

81362

81363

81364

81400

81401

81402

81403

81404

81405

81406

81407

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

c ide) analysis for of structural
and copy number variants, optical genome mapping (OGM)

VKORC1 (vitamin K epoxide reductase complex, subunit 1) (eg, warfarin metabolism), gene analysis, common
variant(s) (eg, -1639G>A, ¢.173+1000C>T)

HBB (hemoglobin, subunit beta) (eg, sickle cell anemia, beta thalassemia, hemoglobinopathy); common
variant(s) (eg, HbS, HbC, HDE)

HBB (hemoglobm 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 germiine variant [eg, SNP] by techniques
such as restriction enzyme digestion or melf curve analysis)

Molecular pathology procedure, Level 2 (eg, 2-10 SNPs, 1 methylated variant, or 1 somatic variant [:ypwauy
using nonsequencing target variant analysis], or detection of a dynamic mutation disorderfriplet repeat)

Molecular pathology procedure, Level 3 (eg, >10 SNPs, 2-10 methylated variants, or 2-10 somatic variants
[typically using non-sequencing target variant analysis), immunoglobulin and T-cell receptor gene
rearrangements, duplication/deletion variants of 1 exon, loss of heterozygosity [LOH], uniparental disomy
[UPD])

Moleuiarpathology procodure, Lovel 4 (og, anlyss of single oxon by DNA sequenco analyss, analsis of
amplicons using multiplex PCR in 2 or more independent reactions, mutation scanning o

duphcanon/de\enon 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, o characterization of a dynamic mutation

disorderltiplet repeat by Southern biot 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)
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81408

81410

81411

81413

81414

81415
81416

81417

81418

81419

81422
81425
81426

81427

81430

81431

81432

81434

81435

81437

81439

81440

81441

81442

81445

81448

81449

81450

81451

81455

81456

81457

81458

81459

81460

81462

81463

81464

81465

81470

Molecular pathology procedure, Level 9 (eg, analysis of >50 exons in a single gene by DNA sequence
analysis)

Aortic dysfunction or dilation (eg, Marfan syndrome, Loeys Dietz syndrome, Ehler Danlos syndrome type IV,
sl ortucsy syncrame) qetanic sequencs analysi panel, mustnclud sequencingof tleast S genes,
including FBN1, TGFBR1, TGFBR2, COL3A1, MYH11, ACTA2, SLC2A10, SMAD3, and M

Aottic dysfunction or dilation (eg, Marfan syndrome, Loeys Dietz syndrome, Ehler Danlos syndrome type IV,
arterial tortuosity syndrome); duplication/deletion analysis panel, must include analyses for TGFBR,
TGFBR2, MYH11, and COL3A1

Cardiac ion channelopathies (eg, Brugada syndrome, long QT syndrome, short QT syndror
Salacholminerlc polmorshic ventcular achycarda: genomlesequence snalylspenl st indude
sequencing o tleas! 10 genes, including ANK2, CASG2, CAV3, KCNET, KCNE2 KCNHZ, KCNZ, KON,
RYR2, and SCNSA

Cardiac ion channelopathies (eg, Brugada syndrome, long QT syndrome, short QT syndrome,
catecholaminergc polymorphic venticular tachycardia; dupicaton/deletion gene analysis panel, must incude
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 or 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); ro -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 duplication/deletion analysis

Epilepsy genomic sequence analysis panel, must include analyses for ALDH7A1, CACNA1A, CDKLS, CHD2,
GABRG2, GRIN2A, KCNQ2, MECP2, PCDH19, POLG, PRRT2, SCN1A, SCN1B, SCN2A, SCN8A, SLC2A1,
SLC9A6, STXBP1, SYNGAP1, TCF4, TPP1, TSC1, TSC2, and ZEB2

Fetal chromosomal mirodeleton(s) genomic sequence analysis (eg, DiGeorge syndrome, Cr-u-hat
syndrome), circulating cell-free o SN ot oo

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 genome sequence (eg, updated knowledge or unrelated condition/syndrome)

Hearing loss (eg, nonsyndromic hearing loss, Usher syndrome, Pendred syndrome): genomic sequence
analysiepan, must nclude scquencing ofatezst 60 gencs, ncluding CDHZ3, CLRNY, GJE?, PR,
MTRNR1, MYO7A, MYO15A, PCDH15, OTOF, SLC26Ad, TMC1, TMPRSS3, USH1C, USH1G, USH2A, and

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

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

Herediaryreinaldisoders g, reinis pigmentosa, Leber congenital amaurosis, cone-fod dystop
genomic sequence analysis panel, must include sequencing of at least 15 genes, including Af b ioat,
CRBI, 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
yndrome, famiial adenomalosis polyposi), enomic sequence analyss pansl 5 of more genes, nerfogaton
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

Hereditary cardi (eg i dilated
veniricular cardiomyopathy), GEnOMIc sequonce analys panel, must nciude Sequending of at least .
cardiomyopathy-related genes (g, DSG2, MYBPC3, MYH7, PKP2, TTN)

Nuclear encoded mitochondrial genes (eg, neurologic o myopathic phenotypes), genomic sequence panel,
must include analysis of at least 100 genes, including BCSTL, C10orf2, COQ2, COX10, DGUOK, MPV17,
OPA1, PDSS2, POLG, POLG2, RRM2B, SCO1, SCO2, SLC25A4, SUCLAZ, SUCLG1, TAZ, TK2, and TYMP

Iahered bone martow falure syndromes (IBMFS) (eg, Fanconi anemia,dysksralosis congenita, Diamond-
Blackfan anemia, Stwachman-Diamond syndrome, GATAZ defiiency syndrome, congental amegakaryocytc
rombocytopenia) sequence analysis panel, must include sequencing of at least 30 genes, including B"

BRIP1 DKC1, FANCA, FANC, FANCC, FANCD2, FANCE, FANCF, FANCG, FANCL FANCL GATAT
MPL, NHP2, NOP10, PALB2, RAD51C, RPL11, RPL35A, RPLS, RPS10, RP$19, RPS24, RPS26,
RPS7 sst 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
atleast 12 genes, including BRAF, CBL, HRAS, KRAS, MAP2K1, MAP2K2, NRAS, PTPN11, RAF1, RIT,
SHOC2, and SO$1

Solid organ neoplasm, genomic sequence analysis panel, 5-50 genes, interrogation for sequence variants and
copy number variants or rearrangements, if 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 (g, BSCL2, GJB1, MFN2,
MPZ, REEP1, SPAST, SPG11, SPTLC1)

Sold organ neoplasm, genomic sequence analysis pansl, 550 genes, nerrogaton forsequence variants and
copy number variants or rearrangements, if performed; RNA analys

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 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; DNA analysis or combined DNA and RNA analysis

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

Solid organ neoplasm, genomic sequence analysis panel‘ interrogation for sequence variants; DNA analysis,
microsateliite instabilty

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

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

Whole mitochondral genome (eg, Leigh syndrome, mitochondrial encephalomyopathy acic acidosis and
stroke-like episodes [MELAS), myoclonic epilepsy with ragged-red fibers [MERFF], neropathy, ataxia, and
Tetinis pigmentosa (NARP), Labar herecitary epti neuropainy [LHON]) genomic sequence, must inciudo
sequence analysis of entire mitochondrial genome with heteroplasmy detection

Solidorgan nsopiasm, genomic sequence analysi panel elree nuclec aid (eg,plasma), nerrogation for
sequence variants; DNA analysis or combined DNA and RNA analysis, copy number variants
rearrangements

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

Solid organ neoplasm, genomic sequence analysis panel, cell-ree nucleic acid (eg, plasma), interrogation for
uence variants; DNA analysis or combined DNA and RNA analysis, copy number variants, microsatelite
instability, tumor mutation burden, and rearrangements

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

Xdlinked intellectual disability (XLID) (eg, syndromic and non-syndromic XLID); genomic sequence analysis
panel, must include sequencing o at least 60 genes, including ARX, ATRX, CDKL5, FGD1, FMR1, HUWET,
IURAPL KDMSC, L1CAM, MECP2, MED12, MID1, OCRL, RPSGKAS and SLC16A2
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01/01/15
01/01/15
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01/01/23

01/01/21

010117
01/01/15
01/01/15

01/01/15

01/01/15

01/01/15
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01/01/16

01/01/15

01/01/16

01/0117

01/01/15
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01/01/16

01/01/15
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None

None
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81471

81479
81490

81493

81500

81503

81504

81518

81519

81520

81521

81522

81523

81524

81525

81529

81535

81536

81538

81539

81540

81541

81542

81546

81551

81552

81554

81558

81595

81596

81599
0001V

0002M

0003M

0004M

0005U

0006M

0007M

0011M

0012M

0013M

0016M

0017M

0018U

Xdlinked intellectual disability (XLID) (eg, synd d dromic XLID):
analysis, must nclude analysis of a ssst 80 genes, Ncluing ARX, ATRX. COKLb, FGDI. FMRI HUWET,
IL1RAPL, KDMSC, L1CAM, MECP2, MED12, MID1, OCRL, RPS6KA3, and SLC16A2

Unlisted molecular pathology procedure

Autoimmune (fheumatoid arthritis), analysis of 12 biomarkers using immunoassays, utilizing serum, prognostic
algorithm reported as a disease activity score

Coronar atey cisease, mRNA, gen expression profing by feabtime RT-PCR of 23 s, uizing 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

Oncology (ovarian), biochemical assays of five proteins (CA-125, apolipoprotein A1, beta-2 microglobulin,

transferrin, and pre-albumin), utiizing serum, algorithm reported as a fisk 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-me RT-PCR of 11 genes (7 content and 4
utlizing tissue, algorithms reported as percentage risk for

et aslrranca nd Talhaod of oena o extondsd ardogins 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

Oncolagy breast, mRNA eno exprossionprofing by ybrd captur o 8 genes (5 content and 8
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 profiling 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 seauencing gene cxpresson profiling of 70 content genes and 31
genes, utiizing dded tissue, algorithm reported as index related to
tisk to distant metastasis

Oncology (central nervous system tumor), DNA methylation analysis of at least 10,000 methylation sites,
utiizing DNA exiracted from formalin-fixed tumor tissue, algorithm(s) reported as probabilty of matching
reference tumor family and class, and MGMT (O-6-methylguanine-DNA methyltransferase) promoter
methylation status, if performed

Onoology (eaon), mRNA gene xoression ) profiing by real-ime RT-PCR of 12 genes (7 contentand 5
tissue, algorithm reported as a recurrence score

Oncology (cuzaneous me\ancmai mRNA, gene expression profling by rosktime RTPCR of 31 genes (28
content an ng tissue, algorithm reported as
Tecurtenca isk.incuting ikeltood of santinel 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 DAPI 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 signaturs, incluing amylid A, utizing seum, progrostio and
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 probability score

Onoology turor of unknoun orign). MRNA, gens expression profing by reatme RT-PCR of 2 gencs (67
content and 5 housekeeping) to classify tumor into main cancer type and subtype, utiizing formalin-fixed
paraffin-embedded tissue, algorithm reported as a probability of a predicted main cancer ype and subtype

Onoology (prostate). mRNA gene exprssion profing by rec e RT-POR of 46 enes (31 content and 15
tissue, algorithm reported s a disease-specific

mortality risk P

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, utilzing fine neede aspirate, algorithm
reported as a categorical result (eg, benign or suspicious)

Oncology (prostate), promoter methylatin profing by reaktime PCR of 3 genss (SSTP1, APC, RASSF)
utilzing formalin-fixed paraffin-embedded tissue, algorithm reported as a likeliood 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 haussKeeping).ullzng in nccle asprte or formalin-xed parlf-embedded ssli, aigoritm
reported as risk of metastasis

Pulmonary disease (idiopathic pulmonary fibrosis [IPF]), mRNA, gene expression analysis of 190 genes,
utiizing transbronchial biopsies, diagnostic algorithm reported as categorical result (eg, positive or negative for
high probability of usual interstitial pneumonia [UIP])

Transplantaton mediine (alograf efecton. Kiney), mRNA. gene expression profling by quantfative
polymerase chain reaction (qPCR) of 139 genes, utiizing whole blood, algorithm reported as

Catbgorization a6 iansplant xcalknte, whieh indicales e quissoance, of ol ranspiant excalience,
indicating subclinical rejection

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

Infectious disease, chronic hepatms C vlms (HCV) infection, six biochemical assays (ALT 'A2-macroglobulin,
apolipoprotein A-1, total bilirubin, utilizing serum, progn ithm reported as.
scores for fibrosis and necrolnﬂammalory activity in liver
Unlisted mulianalyte assay with algorithmic analysis
Red blood cell antigen typing, DNA, human erylhrocyte antigen gene analyss of 35 antigens from 11 blood
groups, utilizing whole blood, common RBC alleles reported

Liver disease, ten ys (ALT, A1, total biirubin, GGT,
aplogiobin, AST, glucose, toal cholesterol o triglycerides) Utilizing serum, prognostic algorithm reported as
quantitative scores for fibrosis, steatosis and alcoholic steatohepatits (ASH)

Liver disease, ten says (ALT, A2 i A, total birubin, GGT,
haptoglobin, AST, g\ucuse‘ otol chojesterol and reported as
quantitative scores for fibrosis, steatosis and nonaicoholic stealohepamls (NASH)

Scoliosis, DNA analysis of 53 single nucleotide polymorphisms (SNPs), using saliva, prognostic algorithm
reported as a fisk 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, utiizing
whole peripheral blood, algorithm reported as a nomogram of tumor disease index

Oncolagy,prostte 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 ris

Onoology (urthola, mRAA, g oxprossion prfling by roabtime quantiatve PR of o genss (DK,
XA13, CDC2 [CDK1], IGFBP5, and CXCR®2), utiizing urine, algorithm reported as a fisk score for having
rotelalcarcies

Oncology (rathela), mRNA, gen expression profiing by reakme quaniiative PCR o ive genes (DK,
C2 [CDK1], IGFBP5, and CXCR2), utilizing urine, algorithm reported as a risk score for having
recurrenl umthehal carcinoma

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

Oncology 1d|rfuse Iargs B cell ymphoma [DLECL]) MRNA, gene expression profiing by fluorescent probe

d tissue, algorithm reported as cell of origin

Oncology (thyroid), mlcmRNA profilng by RT-PCR of 10 microRNA sequences, utiizing fine needle aspirate,
algorithm reported as a positive or negative result for moderate to high risk of malignancy
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01/01/15

01/01/13
01/01/16

01/01/16

01/01/13

01/01/14

01/01/14

01/01/19

01/01/15

01/01/18

01/01/18

01/01/20

01/01/22

01/01/26

01/01/16

01/01/21

01/01/16

01/01/16

01/01/16

010117

01/01/16

01/01/18

01/01/20

01/01/21

01/01/18

01/01/20

01/01/21

01/01/25

01/01/16

01/01/19

01/01/13
02/01/17

01/01/13

01/01/13

01/01/13

05/01/17

01/01/15

01/01/15

01/01/18

04/01/18

04/01/18

10/01/20

01/01/21
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None

None
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None
None
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0019V

0020M

0022V

0026U

0030U
0032V
0034U

0036U

0037V

0045U

0047V

0048U

0050U

0055U

0060U

0067U

0069V

0070U

0071V

0072V

0073V

0074U

0075U

0076U

0079U

0084U

0087V

0088U

0089U

0090U

0094U

0101V

0102V

0103V

0111

0113V

0114U

0118U

0120V

0129V

0130U

0133V

Oncology, RNA, gene expression by whole transcriptome sequencing, formalin-fixed paraffin embedded tissue
or fresh frozen tissue, predictive agorithm reported as potential targets for therapeutic agents

Oncology (central nervous system), analysis of 30000 DNA methylation loci by methylation array, utizing DNA
extracted from tumor tissue, diagnostic algorithm reported as probability 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, reporled s 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 probabily of malignancy”)

Drug metabolism (warfarin drug response), targeted sequence analysis (ie, CYP2C9, CYP4F2, VKORC1,
112777823)

COMT (catechol-O-methyltransferase)(drug metabolism) gene analysis, c.472G>A (rs4680) variant

TP (Biopurine S-mattytrorstarse), NUBT15 1 fydlaso 150p bioputing melabolim)gono
analysis, common variants (ie, TPMT *2, *3A, *3B, *3C, *5,*6, *8, *12; NUDT15 *3, *

Exome (ie, somatic mutations), paired formalin-fixed para“m-embedded tumor tissue and nnrma\ specimen,
sequence analyses

Targeted genomic sequence analysis, solid organ neop\asm DNA anlysis o 32¢ genes,intrrogaton for

sequence variants, gene copy number tability and
tumor mutational burden

Qnoology (breastductalcarinoma in i) mRA, gene oxresson profing by realtime RT-PCR of 12 gencs
(7 content a utiizing d tissue, algorithm reported as
Ceoamonts e

Oncolagy (prostate), mRNA gere expression profing b reakime RT-POR o 17 gones (12 corent and 5
tissue, algorithm reported as a risk s

Oncology (solid organ neoplaswa) DNA targeted sequencing of protein-coding exons of 468 cancer-
associaled genes, including interrogation for somatic mutations and microsatelite instabilty, matched with
normal specimens, utlizing 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 ransplant), cell-free DNA, PCR assay of 96 DNA target sequences (94 single nucleotide
polymorphis targets and two control targes), plasma

Twin zygosity, genomic targeted sequence analysis of chromosome 2, using circulating cell-free fetal DNA in
maternal blood

Oncology mreasn, immunohistocheistry, protein expression pmnmg of 4 biomarkers (matrix

1 [MMP-1 dhesion molecule 6 [CEACAMS],
hyaluronoglucosaminidase [HYAL1], highly expressed in cancer prolem HEC1). formaiin-fxed parafin-
embedded precancerous breast tissue, algorithm reported s carcinoma risk sc

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

CYP2D6 (cytochrome P4S0, il 2, subfariy D poypeptide ) (0, g metabo) geno anayse
common and select rare variants (i, 2, 6.7, 78,9, 10, “11, 12, *13, "14A, *14B, *15,*17,
¥29,%35, *36, *41, *57, *61, '63, *68, "83, xN)

CYP2D6 (ctochyome P450, il 2 subfariy D plypaptide o) (g, drug metabos) gene analyss fl
gene sequence (List separately in addition to code for primary procedure)

CYP2DS (cytochrome P450, family 2, subfamily D, polypeptide 6) (eg, drug metabolism) gene analysis,
targeted sequence analysis (ie, CYP2D6-2D7 hybrid gene) (List separately in addition to code for primary
procedure)

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

CYP2DS (cytochrome P450, family 2, subfamily D, polypeptide 6) (eg, drug metabolism) gene analysis,
targeted sequence analysis (ie, non-duplicated gene when duplication/multiplication is trans) (List separately in
addition to code for primary procedure)

CYP2DS (cytochrome P450, family 2, subfamily D, polypeptide 6) (eg, drug metabolism) gene analysis,
targeted sequence analysis (ie, 5' gene duplication/multplication) (List separately in addifion to code for
primary procedure)

CYP2DS (cytochrome P450, family 2, subfamily D, polypeptide 6) (eg, drug metabolism) gene analysis,
targeted sequence analysis (ie, 3' gene duplication/multipiication) (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
cel 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 profiling of 1494 genes,
utilizing transplant biopsy tissue, algorithm reported as a probability score for rejection

Oncology (melanoma), gene expression profiling by RTqPCR, PRAME and LINC00518, superficial collection
using adhesive patch(es)

Oncology (cutaneous melanoma), mRNA gene expression profiing by RT-PCR of 23 genes (14 content and 9
utilizing d (FFPE) tissue, algorithm reported as a categorical
result (ie, benign, intermediate, mangnam)

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

Hereditary colon cancer disorders (eg, Lynch syndrome, PTEN hamartoma syndrome, Cowden syndrome,
famialadnomatosis polyposi) genomic sequence anaysi paneluiizing @ comoination of NGS, Sanger,
MLPA, and array CGH, with mRNA analytics to resolve variants of unknown significance when indicated (15
genes [sequencing and deletion/duplication], EPCAM and GREM1 [deletion/duplication only))

Hereditary breast cancer-related disorders (eg, hereditary breast cancer, hereditary ovarian cancer, hereditary
endomelria cancer), genomic sequence analyss panel uilizing a combinaton of NGS, Sange, MLPA, and

mRNA analyics to resolve variants of unknown significance when indicated (17 genes
fSoquencing and deleiioniduplication)

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))

Oncology (colon cancer), targeted KRAS (codons 12, 13, and 61) and NRAS (codons 12, 13, and 61) gene
analysis utilzing formalin-fixed paraffin-embedded tissue

Oncology (prostate), measurement of PCA3 and TMPRSS2-ERG in urine and PSA in serum following
prostali essage, by RNA ampificaion and florescance based deleclon, aigorthm reporied a5 ik score

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

medicine, f donor-derived cell-free DNA using whole genome next-generation
sequencing, plasma, reported as percenlage o dona-caried i roe DX the ot ol ORA

Oncology (B-call ymphams dassifcaton). mRNA, gene expression profling by luotescent probe hybridizetion
of 58 genes (45 content ar genes), f tissue, algorithm
Teporiad as kelhood fcrpnmary mediastinal B-cell lymphoma (PMBCL) and diffuse large B-cell lymphoma
(DLBCL) with cell of origin subtyping in the latter

Hereditary breast cancer-related disorders (eg, hereditary breast cancer, hereditary ovarian cancer, hereditary
endomerial cancer), genormic 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 prostate cancer-related disorders, targeted mRNA sequence analysis panel (11 genes) (List
separately in addition to code for primary procedure)

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
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Requires Prior Authorization

Requires Prior Authorization
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Requires Prior Authorization
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Requires Prior Authorization

Requires Prior Authorization

10/01/17

07/01/24

1000117

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

07/01/19

07/01/19

07/01/19

07/01/119

07/01/119

10001119

10/01/19

10/01/19

10/01/19

10/01/19

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
None

None

None
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Procsdurs Code Full Descripti

0134V

0136U

0137V

0138V

0153U

0156U
0157V

0158U

0159U

0160U

0161U

0162V

0169U

0170U

0171U

0172U

0173V
0175U

0179V

0203V

0205U

0209V

0211U

0212

0213V

0214V

0215U

0216U

0217V

0218U

0220V

0228U

0229V

0230U

0231U

0232V

0233U

0234V

0235U

0236U

0237V

Hereditary pan cancer (eg, hereditary breast and ovarian cancer, hereditary endometrial cancer, hereditary
colorectal cancer), targeted mMRNA sequence analysis panel (18 genes) (List separately in addition to code for
primary rocedure)

ATM (ataxi utaled) (¢g, ataia elangi mRNA sequence analysis (List separately in
Addition o code for primary procedure)

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

BRCA1 (BRCA1, DNA repair associated), BRCA2 (BRCA2, DNA repair associated) (eg, hereditary breast and
ovarian cancer) mRNA sequence analysis (List separately in adition to code for primary procedure)
Oncology (breast), mRNA, gene expression profiling by next-generation sequencing of 101 genes, uf
formalin-fixed paraffin-embedded tissue, algorithm reported as a triple negative breast cancer clinical
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
anaysis (List separately in addtion to code for primary procedure)

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

MSH2 (mutS homolog 2) (eg, hereditary colon cancer, Lynch syndrome) mRNA sequence analysis (List
separately in addition to 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)

Herediary coloncancer (Lynch syndrome), tageled mRNA sequence analysispanel (ML, MSH2, MSHS,
PNIS?) (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 (autism spectrum disorder [ASD]), RNA, next-generation sequencing, saliva, algorithmic analysis,
and results reported as predictive probability of ASD diagnosis

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 presence/absence

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-ixed paraffin-embedded tissue, algorithm quantifying tumor genomic instabilty 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 biood, reporied as a continuous risk score and classification of
inflammatory bowel disease aggressiveness

0 lated macular ion), analysis 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
maoular—degeneralicn risk associated with zinc supplemenls

of genomic regions for copy number,
el changes and areas of humozygusny T Shromossa S amaTies

Oncology (pan-tumor), DNA and RNA by next tion sequencing, utilzing formalin-fixed paraffin-
embedaed tesue, mtarpretaiie report for singla nucizotde variants, Gopy number ateratons, tumor
mutational burden, and microsatelite instability, with therapy association

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

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, each comparator genome (eg, 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, blood or saliva, identification and categorization of genetic
variants, each comparator exome (e, parent, sibling)

Neurology (inherited ataxias), genomic DNA sequence analysis of 12 common genes including small
uence 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’
mappabie regions, blood or saliva, identification and categorization of genetic variants

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

Oncology (breast cancer), image analysis with artificial nteligence 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 siides with machine learing, utilzing 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 receplor) (eg spinaland bulbar muscular alrophy, Kennedy disease, X chromosome
inactivation), full sequence analysis, including small sequence changes in exonic and intronic region:

deleions, lplications, short tander rapeat (STR) expansions, mob element inserios, and varinis n non-
uniquely mappable regions

CACNATA (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 i exonic and intronic regions, deletions, duplications, short
tandem repeat (STR) expansions, mobile element insertions, and variants in non-uniquely mappable regions

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) (eg, 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,
catecholaminerglcpaymorphic Ventriulr tachycardia), genamic sequenco analysis panl Including ANKZ,
CAS( , KCNH2, KCNJ2, KCNQ1, RYR2, and SCNSA, including small sequence
changes o oncnic and nromc regions, deletions, duplications, mobile element insertions, and variants in non-
uniquely mappable regions
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None
None

None
None
None

None
None
None
None
None
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None
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Procsdurs Code Full Descripti

0238U

0239V
0242

0244V

0245U

0246U

0250U

0252V

0253U

0254V

0258U

0260U

0262U

0264V

0265U

0266U

0267U

0268U

0269U

0270V

0271U

0272V

0273V

0274U

0276U

0277

0278U

0282V

0285U

0286U

0287U

0288U

0289U

0290U

0291V

0292V

0293V

0294V

0296U

02970

0298U

0299U

0300U

0306U

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, cel-free DNA, analysis of 311 or more
Targeted genomic sequence analysis panel, solid organ neoplasm, cell-ree circulating DNA analysis of 55-74
genes, interrogation for sequence variants, gene copy number amplfications, and gene rearrangements
Oncology (solid organ), DNA, comprehensive genomic profiling, 257 genes, interrogation for single-nucieotide
variants, nserlions/delefions, copy number alterafions, gene rearrangements, tumor-mafional burden and
instabilty, utizing f fin-embedded 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 blood groups with phenotype prediction of at
least 51 red biood 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 short tandem-repeat comparative analysis, fetal DNA from products of conception, reported
as normal (euploidy), monosomy, trisomy, or partial deletion/duplication, mosaicism, and segmental
aneuploi

Reproductive medicine (endometrial receptivity analysis), RNA gene expression profile, 238 genes by next-
generation sequencing, endometrial tissue, predictive algorithm reported as endometrial window
(eg,pi plive, receplive, post-recept

edicine (prei analysis of 24 ing embryonic
DNA genomic sequence analysis for aneup\oldy and a mitochonaral DNA soore in suplol émbiyos, reeus
reported as normal (euploidy), monosomy, trisomy, or partial deletion/duplication, mosaicism, and segmental
aneuplady. pe emoryolested

(psoriasis), MRNA, tion sequencing, gene expression profiing of 50-100 genes, skin-
surfac colcton ushg adhestie palch slgorhm reportd & feihood ofresponse o psoisis Hilogics
Rare disease: disorder y number variations, inversions,

s rS), i cop
insertions, translocations, and other structural variants by upucal genome mapping
Onoology s tumor). gone expresson proflng b real o RT-CR of 7 gens patiways (ER. AR, PI3K,
1APK, HH, TGFB, Notch), formalin-fixed paraffin-embedded (FFPE), algorithm reported as gene pathway
acnvuy score.
Rare diseases itable disorders), identification of copy number variations, inversions,
insertions, translocations, and other structural variants by optical genome mapping

Rare cunsiltuhonal and other heritable disorders, whulegenume and mitochondrial DNA sequence analysis,
and formalin-fixed paraffin-embedded (FFPE) tissue, saliva, buccal swabs or cell lines,

ideniicatin of single nucieaide and copy number varants

Unexplined coniuionalorother heriatledisordes o syndomes, ssue- specmc gene expression by

g jencing, bloo d (FFPE) tissue

or fresh frozen nssue. repurled as presence o absonce of spllclng or expression changes

Rare constitutional and other heritable disorders, identification of copy number variations, inversions,

insertions, translocations, and other structural variants by optical genome mapping and whole genome

sequencing

Hematology (atypical hemolytic remic yndrome HUS),genormic sequence analysis of 15 gencs, blood,

buccal swab, or amniotic fluid

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

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

Hematology (congenital neutropenia), genomic sequence analysis of 24 genes, blood, buccal swab, or
amniotic fiuid

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

Hematology (qeneto hyperfrinolysis, delayed besding) anlysi of  gencs (F13A1, F138, FGA, FGB, FGG,
SERPINAT, SERPINE1, SERPINF2 by next-generation sequencing, and PLAU by array comparative genomic
hybridization), blood, buccal swab, or amniotic fluid

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

Hematoogy (nherie trombocytoperia), genomic sequence analysis of 42 genes, blood,buccal swab, or
amniofic fi

Hematology (qeneli patle fnction csorder). genomic sequenc analysi 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
fluid

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

Onoology disease progression an responso monioringto radiation, chematherapy,or ot sytomatio
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-
methyitransferase) (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 risk 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 s a recurrence risk score

Neurology (Alzheimer disease), mRNA, gene expression profiling by RNA sequencing of 24 genes, whole
blood, algorithm reported as predictive risk score

Pain management, mRNA, gene expression profiling by RNA sequencing of 36 genes, whole bood, 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

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

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

Longevity and mortaliy risk, mRNA, gene expression profiling by RNA sequencing of 18 genes, whole biood,
algorithm reported as predictive risk score

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
signalure 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-ixed paraffin-embedded (FFPE) tissue, blood or bone martow, comparative sequence analyses
and expression level and chimeric transcript identification

Oncology (pan tumor), whole genome optical genome mapping of paired malignant and 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

Oncology (minimal residual disease [MRD)), next- genemuon targeted sequencing analysis, cell-free DNA,
initial (baseline) to determine a patient-specific panel for future to evaluate for MRD

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

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
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Requires Prior Authorization
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Requires Prior Authorization

Requires Prior Authorization

Requires Prior Authorization
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01/01/21

01/01/21
04/01/21

04/01/21

04/01/21

04/01/21

07/01/21

07/01/21

07/01/21

07/01/21

10/01/21

10101721

10/01/21

10101721

10/01/21

10101721

10/01/21

10101721

10/01/21

10/01/21

10001721

10/01/21

10101721

10/01/21

10/01/21

10001721

10/01/21

10/01/21

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

01/01/22

04/01/22

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
None

None
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Procsdurs Code Full Descripti

0307V

0313U

0314V

0315U

0317V

0318U

0319V

0320V

0326U

0329V

0331U

03320

0333V

0334U

0335U

0336U

0339V

0340U

0341V

0343V

0345U

03470

0348U

0349V

0350U
0355U
0356U

0362V

0363V

0364U

0368U

0379V

0388U

0389V

0391V

0392V

0395U

0398U

0401V

Oncology (minimal residual disease [MRD]), next-generation targeted sequencing analysis of a patient-specific
panel, cell-free DNA, subsequent assessment with comparison fo 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 probabily of neoplasia)

Oncology (cutaneous melanoma), MRNA gene expression profiling by RT-PCR of 35 genes (32 content and 3
housekeeping), utlizing formalin-fixed paraffin-embedded (FFPE) tissue, algorithm reported as a categorical
result (ie, benign, intermediate, malignant)

Oncology (cutaneous squamous cellcarcinoma), mRNA gene expression profiing by RT-PCR of 40 genes (34
content and 6 utilizing f d (FFPE) tissue, algorithm reported as
a categorical risk result (ie, Class 1, Class 2A, Class 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 risk for lung cancer
Pditrics (congenital epgeneti isordes) uhoe genomo methyaton anlysis by miroaray or 50 or more
genes, bl

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
more 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 deleton, gens reartangements, microsatlite nstabilty and tumor mutational burden
utilizing DNA and RNA from tumor with DNA from normal blood or saliva for subtraction, report of clinically
significant mulallon(s} with therapy associations

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

Oncology (pan-tumor), genetic profling of 8 DNA-regulatory (epigenetic) markers by quantitative polymerase
chain reaction (GPCR), whole blood, reported as a high or low probability 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

Oncolo%y (solid organ), targeted genomic sequence analysis, formalin-fixed paraffin-embedded (FFPE) tumor
tissue, DNA znalysws 84 or more genes, interrogation for Sequence variants, gene copy number
instability and tumor mutational burden

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

Rare diseases (consitutionaliheritable 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 hstsroplasmy and large
deletions, short tandem repeat (STR} {gene expansions, blood or saliva,

genetic variants, each comparator genome (g, parent)

Oncology (prostate), mRNA expression profiling of HOXCS and DLX1, reverse transcription polymerase chain

reaction (RT-PCR), first-void urine following digital rectal examination, aigorithm reported as probability of
high-grade cancer

Oncology (pan-cancer), analysis of minimal residual disease (MRD) from plasma, with assays personlized to
each patient based on prior next-generation sequencing of the patient's tumor and germiine DNA, reported as
absence or 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, trisomy, or partial deletion/duplication, mosaicism, and segmental aneuploid

Oncology (prostate), exosome-based analysis of 442 small noncoding RNAs (sncRNAS) by quantitative
reverse franscription 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), whole 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 s a prognostic isk 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 (urothelial), MRNA, gene-expression profiing by real-time quantitative PCR of 5 genes (MDK,
HOXA13, CDC2 [CDK1], IGFBPS, and CXCR?), utiizing urine, algorithm incorporates age, sex, smoking
history, and macrohematuria frequency, reported as a 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
Sbsence of minimal resiiual dlsease (RD) wih quanilalion ofcisease bufden. when approprials

Oncology (colorectal cancer), evaluation for mutations of APC, BRAF, CTNNB1, KRAS, NRAS, PIK3CA,
SMAD4, and TP53, and methylation markers (MYO1G, KCNQ5, C9ORF50, FLI1, CLIP4, ZNF132 and
TWIST1), multiplex quantitative polymerase chain reaction (qPCR), circulating cell-free DNA (cfDNA), plasma,
report of risk 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

Pediario ebrle lness (Kawasald disease (KDJ),ntereron alpha-inducbe proten 27 (F127)and mast col-
expressed membrane protein 1 (MCEMP1), RNA, using quantitative reverse transcription polymerase chain
reaction (RT-gPCR), blood, reported as a nsk score for KD

Oncology (solid tumor), DNA and RNA by next-generation sequencing, utiizing formalin-fixed paraffin-
embedded (FFPE) tissue, 437 genes, interpretive report for single nucleotide variants, splice-site variants,
insertions/deletioris, 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 [ADHDY), gene-drug interactions,
variant analysis of 16 genes, including deletion/duplication analysis of CYP2D6, reported as impact of gene-
drug interaction for each drug

Oncology (lung), multi-omics (microbial DNA by shotgun sequencing and
SPGB and baksoponti by rmLnoa<sey). P, IGbT e Separiet 8 malonancy Fk orng PoAuIeS n
early-stage disease

Gastroenterology (Barrett esophagus). P16, RUNX3, HPP1, and FBN1 DNA methylation analysis using PCR,
formalin-fixed paraffin-embedded (FFPE) tissue, aigorithm reported s risk score for progression to high-grade
dysplasia or cancer

Cardiology (coronary hear disease [CHDJ), § genes (12 varians), targled variant genotyping, bood, salva,
or buccal swab, algorithm reported as a genetic risk score for a coronary ever
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Procedure Code Full Descr

0403U

0405U

0409U

0410V

0411U

0413V

0414V

04170

0418U

0419V

0420U

0421U

0422V

0424V

04250
0426U
0433V

0434V

0437U

0438U

0439V

0440V

0444V

04520

0453U

0454U

0460U

0461V

0465U

0466U

0467U

0469U

0470U

0473V

0474U

0475U

0476U

Onoology (prostate, mRA, e ewpression prfing o 16 genes frstcatohpost igtal ecal examinaton
e (or processed first-catch urine), algorithm reported as percentage of likelihood of detecting clnically
s\gnlﬂcan( prostate cancer

Onoology (pancrostc), 59 methiation halotype block markers, next eneration sequencing, plasma, feported
as cancer signal detected or not detected

Oncology (solid tumor), DNA (80 genes) and RNA (36 genes), by next-generation sequencing from plasma,
including single nucleofide variants, insertions/deletions, copy number alterations, microsatellite instabilty, and
fusions, report showing identified mutations with clinical actionabilty

Oncology (pancreatic), DNA, whole genome sequencing with 5-hydroxymethylcytosine enrichment, whole
blood or plasma, algorithm reported as cancer detected or not detected

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

Oncology (hematolymphoid neoplasm), optical genome mapping for copy number alterations, aneuploidy, and
balanced/complex structural rearrangements, DNA from blood or bone marrow, report of dlinically significant
alterations

Onculo%y {ung) augmentatve algorhmic analysie of digized whole side maging or & genes (ALK, ERAF,
EGFR, , NTRK1-3, RET, ROS1), and KRAS G12C and PD-L1, if performed, formalin-fixed
paraffin- amboided (FFFE) tissue, reported as positive or negative for each biomarker

Rare diseases itable disorders), whole genome sequence with heteroplasmy

toction and delation analysi, mucloar-ancoded mitochandral gan analysis of 335 muclear Genos, inchuing

sequence changes, delsions, insertons, and copy number varints analyss, blood orsaia, dentcaton and
ted genetic variants

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

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

Oncology (urothelial), MRNA expression profiling by real-time quantitative PCR of MDK, HOXA13, CDC2,
IGFBPS, and CXCR2 in combination with droplet digital PCR (ddPCR) analysis of 6 single-nucleofide
polymorphisms (SNPs) genes TERT and FGFR3, urine, algorithm reported as a risk score for urothelial
carcinoma

Onculog}J {colrecta) screening, quanative reaktms target and signal ampificaton of 8 RNA markers
(GAPDH, SMAD4, ACY1, AREG, CDH1, KRAS, TNFRSF10B, EGLN2) and fecal hemoglobin, algorithm
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
circulating DNA, biomarker comparison to a previous baseline pre-treatment cell-free circulating DNA analysis
using next-generation sequencing, algorithm reported as a quantitative change from baseline, including
specific alterations, if appropriate

Oncology (prostate), exosome-based analysis of 53 small noncoding RNAs (sncRNAs) by quantitative reverse
transcription polymerase chain reaction (RT-qPCR), urine, reported as no moleclar evidence, low-, moderate-
or elevated-isk of prostate cancer

Genome (eg, unexplained constitutional or heritable disorder or syndrome), rapid sequence analysis, each
comparator genome (eg, parents, siblings)

Genome (eg, unexplained constitutional or heritable disorder or syndrome), ultra-rapid sequence analysis

Oncology (prostate), 5 DNA regulatory markers by quantitative PCR, whole blood, algorithm, including
prostate-specific antigen, reported as likelihood of cancer

Drug metabolism (adverse drug reactions and drug response), genomic analysis panel, variant analysis of 25
genes with reported phenotypes

Psychiatry (anxiety disorders), mRNA, gene expression profiling by RNA sequencing of 15 biomarkers, whole
blood, aigorithm reported s predictive risk score

Drug metabolism (adverse drug reactions and drug response), buccal specimen, gene-drug interactions,
variantanalysis of 33 genes,including deletion/dupliction andlyss of CYP2D6, ncluding reported phenotypes
and impacted gene-drug interactions

ardiology (coronary heart disease [CHDY]), DNA, analysis of 5 single-nucleotide polymorphisms (SNPs)
(m 1716050 [Locmss75934] 136960711 (WORG7], 153735222 [SCINILOCTOTS86769], 136220447
[intergenic], and rs9638144 [ESYT2]) and 3 DNA methylation markers (cg00300879 [transcription start site
{TSS200} of CNKSR1], cg09552545 ntergenic], and cg 14769511 [bady of SPATCAL]). GPCR and dgial
PCR, whole blood, algorithm reported as a 4-tiered risk score for a 3-year risk of symptomatic CHD

Cardiology (coronary heart disease [CHDJ). DNA, analysis of 10 single-nucleotide polymorphisms (SNPs)
(12710867 LINCO10019), 51333048 [COKN2B-AS1) 512120780 [KCND3), 3942317 [KTNTAST)

1433 [PPPACA), 52860675 [PREXI, 124630750 [ZBTB41), 54370434 [LINCOUSY2) 12714414
rr 18], and rs7585056 [TMEM18]) and 6 DNA methylation markers (cg03725309 [SARS 1], cg12586707
[cxcul 904988978 [MPO), cg17901584 [DHCR24-DT], cg21161138 [AHRR)], and cg12655112 [EHD4)),

GPCR and digital PCR, whole biood, algorithm reported as detected or not detected for CHD
Onoology {sod organ neoplasia, targeted genoric sequercg analysispanelof 31 genes, nerrogation for
gene fusior ing DNA paraffin-embedded
FEFPE) mor tissue, reportof ¢ cnmcany Sgniteant varianis)
Oncology (bladder), methylated PENK DNA detection by linear target enrichment-quantitative methylation-
specific real-time PCR (LTE-qMSP), urine, reported as likelihood of bladder cancer
Oncology (colorectal cancer), cell-free DNA (CfDNA), methylation-based quantiative PCR assay (SEPTING,
1Kz, BCAT1, Sepin-2, VAV3, BCAN), plasma rspoted aspresence of absence of crculating tumor DNA

NA)

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

Oncology, whole blood or buccal, DNA single-nucleotide polymorphism (SNP) genotyping by real-time PCR of
24 genes with variant analysis and reponed pheno(ypes

Onc Jeotid (SNP) genotyping by real-time PCR
of 24, genes o Biood o bocct] e Wi ot analysis, including impacted gene-drug interactions and
reported phenotypes

Oncology (urothelial carcinoma), DNA, quantitative methylation-specific PCR of 2 genes (ONECUT2, VIM),
algorithmic analysis reported s positive or negative

Cardiology (coronary artery disease [CAD]), DNA, genome-wide association studies (564856 single-nuceotide
polymorphisms [SNPs], targeted variant genotyping), patient lfestyle and clinical data, buccal swab, algorithm
reported as polygenic risk to acquired heart disease

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
{amioke i, chorionic vilus Sarhple, o products of conception, dentication And categonzalion of ganetic
variants, diagnostic report o fetal results based on phenotype with maternal 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 comparative sequence analysis from a matched normal specimen (blood or saliva), 648

genes, interrogation for sequence variants, insertion and deletion alterations, copy number variants,
instability, and station burden

Hereditary pan-cancer (eg, herediay sarcomas, hrediary endoorine tumors herciary neurogndoctine
tumors, hereditary cutaneous melanoma), genomic sequence analysis panel of 83 genes with
duplafonsldeletions using nextgeneration ssquencing (NGS), Sanger sequercing, lood or salwa reported
as positive or negative for germiine variants, each g

Hereditary prostate cancer-related disorders, genomic sequence analysis panel using next-generation
sequencing (NGS), Sanger sequencing, muliplex ligation-dependent probe amplifcation (MLPA), and array
Comparative genorc nybrdization (CGH). evaluation of 23 ganes and duplicationsdeletions when mdicaied,
pathologic mutations reported with a genelic risk score for prostate cancer

Drug metabolism, psychiatry (eg, major depressive disorder, general anxiety disorder, attention deficit
hyperaciy disorder [ADHD], schizophrenia), whole blood, buccal swab, and pharmacogenomic genotyping
14 genes and CYP2D6 copy number variant analysis and reported phenotypes.

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
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10/01/23

10/01/23

10/01/23

10/01/23

10/01/23

10/01/23

10/01/23

10/01/23

10/01/23

10/01/23

01/01/24

01/01/24

01/01/24

01/01/24

01/01/24
01/01/24
01/01/24

01/01/24

01/01/24

01/01/24

04/01/24

04/01/24

04/01/24

07/01/24

07/01/24

07/01/24

07/01/24

07/01/24

07/01/24

07/01/24

07/01/24

07/01/24

07/01/24

07/01/24

07/01/24

07/01/24

10/01/24
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None

None
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None
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None
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Procsdurs Code Full Descripti

0477V

0478U

0481U

0485U

0486U

0487U

0488U

0489U

0493U

0494U

04950

0496U

0497U

0498U

0499U
0501U

0506U

0507U

0510V

0516U

0523U

0529U

0530V

0532V

0533V

0534U

0536U

0537U

0538U

0539V

0540U

0543V

0549U

0552V

0553U

0554U

Drug metabolism, psychiatry (eg, major depressive disorder, general anxiety disorder, attention deficit
hyperaciviy disorder [ADHD], schizophrenia), whole blood, buccal swab, and pharmacogenomic genotyping

of 14 genes and CYP2D6 copy number variant analysis, including impacted gene-drug interactions and
Teporiad phenatype

Onculog/ (non-small cell lung cancer), DNA and RNA, digital PCR analysis of 9 genes (EGFR, KRAS, BRAF,
ALK, ROST, RET, NTRK 1125, ERBE2, and WET) in formalin-fixed paraffin-embedded (FFPE] tissue,
gene and reported as

BetomeEl Betactod et o erany Siecion

IDH1 (isocitrate dehydrogenase 1 [NADP+]), IDH2 (isocitrate 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).calfroe DNA and RNA by nex(—generallon sequencing, nterpretatve report for
germiine mutations, cional of fential, and t

Sor e aeriamedainone oy rumbor SHeraonS osions. mierosataite Ingtaoi. ant ey
mutational burden

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

Oncology (solid tumor), cel-free circulating DNA targeted genomic sequenc analysis panel of 84 genes,
interrogation for sequence variants, gene copy number and losses, gene
rearrangements, and microsatellite mstahnny

Obtatris et antigen noninvasiv prenataltst), cll s DNA sequencs analysis for detoctionof otal
presence o absence of 1 or more of the Rh, C, ¢, D, E, Duffy (Fya), or Kell (K) antigen in alloimmunized
pregnancies, reported as selected antigen(s) detected or not detected

Qsteries (ingl-gene noninvasive prenatltest).celree DA sequence anlysis of 1 o mors targets (eg.
CFTR, SMN1, HBB, HBA1, HBA2) to identify paterally inherited pathogenic variants, and relative mutation-
dosage analysis based on molecular counts to determine fetal inheritance of maternal mutation, algorithm
reported as a fetal risk score for the condition (eg, cystic fibrosis, spinal muscular atrophy, beta
hemoglobinopathies finciuding sickle cell msease] alpha thalassemia)

medici d cell-free DNA (CfDNA) using next-generation
SEquENEiNg, plasa, reporiod a5 percemage of donor-derived cell-free DNA

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 RAD negative, reported as positive or negative

Oncology (prostate), analysis of circulating plasma proteins (tPSA, fPSA, KLK2, PSP94, and GDF15),
germiine polygenic fisk 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
cancer

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 risk

Onculogy (prostate), mRNA gene-expression profiling by real-time RT-PCR of 6 gones (FOXM1, MCM3,
"TTC21B, ALAS1, and PPP2CA), utiizing formalin-fixed paraffin-embedded (FFPE) tissue, algorithm

reponed as a risk score for prostate cancer

Oncology {ecorectal, nex-generaton sequencing for mutaton dtection i 43 genes and melhylaon pater

in 45 genes, blood, and formalin-fixed paraffin-embedded (FFPE) tissue, report of variants and methylation
pznem with interpretation
Oncology (colorectal and lung), DNA from formali d (FFPE) tis

sequencing of 8 genes (NRAS, EGFR, CTNNB1, PIKBCA APC BRAF KRAS and TPo3), Paton dgcion
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 as likelihood for
Barrett's esophagus

Oncology (ovarian), DNA, whol sequencing with 5 ine (5hmC) enrichment, using
whole blood or plasma, algorithm reported as cancer detected or not detected

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

Drug metabolism. whole blood, pharmacogenomic genolyping of 40 genes and CYP206 copy number variant
analysis, reported as metabolizer status

Oncology (solid tumor), DNA, qualitative, tion sequencing (NGS) of single-nucleotide variants
(SNV) and insertion/deetions in 22 genes utilizing formalin fixed paraffin-embedded tissue, reported as
presence orsbsence of mutaon(s), locaton of mu«auoms) nucleotide change, and amino acid change

VTED. o gle-nucleotd
el S e o B e e ot for
VTE

Oncology (pan-solid tumor), tDNA, utiizing plasma, next-generation sequencing (NGS) of 77 genes, 8
fusions, microsatellite instabilty, and tumor mutation burden, interpretative report for single-nucieotide
variants, copy-number alterations, with therapy association

Rare diseases (constitutional disease/hereditary disorders), rapid whole genome and mitochondrial DNA
sequencing for variants, ‘copy number variations, peripheral blood, buffy
coat, saliva, buccal or tissue sample, restilts reported as positive or negative

Drug metabolism (adverse drug reactions and drug response), genotyping of 16 genes (ie, ABCG2, CYP2B6,
CYP2C9, CYP2C19, CYP2C, CYP2D6, CYP3A5, CYP4F2, DPYD, G6PD, GGCX, NUDT15, SLCO1B1,
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
A'PD 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 cel-free DNA for epigenomic patterns, next-generation sequencing,
2,500 differentially methylated regions (DMRs), plasma, algorithm reported as positive or negative

Oncology (solid tumor), next-generation targeted sequencing analysis, formalin-fixed paraffin-embedded
(FFPE) tumor tissue, DNA analysis of 600 genes, interrogation for single-nucleotide varian
insertions/deletions, gene lsanangsmenis and copy number alterations, microsatellite msmmmy tumor
mutation burden, reported as actionable variant

Onoology sold tumor),celi e iroulating turtor DNA (GONA), 152 2 genes rext generallon sequencing,

alterations, and bentais mswmmy 55ing whole-blood sames, mutatons wih Gincal ammnamn:y
reported as actionable variant

cell-free DNA using
e oams, sporish a0 percentage o Gonor o co1ob DNA TS Geroraine probaith o dcton

Oncology (solid tumor), next-generation sequencing of DNA from formalin-fixed paraffin-embedded (FFPE)
tissue of 517 genes, inferrogation for single- nucleotide variants, multi-nucleotide variants, insertions and
deletions from DNA, fusions in 24 genes and splice variants in 1 gene from RNA, and tumor mutation burden

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

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

medicine (prei jon genetic analysis for known genetic disorders from
trophectoderm biopsy, linkage analysis of disease-causing locus, and when possible, targeted mutation
analysis fo Known faiial variat, eportd aslow-isk o itk o famifal genetc disorder

edicine (prei analysis of 24
hesiriniietiiatlige i citithomith Bttty aneuplu\dy‘ anda
mitochondrial DNA score, results reported as normal/balanced (eupioidy/balanced), unbaianced 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 quaiy 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 appiicable, per embryo tested
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Procsdurs Code Full Descripti

0555U

0560U

0561U

0562U

0565U

0566U

0567U

0569U

0571V

0572U

0575U

0576U

0578U

0582V

0583U

0585U

0586U

0592U

0597V

0602U

0611U

0612V

0613U

0616U

0617V

0618U

0619U

0620U

0621U

0622U

0623U

0624U

0625U

0626U

0627U

0628U

0630U

0631U

0632V

0633V

medicine genetic analysis of 24
genomic sequence analysis from embryonic trophectoderm for structural rearrangements, aneuploidy, ploidy,
 mitochondrial DNA score, and embryo quality control, results reported as normalibalanced
(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 assessment

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

Oncology (solid tumor), targeted geramic sequence analysis, 33 genes, detection of single nucleotide variants
(SNVS), insertions and deletions, and in human genomic circulating
GelHires DNA, plzsma, reported 25 presence of acionabie variants

Oncology (hepatocellular carcinoma), next-generation sequencing methylation pattern assay to detect 6,626
epigenetic alterations, cell-free DNA, plasma, algorithm reported as cancer signal detected or not detected

Onoology lng), gPCR based anaysi o 13 diferenal methyated regions (CCDC181, HOXAT, LRRCSA,
MARCHF11, MIR129-2, NCOR2, PANTR1, PRKCB, SLC9A3, TBR1_2, TRAP1, VWC2, ZNF781), pleural
fluid, algorithm reported as a qualitative result

Rare diseases disorders), whole-g: sequence analysis combination of short and
long reads, for single-nucleotide variants, and intronic variants, copy number
e mcalehidbiatons. rabil iamant maestons, ore of Amacyaacly. anauslory. and inversirs,
mitochondrial DNA sequence and deletions, short tandem repeat genes, methylation status of el

Teion, oot ahl. Smocentesis AnaronEilos Sompe or Losus, enieaton and cxiogorsstion of
genetic variants

Oncology (solid tumor), next-generation sequencing analysis of tumor methylation markers (>2
ifrentally methylated egions) present n celfee cicatng mor DNA (GDNA), uhle iy algomhm
ported as presence or absence of CtDNA with tumor fraction, if appropriate

Oncology {50l umor), DNA (80 gens) and RNA (10 genes), by next-generaton sequencing, plasma,
including singl iants, py-number alterations, instability, and
fusions, reported as cnmcany actonable variants

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

Transplantaion mediine (Iver allograf ejection), miRNA gen expression profiing by RT-PCR of 4 genes
(miR-122, miR-885, miR-23a housekeeping, spike-in control), serum, algorithm reported as risk of iver
alograf rejection

Transplantation medicine (liver allograft 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 algorithm reported as a rejection risk score

Oncolagy (cutaneous melanom). RNA, gens expression profiing by reaktime GPCR of 10 genes (8 content
utiizing f d (FFPE) tissue, algorithm reports a binary
Tasul, ather low 1Sk of highisk for phstid fymph node metastasis arid recurrence

Rare diseases (constitutional disease/hereditary disorders), rapid whole genome DNA sequencing for single-
nucleotide variants, insertions/deletions, copy number variations, blood, saliva, tissue sample, variants
reporte

Rare diseases (constitutional diseaselhereditary msmders;, rapid whole genome comparator DNA sequencing
mber variations, blood, saliva, tissue sample,
variants reponed Wit proband resuls (List separslaly i adeitin i code fa primary precedure)

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 microsatellite instability, 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, quantitative, reported s log2 ratio per
gene

Oncology (hemalolymphod neoplasms), DNA, argeted genamic sequence of 417 gones interrogation for
gene fusior utilizing f d (FFPE) tumor hssue.
st report cinically signifcant varanif)

Oncolagy breasi), RNA expression profiing of 329 gones by trgeted nextqeneration sequencing and 20
proteins by multiplex dded (FFPE) tissue, algorithmic
Enalyses t deleimine fumor recurrance sk score

Endocrinology (diabetes), |nsu||n {INS) gone methylation using dighaldropet PCR insulin,and C-peptide
serum, ‘whole blood, algorithm reported as diabetes-risk score

Onoology (iver), anaysi olovem 000 methylated regions, cell-free DNA from plasma, aigorithm reported as
a quantitative result

Onoology (iver). analyss of ver 1,000 methyate regions, ol fee DNA from plastna, lgort reported as
a quantitative result

Qnoology (urthelalcarcinona), DNA methyation and mutaton analysis of 8 iomarkers (TWIST1, OTX1,
ONECUT2, FGFR3, HRAS, TERT promoter region), D and target

sequencing, urine, algorithm reported s a probabilty Indekor vapeer cancey and upper ot
carcinoma

Neurology (dementia), DNA methylation analysis of more than 30,000 sites, whole blood, algorithm reported
as positive or negative risk

Cardiovasaulr (atherosceroti cardiovascular diseass [ASCVD), DNA mettylation analysis of more than
20,000 sites, whole blood, algorithm reported as positive or negatlve risk

Psychiatry (bipolar disorder), DNA methylation analysis of more than 10,000 sites, whole blood, algorithm
reported as positive or negafive risk

Pulmonary (chronic obstructive pulmonary disease [COPD]), DNA methylation analysis of more than 18,000
sites, whole blood, algorithm reported as positive o negative risk

Onoology (hepatosellar carinom), DNA methyaton analysis ofmore than 5,000 ies,whole bood,
algorithm reported as positive or negative risk

Infctiousdiseas (Lyme borreisis), DNA methyatin analysis of more than 10,000 sites, whole bood,
algorithm reported as positive or negative risk

Peyotiatry (majordepressiv diorder), DNAmethyation anaysi o o than 20,000 stes, whole blood
algorithm reported as positive or negative risk

Autoimmune (multple sclerosis), DNA methylation analysis of more than 5,000 sites, whole blood, algorithm
reported as positive or negative risk

Hepatology (nonalcoholic steatohepatitis [NASH]), DNA methylation analysis of 5,000 sites, whole blood,
algorithm reported as positive or negative risk

Endocrinology (osteoporosis), DNA methylation analysis of more than 5,000 sites, whole blood, algorithm
reported as positive or negative risk

Neurology (Parkinson disease), DNA methylation analysis of more than 20,000 sites, whole biood, algorithm
reported as posilive or negafive risk

Poychialy (schizophrenia). DNA methylation anlysi of morethan 15,000 sites, whole blood, agorm
reported as positive or negative risk

Nephrology (kidney disease-related genetic conditions), genomic analysis, renal disease panel, saliva, DNA,
next-generation sequencing of 449 genes, reported as pathogenic or ikely pathogenic variants of uncertain
significance or risk alleles

Oncolagy breast), mRNA, gene expression proflng by microaray of 80 gens (80 content and 465
utlizin tissue (FFPE), algorithm reported as an index that is
diagnostic of a molecular subtype (luminal, basal, Her2)

Oncology (solid tumor), DNA, sequence analysis of 15 genes including BRCA1 and BRCA2 for identifcation of
clonal hematopoiesis, biood, reported as tumor-derived or nontumor-derived

Red blood cell antigen (fetal RhD gene analysis), multiplex polymerase chain reaction (PCR) and next-
generation sequencing (NGS) of circulating cell-free DNA (cfDNA), plasma from pregnant individuals known to
be RhD negative, reported as detected or not detected

Obletis single-gens noninasie prenatl test), el 0 DNA (6DNA), next generation sequencing (NGS)
analysis of 1 or more targets (eg, CFTR, SMN1, HBB, HBAT, HBA2) to identify patemally inherited pathogenic
variants and to determine fetal Inhsmance of matemal muiatlun using maternal blood sample, algorithm
reported as a fetal risk score
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10/01/25
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0634U

0635U

0641U

0642V

0643U

0644V

0645U

0646U

0647U

0648U

0649U

0650U

0651U

0652U

0653U

0657V

0658U

0659U

0794T

G0327
G9143
$3800

$3840

$3841
$3842
S3844
83845
$3846
53850
$3852
$3854

3861

3865

$3866

3870

Footer 1

Oncology (breast cancer), cell-ree DNA (cfDNA), evaluation of 11 ESR1 variants (E380Q, S463P, L536R,
Y537C, Y537N, Y5375, D538G, V422del, L536H, L536P, Y537D) using droplet digital PCR (ddPCR), plasma,
reported as positive or negative

Autoimmune (atopic dermatitis), mRNA, next-generation sequencing (NGS), gene expression proﬂmg of 487
genes, noninvasive skin-surface scraping, algorithm reported as likelinood of response to thers

Oncology (minimal residual disease [MRD)), tumor DNA, next-generation sequencing (NGS), using formalin-
fixed paraffin-embedded (FFPE) tissue and blood samples, inital (baseline) assessment

Oncology (minimal residual disease [MRD]), tumor DNA, next-generation sequencing (NGS), whole biood,
comparison to previously performed analyses, reported as trend in circulating tumor DNA (ctDNA) level

Oncology (gentourinary cancer).celkfr ciculating tumor DNA (GtDNA), 200 genes,next-gensration
sequencing (NGS), ts (SNVs

rearrangements, copy number akeranons 20 umor mtzion burden, using uine, dentiy and report
mutations with clinical actionabilty

Oncology (leukemia), minimal residual disease (MRD) detection for rearrangements, blood or bone marrow,
personalized assay design and baseline quantification

Oncology (leukemia), minimal residual disease (MRD) detection for rearrangements, based on digital PCR,
blood or bone marrow, reported as not detected or detected with estimated abundance

Oncology (molecular residual disease), whole genome sequence analysis, cell-ree DNA, whole blood, and
formalin-fixed paraffin-embedded (FFPE) tumor tissue DNA, baseline assessment

Oncology (molecular residual disease), whole genome sequence analysis, cell-free DNA (GfDNA), whole
blood, assessment utiizing patient-specific tumor information, reported as negative or percent circulating
tumor DNA (ctDNA)

Oncology (solid tumor), targeted genomic sequencing analysis, to detect deletions, insertions, and
substitutions in 42 genes, copy number ampliiications in 10 genes, and fusions and splice variants in 18 driver
genes from DNA and RNA exiracted from formalin-fixed paraffin-embedded (FFPE) fissue

Neurology (Alzheimer disease). DNA,targeled ext: gsnemmn sequencing (NGS)of AD-1 and AD-2 target
regions, whole blood, prognostic rted as of cognitive status

Drug metabolism (adverse drug reactions and drug response)‘ genotyping of 9 genes (ie, CYP2D6, CYP2C19,
G6PD, SLCO1B1, HLA-B*58:01, NAT2, CYP2CS, VKORC1, ABCG2), reported as metabolizer status and
transporter function

Oncology (hereditary cancer), genomic DNA, 55 hereditary cancer pre-dispositioned genes, next-generation
sequencing (NGS) and digital multiplex ligation-dependent probe amplification for variants, small indels (<40
base pairs), using saliva, whole blood or nail clipping, interpretive clinical report with variant classification

Drug metabolism (adverse drug reactions), DNA analysis of 13 genes by targeted genotyping, using saliva or
buccal swab, reported as diploype and metabolizer status

Nephrology (inherited kidney disorders), DNA, analysis of approximately 700 genes associated with inherited
kidney diseases by exome sequencing, using whole blood, saliva, or nail clipping, reported as an interpretive
clinical report classifying pathogenic and likely pathogenic variants

Rare diseases (constitutionaliheritable disorders), rapid whole genome sequence analysis of comparator
nuclear and mitochondrial DNA by next-generation sequencing (NGS), using blood or buccal sample, relevant
variants reported with proband resul

Rare diseases (constitutionaliheritable disorders), rapid whole genome sequence analysis of nuclear and
mitochondrial DNA by next-generation sequencing (NGS) for single-nucleotide variants (SNVS),
insertions/deletions, copy number variants, uniparental disomy, and repeat expansions, using blood or buccal
sample, identification and categorization of genetic variants

Rare iseases (consttutonahertabl disorders) ularapid who genome sequence analysi of nucear and
mitochondrial DNA by next-generation sequencing (NGS) for single-nucleotide variants (S!

insertions/deletions, copy number variants, uniparental disomy, and repeat expansions, using blood or buccal
sample, identification and categorization of genetic variants

Patientspecfi, assistive, res-based algorthm fo ranking pharmaca-ncologic reatment ptons based on
the patient’s tumor-specific cancer marker information obtained from prior molecular

immunohistochemical, or other pathology results which have been previously ororsiad and feported
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 for germline mutations of the RET proto-oncogene for susceptibilty to multiple endocrine
neoplasia type 2

Genetic testing for retinoblastoma

Genetic testing for Von Hippel-Lindau disease

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

Geneic testing for hemoglobin E beta-thalassemia

Genetic testing for sickle cell anemia

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

Gene expression profiling 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

Comprehensive gene sequence analysis for hypertrophic cardiomyopathy

Geneti l fora mutation for (HCM) in an individual with a
known HCM mutation in the family

Comparative genomic hybridization (CGH) microarray testing for developmental delay, autism spectrum
disorder andor intellectual disability

CPT® copyright 2026 American Medical Association. Al rights reserved. CPT is a registered trademark of the
American Medical Association.
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