
Provider Alert

New Prior Authorization Requirement  
for Select Pathology Codes

Effective December 1, 2019, Healthfirst will require prior authorization for select pathology 
codes, which are primarily for genetic testing. Prior authorization requests will be 
revi.e.wed using evidence-based criteria which include but are not limited to: InterQual 
(IQ)/Milliman Care Guidelines and Healthfirst Medical Polici.e.s. The clinical documentation 
submitted must support the rationale for the testing.

The following information must be included when submitting your  
Prior Authorization request:

  Ordering physician’s NPI, name, office phone, and mailing address

  Servicing provider's name and address

  Pati.e.nt’s name, date of birth, and Healthfirst member ID number

  Anticipated date of service(s) and length of therapy

  A valid, specific ICD-10 diagnosis code

  Any relevant clinical information to support medical necessity

Pathology Codes Requiring Prior Authorization Effective December 1, 2019

SERVICE CODE DESCRIPTION

0001U
Red blood cell antigen typing, DNA, human erythrocyte antigen gene 

analysis of 35 antigens from 11 blood groups, utilizing whole blood, 

common RBC alleles reported

0002U

Oncology (colorectal), quantitative assessment of three urine 

metabolites (ascorbic acid, succinic acid and carnitine) by liquid 

chromatography with tandem mass spectrometry (LC-MS/MS) using 

multiple reaction monitoring acquisition, algorithm reported as 

likelihood of adenomatous polyps

0003U
Oncology (ovarian) biochemical assays of five proteins (apolipoprotein 

A-1, CA 125 II, follicle stimulating hormone, human epididymis protein 

4, transferrin), utilizing serum, algorithm reported as a likelihood score
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0005U
Oncology (prostate) gene expression profile by real-time RT-PCR of 3 

genes (ERG, PCA3, and SPDEF), urine, algorithm reported as risk score

0006U

Detection of interacting medications, substances, supplements and 

foods, 120 or more analytes, definitive chromatography with mass 

spectrometry, urine, description and severity of each interaction 

identifi.e.d, per date of service

0007U

Drug test(s), presumptive, with definitive confirmation of positive 

results, any number of drug classes, urine, includes specimen 

verification including DNA authentication in comparison to buccal 

DNA, per date of service

0008U

Helicobacter pylori detection and antibiotic resistance, DNA, 16S and 

23S rRNA, gyrA, pbp1, rdxA and rpoB, next-generation sequencing, 

formalin-fixed paraffin-embedded or fresh tissue or fecal sample, 

predictive, reported as positive or ne.g.ative for resistance to 

clarithromycin, fluoroquinolones, metronidazole, amoxicillin, 

tetracycline, and rifabutin

0009U

Oncology (breast cancer), ERBB2 (HER2) copy number by FISH, tumor 

cells from formalin-fixed paraffin-embedded tissue isolated using 

image-based di.e.lectrophoresis (DEP) sorting, reported as ERBB2 gene 

amplifi.e.d or non-amplifi.e.d

0010U
Infectious disease (bacterial), strain typing by whole genome 

sequencing, phylogenetic-based report of strain relatedness, per 

submitted isolate

0011U

Prescription drug monitoring, evaluation of drugs present by LC-MS/

MS, using oral fluid, reported as a comparison to an estimated  

steady-state range, per date of service including all drug compounds 

and metabolites

0012U
Germline disorders, gene rearrangement detection by whole genome 

next-generation sequencing, DNA, whole blood, report of specific 

gene rearrangement(s)

0013U
Oncology (solid organ neoplasia), gene rearrangement detection by 

whole genome next-generation sequencing, DNA, fresh or frozen 

tissue or cells, report of specific gene rearrangement(s)

0014U
Hematology (hematolymphoid neoplasia), gene rearrangement  

detection by whole genome next-generation sequencing, DNA, whole 

blood or bone marrow, report of specific gene rearrangement(s)
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0016U

Oncology (hematolymphoid neoplasia), RNA, BCR/ABL1 major and 

minor breakpoint fusion transcripts, quantitative PCR amplification, 

blood or bone marrow, report of fusion not detected or detected with 

quantitation

0017U
Oncology (hematolymphoid neoplasia), JAK2 mutation, DNA, PCR 

amplification of exons 12-14 and sequence analysis, blood or bone 

marrow, report of JAK2 mutation not detected or detected

0018U
Oncology (thyroid), microRNA profiling by RT-PCR of 10 microRNA 

sequences, utilizing fine needle aspirate, algorithm reported as a 

positive or ne.g.ative result for moderate to high risk of malignancy

0019U

Oncology, RNA, gene expression by whole transcriptome sequencing, 

formalin-fixed paraffin-embedded tissue or fresh frozen tissue, 

predictive algorithm reported as potential targets for therapeutic 

agents

0021U

Oncology (prostate), detection of 8 autoantibodi.e.s (ARF 6, NKX3-1, 

5'-UTR-BMI1, CEP 164, 3'-UTR-Ropporin, Desmocollin, AURKAIP-1, 

CSNK2A2), multiplexed immunoassay and flow cytometry serum, 

algorithm reported as risk score

0022U

Targeted genomic sequence analysis panel, non-small cell lung 

neoplasia, DNA and RNA analysis, 23 genes, interrogation for sequence 

variants and rearrangements, reported as presence/absence of variants 

and associated therapy(i.e.s) to consider

0023U

Oncology (acute myelogenous leukemia), DNA, genotyping of internal 

tandem duplication, p.D835, p.I836, using mononuclear cells, reported 

as detection or non-detection of FLT3 mutation and indication for or 

against the use of midostaurin

0024U
Glycosylated acute phase proteins (GlycA), nuclear magnetic 

resonance spectroscopy, quantitative

0026U

Oncology (thyroid), DNA and mRNA of 112 genes, next-generation 

sequencing, fine needle aspirate of thyroid nodule, algorithmic analysis 

reported as a cate.g.orical result ("Positive, high probability of 

malignancy" or "Ne.g.ative, low probability of malignancy")

0027U
JAK2 (Janus kinase 2) (e.g., myeloproliferative disorder) gene analysis, 

targeted sequence analysis exons 12-15
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0029U
Drug metabolism (adverse drug reactions and drug response), targeted 

sequence analysis (i.e., CYP1A2, CYP2C19, CYP2C9, CYP2D6, CYP3A4, 

CYP3A5, CYP4F2, SLCO1B1, VKORC1 and rs12777823)

0030U
Drug metabolism (warfarin drug response), targeted sequence analysis 

(i.e., CYP2C9, CYP4F2, VKORC1, rs12777823)

0031U
CYP1A2 (cytochrome P450 family 1, subfamily A, member 2)(e.g., drug 

metabolism) gene analysis, common variants (i.e., *1F, *1K, *6, *7)

0032U
COMT (catechol-O-methyltransferase)(drug metabolism) gene 

analysis, c.472G>A (rs4680) variant

0033U

HTR2A (5-hydroxytryptamine receptor 2A), HTR2C 

(5-hydroxytryptamine receptor 2C) (e.g., citalopram metabolism) gene 

analysis, common variants (i.e., HTR2A rs7997012 [c.614-2211T>C], 

HTR2C rs3813929 [c.-759C>T] and rs1414334 [c.551-3008C>G])

0034U
TPMT (thiopurine S-methyltransferase), NUDT15 (nudix hydroxylase 15)

(e.g., thiopurine metabolism) gene analysis, common variants (i.e., 

TPMT *2, *3A, *3B, *3C, *4, *5, *6, *8, *12; NUDT15 *3, *4, *5)

0035U
Neurology (prion disease), cerebrospinal fluid, detection of prion 

protein by quaking-induced conformational conversion, qualitative

0036U
Exome (i.e., somatic mutations), paired formalin-fixed paraffin-

embedded tumor tissue and normal specimen, sequence analyses

0037U

Targeted genomic sequence analysis, solid organ neoplasm, DNA 

analysis of 324 genes, interrogation for sequence variants, gene copy 

number amplifications, gene rearrangements, microsatellite instability 

and tumor mutational burden

0038U
Vitamin D, 25 hydroxy D2 and D3, by LC-MS/MS, serum microsample, 

quantitative

0039U Deoxyribonucleic acid (DNA) antibody, double stranded, high avidity

0040U
BCR/ABL1 (t(9;22)) (e.g., chronic myelogenous leukemia) translocation 

analysis, major breakpoint, quantitative

0041U
Borrelia burgdorferi, antibody detection of 5 recombinant protein 

groups, by immunoblot, IgM

0042U
Borrelia burgdorferi, antibody detection of 12 recombinant protein 

groups, by immunoblot, IgG
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0043U
Tick-borne relapsing fever Borrelia group, antibody detection to 4 

recombinant protein groups, by immunoblot, IgM

0044U
Tick-borne relapsing fever Borrelia group, antibody detection to 4 

recombinant protein groups, by immunoblot, IgG

0045U

Oncology (breast ductal carcinoma in situ), mRNA, gene expression 

profiling by real-time RT-PCR of 12 genes (7 content and 5 

housekeeping), utilizing formalin-fixed paraffin-embedded tissue, 

algorithm reported as recurrence score

0046U
FLT3 (fms-related tyrosine kinase 3) (e.g., acute myeloid leukemia) 

internal tandem duplication (ITD) variants, quantitative

0047U

Oncology (prostate), mRNA, gene expression profiling by real-time 

RT-PCR of 17 genes (12 content and 5 housekeeping), utilizing 

formalin-fixed paraffin-embedded tissue, algorithm reported as a risk 

score

0048U

Oncology (solid organ neoplasia), DNA, targeted sequencing of 

protein-coding exons of 468 cancer-associated genes, including 

interrogation for somatic mutations and microsatellite instability, 

matched with normal specimens, utilizing formalin-fixed paraffin-

embedded tumor tissue, report of clinically significant mutation(s)

0049U
NPM1 (nucleophosmin) (e.g., acute myeloid leukemia) gene analysis, 

quantitative

0050U
Targeted genomic sequence analysis panel, acute myelogenous 

leukemia, DNA analysis, 194 genes, interrogation for sequence variants, 

copy number variants or rearrangements

0051U
Prescription drug monitoring, evaluation of drugs present by LC-MS/

MS, urine, 31 drug panel, reported as quantitative results, detected or 

not detected, per date of service

0052U
Lipoprotein, blood, high resolution fractionation and quantitation of 

lipoproteins, including all five major lipoprotein classes and subclasses 

of HDL, LDL, and VLDL by vertical auto profile ultracentrifugation

0053U
Oncology (prostate cancer), FISH analysis of 4 genes (ASAP1, HDAC9, 

CHD1 and PTEN), needle biopsy specimen, algorithm reported as 

probability of higher tumor grade
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0055U
Cardiology (heart transplant), cell-free DNA, PCR assay of 96 DNA 

target sequences (94 single nucleotide polymorphism targets and two 

control targets), plasma

0056U
Hematology (acute myelogenous leukemia), DNA, whole genome 

next-generation sequencing to detect gene rearrangement(s), blood or 

bone marrow, report of specific gene rearrangement(s)

0058U
Oncology (Merkel cell carcinoma), detection of antibodi.e.s to the 

Merkel cell polyoma virus oncoprotein (small T antigen), serum, 

quantitative

0059U
Oncology (Merkel cell carcinoma), detection of antibodi.e.s to the 

Merkel cell polyoma virus capsid protein (VP1), serum, reported as 

positive or ne.g.ative

0061U

Transcutaneous measurement of five biomarkers (tissue oxygenation 

[StO2], oxyhemoglobin [ctHbO2], deoxyhemoglobin [ctHbR], papillary 

and reticular dermal hemoglobin concentrations [ctHb1 and ctHb2]), 

using spatial frequency domain imaging (SFDI) and multi-spectral 

analysis

0062U
Autoimmune (systemic lupus erythematosus), IgG and IgM analysis of 

80 biomarkers, utilizing serum, algorithm reported with a risk score

0063U
Neurology (autism), 32 amines by LC-MS/MS, using plasma, algorithm 

reported as metabolic signature associated with autism spectrum 

disorder

0064U
Antibody, Treponema pallidum, total and rapid plasma reagin (RPR), 

immunoassay, qualitative

0065U Syphilis test, non-treponemal antibody, immunoassay, qualitative (RPR)

0066U
Placental alpha-micro globulin-1 (PAMG-1), immunoassay with direct 

optical observation, cervico-vaginal fluid, each specimen

0067U

Oncology (breast), immunohistochemistry, protein expression profiling 

of 4 biomarkers (matrix metalloproteinase-1 [MMP-1], 

carcinoembryonic antigen-related cell adhesion molecule 6 

[CEACAM6], hyaluronoglucosaminidase [HYAL1], highly expressed in 

cancer protein [HEC1]), formalin-fixed paraffin-embedded 

precancerous breast tissue, algorithm reported as carcinoma risk score



Provider Alert

SERVICE CODE DESCRIPTION

0068U
Candida speci.e.s panel (C. albicans, C. glabrata, C. parapsilosis, C. 

kruseii, C tropicalis, and C. auris), amplifi.e.d probe technique with 

qualitative report of the presence or absence of each speci.e.s

0069U
Oncology (colorectal), microRNA, RT-PCR expression profiling of 

miR-31-3p, formalin-fixed paraffin-embedded tissue, algorithm 

reported as an expression score

0070U

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6)  

(e.g., drug metabolism) gene analysis, common and select rare variants 

(i.e., *2, *3, *4, *4N, *5, *6, *7, *8, *9, *10, *11, *12, *13, *14A, *14B, *15, 

*17, *29, *35, *36, *41, *57, *61, *63, *68, *83, *xN)

0071U
CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6) (e.g., 

drug metabolism) gene analysis, full gene sequence (List separately in 

addition to code for primary procedure)

0072U

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6)  

(e.g., drug metabolism) gene analysis, targeted sequence analysis  

(i.e., CYP2D6-2D7 hybrid gene) (List separately in addition to code for 

primary procedure)

0073U

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6)  

(e.g., drug metabolism) gene analysis, targeted sequence analysis  

(i.e., CYP2D7-2D6 hybrid gene) (List separately in addition to code for 

primary procedure)

0074U

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6)  

(e.g., drug metabolism) gene analysis, targeted sequence analysis  

(i.e., non-duplicated gene when duplication/multiplication is trans)  

(List separately in addition to code for primary procedure)

0075U

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6)  

(e.g., drug metabolism) gene analysis, targeted sequence analysis  

(i.e., 5' gene duplication/multiplication) (List separately in addition to 

code for primary procedure)

0076U

CYP2D6 (cytochrome P450, family 2, subfamily D, polypeptide 6)  

(e.g., drug metabolism) gene analysis, targeted sequence analysis  

(i.e., 3' gene duplication/multiplication) (List separately in addition to 

code for primary procedure)

0077U
Immunoglobulin paraprotein (M-protein), qualitative, 

immunoprecipitation and mass spectrometry, blood or urine,  

including isotype
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0078U

Pain management (opioid-use disorder) genotyping panel, 16 common 

variants (i.e., ABCB1, COMT, DAT1, DBH, DOR, DRD1, DRD2, DRD4, 

GABA, GAL, HTR2A, HTTLPR, MTHFR, MUOR, OPRK1, OPRM1), buccal 

swab or other germline tissue sample, algorithm reported as positive  

or ne.g.ative risk of opioid-use disorder

0079U
Comparative DNA analysis using multiple selected single-nucleotide 

polymorphisms (SNPs), urine and buccal DNA, for specimen identity 

verification

0084U
Red blood cell antigen typing, DNA, genotyping of 10 blood groups 

with phenotype prediction of 37 red blood cell antigens

0085U
Cytolethal distending toxin B (CdtB) and vinculin IgG antibodi.e.s by 

immunoassay (i.e., ELISA)

0086U

Infectious disease (bacterial and fungal), organism identification, blood 

culture, using rRNA FISH, 6 or more organism targets, reported as 

positive or ne.g.ative with phenotypic minimum inhibitory 

concentration (MIC)-based antimicrobial susceptibility

0087U
Cardiology (heart transplant), mRNA gene expression profiling by 

microarray of 1283 genes, transplant biopsy tissue, allograft rejection 

and injury algorithm reported as a probability score

0088U
Transplantation medicine (kidney allograft rejection), microarray gene 

expression profiling of 1494 genes, utilizing transplant biopsy tissue, 

algorithm reported as a probability score for rejection

0089U
Oncology (melanoma), gene expression profiling by RTqPCR, PRAME 

and LINC00518, superficial collection using adhesive patch(es)

0090U

Oncology (cutaneous melanoma), mRNA gene expression profiling by 

RT-PCR of 23 genes (14 content and 9 housekeeping), utilizing 

formalin-fixed paraffin-embedded tissue, algorithm reported as a 

cate.g.orical result (i.e., benign, indeterminate, malignant)

0091U
Oncology (colorectal) screening, cell enumeration of circulating tumor 

cells, utilizing whole blood, algorithm, for the presence of adenoma or 

cancer, reported as a positive or ne.g.ative result

0092U
Oncology (lung), three protein biomarkers, immunoassay using 

magnetic nanosensor technology, plasma, algorithm reported as risk 

score for likelihood of malignancy
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0093U
Prescription drug monitoring, evaluation of 65 common drugs by 

LC-MS/MS, urine, each drug reported detected or not detected

0094U
Genome (e.g., unexplained constitutional or heritable disorder or 

syndrome), rapid sequence analysis

0095U

Inflammation (eosinophilic esophagitis), ELISA analysis of eotaxin-3 

(CCL26 [C-C motif chemokine ligand 26]) and major basic protein 

(PRG2 [proteoglycan 2, pro eosinophil major basic protein]), specimen 

obtained by swallowed nylon string, algorithm reported as predictive 

probability index for active eosinophilic esophagitis

0096U
Human papillomavirus (HPV), high-risk types (i.e., 16, 18, 31, 33, 35, 39, 

45, 51, 52, 56, 58, 59, 66, 68), male urine

0097U

Gastrointestinal pathogen, multiplex reverse transcription and multiplex 

amplifi.e.d probe technique, multiple types or subtypes, 22 targets 

(Campylobacter [C. jejuni/C. coli/C. upsali.e.nsis], Clostridium difficile 

[C. difficile] toxin A/B, Plesiomonas shigelloides, Salmonella, Vibrio  

[V. parahaemolyticus/V. vulnificus/V. cholerae], including specific 

identification of Vibrio cholerae, Yersinia enterocolitica, 

Enteroaggre.g.ative Escherichia coli [EAEC], Enteropathogenic 

Escherichia coli [EPEC], Enterotoxigenic Escherichia coli [ETEC] lt/st, 

Shiga-like toxin-producing Escherichia coli [STEC] stx1/stx2 [including 

specific identification of the E. coli O157 serogroup within STEC], 

Shigella/Enteroinvasive Escherichia coli [EI.e.C], Cryptosporidium, 

Cyclospora cayetanensis, Entamoeba histolytica, Giardia lamblia [also 

known as G. intestinalis and G. duodenalis], adenovirus F 40/41, 

astrovirus, norovirus GI/GII, rotavirus A, sapovirus [Genogroups I, II, IV, 

and V])

0098U

Respiratory pathogen, multiplex reverse transcription and multiplex 

amplifi.e.d probe technique, multiple types or subtypes, 14 targets 

(adenovirus, coronavirus, human metapneumovirus, influenza A, 

influenza A subtype H1, influenza A subtype H3, influenza A subtype 

H1-2009, influenza B, parainfluenza virus, human rhinovirus/

enterovirus, respiratory syncytial virus, Bordetella pertussis, 

Chlamydophila pneumoniae, Mycoplasma pneumoniae)
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0099U

Respiratory pathogen, multiplex reverse transcription and multiplex 

amplifi.e.d probe technique, multiple types or subtypes, 20 targets 

(adenovirus, coronavirus 229E, coronavirus HKU1, coronavirus, 

coronavirus OC43, human metapneumovirus, influenza A, influenza  

A subtype, influenza A subtype H3, influenza A subtype H1-2009, 

influenza, parainfluenza virus, parainfluenza virus 2, parainfluenza virus 

3, parainfluenza virus 4, human rhinovirus/enterovirus, respiratory 

syncytial virus, Bordetella pertussis, Chlamydophila pneumonia, 

Mycoplasma pneumoniae)

0100U

Respiratory pathogen, multiplex reverse transcription and multiplex 

amplifi.e.d probe technique, multiple types or subtypes, 21 targets 

(adenovirus, coronavirus 229E, coronavirus HKU1, coronavirus NL63, 

coronavirus OC43, human metapneumovirus, human rhinovirus/

enterovirus, influenza A, including subtypes H1, H1-2009, and H3, 

influenza B, parainfluenza virus 1, parainfluenza virus 2, parainfluenza 

virus 3, parainfluenza virus 4, respiratory syncytial virus, Bordetella 

parapertussis [IS1001], Bordetella pertussis [ptxP], Chlamydia 

pneumoniae, Mycoplasma pneumoniae)

0101U

Hereditary colon cancer disorders (e.g., Lynch syndrome, PTEN 

hamartoma syndrome, Cowden syndrome, familial adenomatosis 

polyposis), 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 (15 genes 

[sequencing and deletion/duplication], EPCAM and GREM1  

[deletion/duplication only])

0102U

Hereditary breast cancer-related disorders (e.g., hereditary breast 

cancer, 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 (17 genes [sequencing and 

deletion/duplication])

0103U

Hereditary ovarian cancer (e.g., 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])
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