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  Connecticut Medical Assistance Program                        Provider Bulletin 2020-99 

            Policy Transmittal 2020-65                                         January 2021 

                 Effective Date:  January 1, 2021 

                             Deidre S. Gifford, MD, MPH, Commissioner                                                                          Contact:  see below 

 

TO:  Independent Laboratory Providers, General Hospitals, Physicians, Advanced Practice 

Registered Nurses, Certified Nurse Midwives, Podiatrists, Optometrists, Physician 

Assistants  

RE:  (1) Quarterly Update: January 2021 HIPAA Compliant Changes – Consolidated 

Laboratory Fee Schedule (2) Update to Select Manually Priced Codes (3) myChoice CDx   

The Department of Social Services (DSS) will 

incorporate the quarterly update for the 

January 2021 Current Procedural 

Terminology (CPT) changes (additions, 

deletions and description changes) to the 

Consolidated Laboratory fee schedule.  DSS 

is making these changes to ensure that the 

Consolidated Laboratory fee schedule 

remains compliant with the Health Insurance 

Portability and Accountability Act (HIPAA).  

 

Providers should continue to refer to the 

Consolidated Laboratory fee schedule for 

prior authorization and pricing information.  

These changes apply to the HUSKY Health 

programs, which includes HUSKY A, B, C 

and D.  

 

Update to Select Manually Priced Codes  

Effective for dates of service January 1, 2021 

and forward, select procedure codes that are 

currently payable on the Consolidated 

Laboratory fee schedule as manually priced 

(MP) will be updated with a set 

reimbursement rate based on the current 

laboratory pricing methodology of 70% of the 

Medicare rate.  Please see “Table 1” attached 

to the provider bulletin for a full list of 

procedure codes that will be updated from MP 

to a set rate.  

 

 

 

 

 

myChoice CDx  

 

Effective for dates of service January 1, 2021 

and forward, myChoice CDx companion 

diagnostic test is eligible for reimbursement 

under procedure code 81599 - unlisted 

procedure code with prior authorization (PA). 

The myChoice CDx companion diagnostic 

test is a unique test to determine if a subset of 

patients with ovarian cancer are appropriate 

for treatment with the chemotherapy drug, 

Zejula® (niraparib).  Laboratory providers 

must submit for PA prior to billing for 

myChoice CDx; otherwise, the claim will 

deny.   

 

Outpatient Hospitals  

As a reminder, outpatient hospitals must 

continue to follow Connecticut Medical 

Assistance Program (CMAP) Addendum B 

for coverage and payment of all outpatient 

hospital services. 

 

Accessing the Fee Schedule 

 

The updated Consolidated Laboratory fee 

schedule can be accessed and downloaded by 

going to the Connecticut Medical Assistance 

(CMAP) Web site: www.ctdssmap.com.  

From this Web page, go to “Provider”, then to 

“Provider Fee Schedule Download”.  Click on 

the “I accept” button then proceed to select 

the “Lab” fee schedule.  To access the CSV 

file, press the control key while clicking the 

CSV link, then select “Open”.  

 

http://www.ctdssmap.com/
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Accessing CMAP Addendum B 

CMAP’s Addendum B can be accessed via 

the www.ctdssmap.com Web site by selecting 

the “Hospital Modernization” Web page. 

CMAP’s Addendum B (Excel) is located 

under “Important Messages – Connecticut 

Hospital Modernization”. 

For questions about billing or if further 

assistance is needed to access the fee schedule 

on the CMAP Web site, please contact the 

Provider Assistance Center, Monday through 

Friday from 8:00 a.m. to 5:00 p.m. at 1-800-

842-8440.  

 

 

Posting Instructions:  Policy transmittals can 

be downloaded from the Web site at 

www.ctdssmap.com. 

 

Distribution:  This policy transmittal is being 

distributed to providers of the Connecticut 

Medical Assistance Program by Gainwell 

Technologies.   

 

Responsible Unit:  DSS, Division of Health 

Services, Medical Policy and Regulations, 

Colleen Johnson, Medical Policy Consultant, 

at colleen.johnson@ct.gov. 

 

Date Issued:  January 2021 
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TABLE 1 

 

 

Procedure 

Code 

Description 

81163 BRCA1 (BRCA1, DNA repair associated), BRCA2 (BRCA2, DNA repair associated) 

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

81164 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) 

81165 BRCA1 (BRCA1, DNA repair associated) (eg, hereditary breast and ovarian cancer) 

gene analysis; full sequence analysis 

81166 BRCA1 (BRCA1, DNA repair associated) (eg, hereditary breast and ovarian cancer) 

gene analysis; full duplication/deletion analysis (ie, detection of large gene 

rearrangements 

81167 BRCA2 (BRCA2, DNA repair associated) (eg, hereditary breast and ovarian cancer) 

gene analysis; full duplication/deletion analysis (ie, detection of large gene 

rearrangements) 

81171 AFF2 (AF4/FMR2 family, member 2 [FMR2]) (eg, fragile X mental retardation 2 

[FRAXE]) gene analysis; evaluation to detect abnormal (eg, expanded) alleles 

81172 AFF2 (AF4/FMR2 family, member 2 [FMR2]) (eg, fragile X mental retardation 2 

[FRAXE]) gene analysis; characterization of alleles (eg, expanded size and 

methylation status 

81173 AR (androgen receptor) (eg, spinal and bulbar muscular atrophy, Kennedy disease, X 

chromosome inactivation) gene analysis; full gene sequence 

81174 AR (androgen receptor) (eg, spinal and bulbar muscular atrophy, Kennedy disease, X 

chromosome inactivation) gene analysis; known familial variant 

81177 ATN1 (atrophin 1) (eg, dentatorubral-pallidoluysian atrophy) gene analysis, evaluation 

to detect abnormal (eg, expanded) alleles 

81178 ATXN1 (ataxin 1) (eg, spinocerebellar ataxia) gene analysis, evaluation to detect 

abnormal (eg, expanded) alleles 

81179 ATXN2 (ataxin 2) (eg, spinocerebellar ataxia) gene analysis, evaluation to detect 

abnormal (eg, expanded) alleles 

81180 ATXN3 (ataxin 3) (eg, spinocerebellar ataxia, Machado-Joseph disease) gene analysis, 

evaluation to detect abnormal (eg, expanded) alleles 

81181 ATXN7 (ataxin 7) (eg, spinocerebellar ataxia) gene analysis, evaluation to detect 

abnormal (eg, expanded) alleles 

81182 ATXN8OS (ATXN8 opposite strand [non-protein coding]) (eg, spinocerebellar ataxia) 

gene analysis, evaluation to detect abnormal (eg, expanded) alleles 

http://www.ctdssmap.com/
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Procedure 

Code 

Description 

81183 ATXN10 (ataxin 10) (eg, spinocerebellar ataxia) gene analysis, evaluation to detect 

abnormal (eg, expanded) alleles 

81184 CACNA1A (calcium voltage-gated channel subunit alpha1 A) (eg, spinocerebellar 

ataxia) gene analysis; evaluation to detect abnormal (eg, expanded) alleles 

81185 CACNA1A (calcium voltage-gated channel subunit alpha1 A) (eg, spinocerebellar 

ataxia) gene analysis; full gene sequence 

81186 CACNA1A (calcium voltage-gated channel subunit alpha1 A) (eg, spinocerebellar 

ataxia) gene analysis; known familial variant 

81187 CNBP (CCHC-type zinc finger nucleic acid binding protein) (eg, myotonic dystrophy 

type 2) gene analysis, evaluation to detect abnormal (eg, expanded) alleles 

81188 CSTB (cystatin B) (eg, Unverricht-Lundborg disease) gene analysis; evaluation to 

detect abnormal (eg, expanded) alleles 

81189 CSTB (cystatin B) (eg, Unverricht-Lundborg disease) gene analysis; full gene 

sequence 

81190 CSTB (cystatin B) (eg, Unverricht-Lundborg disease) gene analysis; known familial 

variant(s) 

81204 AR (androgen receptor) (eg, spinal and bulbar muscular atrophy, Kennedy disease, X 

chromosome inactivation) gene analysis; characterization of alleles (eg, expanded size 

or methylation status) 

81233 BTK (Bruton's tyrosine kinase) (eg, chronic lymphocytic leukemia) gene analysis, 

common variants (eg, C481S, C481R, C481F) 

81234 DMPK (DM1 protein kinase) (eg, myotonic dystrophy type 1) gene analysis; 

evaluation to detect abnormal (expanded) alleles 

81236 EZH2 (enhancer of zeste 2 polycomb repressive complex 2 subunit) (eg, 

myelodysplastic syndrome, myeloproliferative neoplasms) gene analysis, full gene 

sequence 

81237 EZH2 (enhancer of zeste 2 polycomb repressive complex 2 subunit) (eg, diffuse large 

B-cell lymphoma) gene analysis, common variant(s) (eg, codon 646) 

81239 DMPK (DM1 protein kinase) (eg, myotonic dystrophy type 1) gene analysis; 

characterization of alleles (eg, expanded size) 

81271 HTT (huntingtin) (eg, Huntington disease) gene analysis; evaluation to detect 

abnormal (eg, expanded) alleles 

81274 HTT (huntingtin) (eg, Huntington disease) gene analysis; characterization of alleles 

(eg, expanded size) 

81284 FXN (frataxin) (eg, Friedreich ataxia) gene analysis; evaluation to detect abnormal 

(expanded) alleles 

http://www.ctdssmap.com/
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Procedure 

Code 

Description 

81285 FXN (frataxin) (eg, Friedreich ataxia) gene analysis; characterization of alleles (eg, 

expanded size) 

81286 FXN (frataxin) (eg, Friedreich ataxia) gene analysis; full gene sequence 

81289 FXN (frataxin) (eg, Friedreich ataxia) gene analysis; known familial variant(s) 

81305 MYD88 (myeloid differentiation primary response 88) (eg, Waldenstrom's 

macroglobulinemia, lymphoplasmacytic leukemia) gene analysis, p.Leu265Pro 

(L265P) variant 

81306 NUDT15 (nudix hydrolase 15) (eg, drug metabolism) gene analysis, common 

variant(s) (eg, *2, *3, *4, *5, *6) 

81312 PABPN1 (poly[A] binding protein nuclear 1) (eg, oculopharyngeal muscular 

dystrophy) gene analysis, evaluation to detect abnormal (eg, expanded) alleles 

81320 PLCG2 (phospholipase C gamma 2) (eg, chronic lymphocytic leukemia) gene 

analysis, common variants (eg, R665W, S707F, L845F) 

81326 PMP22 (peripheral myelin protein 22) (eg, Charcot-Marie-Tooth, hereditary 

neuropathy with liability to pressure palsies) gene analysis; known familial variant 

81329 SMN1 (survival of motor neuron 1, telomeric) (eg, spinal muscular atrophy) gene 

analysis; dosage/deletion analysis (eg, carrier testing), includes SMN2 (survival of 

motor neuron 2, centromeric) analysis, if performed 

81333 TGFBI (transforming growth factor beta-induced) (eg, corneal dystrophy) gene 

analysis, common variants (eg, R124H, R124C, R124L, R555W, R555Q) 

81336 SMN1 (survival of motor neuron 1, telomeric) (eg, spinal muscular atrophy) gene 

analysis; full gene sequence 

81337 SMN1 (survival of motor neuron 1, telomeric) (eg, spinal muscular atrophy) gene 

analysis; known familial sequence variant(s) 

81343 PPP2R2B (protein phosphatase 2 regulatory subunit Bbeta) (eg, spinocerebellar 

ataxia) gene analysis, evaluation to detect abnormal (eg, expanded) alleles 

81344 TBP (TATA box binding protein) (eg, spinocerebellar ataxia) gene analysis, 

evaluation to detect abnormal (eg, expanded) alleles 

81345 TERT (telomerase reverse transcriptase) (eg, thyroid carcinoma, glioblastoma 

multiforme) gene analysis, targeted sequence analysis (eg, promoter region) 

81425 Genome (eg, unexplained constitutional or heritable disorder or syndrome); sequence 

analysis 

81426 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) 

http://www.ctdssmap.com/
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Procedure 

Code 

Description 

81427 Genome (eg, unexplained constitutional or heritable disorder or syndrome); re-

evaluation of previously obtained genome sequence (eg, updated knowledge or 

unrelated condition/syndrome) 

81434 Hereditary retinal disorders (eg, retinitis pigmentosa, Leber congenital amaurosis, 

cone-rod dystrophy), genomic sequence analysis panel, must include sequencing of at 

least 15 genes, including ABCA4, CNGA1, CRB1, EYS, PDE6A, PDE6B, PRPF31, 

PRPH2, RDH12, RHO, RP1, RP2, RPE65, RPGR, and USH2A 

81443 Genetic testing for severe inherited conditions (eg, cystic fibrosis, Ashkenazi Jewish-

associated disorders [eg, Bloom syndrome, Canavan disease, Fanconi anemia type C, 

mucolipidosis type VI, Gaucher disease, Tay-Sachs disease], beta 

hemoglobinopathies, phenylketonuria, galactosemia), genomic sequence analysis 

panel, must include sequencing of at least 15 genes (eg, ACADM, ARSA, ASPA, 

ATP7B, BCKDHA, BCKDHB, BLM, CFTR, DHCR7, FANCC, G6PC, GAA, GALT, 

GBA, GBE1, HBB, HEXA, IKBKAP, MCOLN1, PAH) 

81470 X-linked intellectual disability (XLID) (eg, syndromic and non-syndromic XLID); 

genomic sequence analysis panel, must include sequencing of at least 60 genes, 

including ARX, ATRX, CDKL5, FGD1, FMR1, HUWE1, IL1RAPL, KDM5C, 

L1CAM, MECP2, MED12, MID1, OCRL, RPS6KA3, and SLC16A2 

81471 X-linked intellectual disability (XLID) (eg, syndromic and non-syndromic XLID); 

duplication/deletion gene analysis, must include analysis of at least 60 genes, 

including ARX, ATRX, CDKL5, FGD1, FMR1, HUWE1, IL1RAPL, KDM5C, 

L1CAM, MECP2, MED12, MID1, OCRL, RPS6KA3, and SLC16A2 

81490 Autoimmune (rheumatoid arthritis), analysis of 12 biomarkers using immunoassays, 

utilizing serum, prognostic algorithm reported as a disease activity score 

81518 Oncology (breast), mRNA, gene expression profiling by real-time RT-PCR of 11 

genes (7 content and 4 housekeeping), utilizing formalin-fixed paraffin-embedded 

tissue, algorithms reported as percentage risk for metastatic recurrence and likelihood 

of benefit from extended endocrine therapy 

81520 Oncology (breast), mRNA gene expression profiling by hybrid capture of 58 genes (50 

content and 8 housekeeping), utilizing formalin-fixed paraffin-embedded tissue, 

algorithm reported as a recurrence risk score 

81522 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  

81551 Oncology (prostate), promoter methylation profiling by real-time PCR of 3 genes 

(GSTP1, APC, RASSF1), utilizing formalin-fixed paraffin-embedded tissue, algorithm 

reported as a likelihood of prostate cancer detection on repeat biopsy 

http://www.ctdssmap.com/
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Procedure 

Code 

Description 

81596 Infectious disease, chronic hepatitis C virus (HCV) infection, six biochemical assays 

(ALT, A2-macroglobulin, apolipoprotein A-1, total bilirubin, GGT, and haptoglobin) 

utilizing serum, prognostic algorithm reported as scores for fibrosis and 

necroinflammatory activity in liver 
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