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CLIA ID#05D1082992
Natera, Inc., 1-855-866-NIPT (6478)
201 Industrial Road Suite 410, San Carlos, CA 94070 Report ID

Patient Name:  Jane Doe
Date of Birth: 05/24/1979
Maternal Age at EDD: 35
Gestational Age: 10 weeks/3 days
Maternal Weight: 140 lbs 

Ordering Physician: Dr. Smith Walters, M.D.
Additional Reports Sent to: N/A
Clinic Information: Natera, Inc.

Report date: 04/21/2013
Case file ID: 1
Collection kit: 12343-2-N
Accessioning ID: 1303270175
Medical Record #: 1243432

Samples Collected: 04/14/2013
Samples Received: 04/16/2013
    Mother Blood
    Father Cheek
Additional Testing:    Triploidy
    Extended Panel

 

REPORT SUMMARY

HIGH RISK

Notes added by the clinical reviewer, if any, will appear in place of this text.

Fetal fraction: 14.9%Sex of fetus: Not reported

Condition
tested1

Prior
risk2

Panorama
risk score3 Result Interpretation

High Risk
Follow-up counseling and 
testing recommended.1/2,000

4
1/19

1/12,494

1/16,658

1/57,110

1/13,882

22q11.2 Deletion syndrome/
DiGeorge syndrome

1/5,0004

1/12,0004

1/20,0004

1/12,0004

1p36 Deletion syndrome

Angelman syndrome

Cri-du-chat syndrome

Prader-Willi syndrome

Low Risk

Low Risk

Low Risk

Low Risk

Trisomy 21 1/100 <1/10,000 Low Risk

Trisomy 18 1/167 <1/10,000 Low Risk

Low Risk

Low Risk

Low Risk

Trisomy 13 1/526 <1/10,000  

Monosomy X 1/256 <1/10,000 

Triploidy/Vanishing twin

1. Excludes cases with evidence of fetal and/or placental mosaicism     2. Based on maternal age and gestational age    3. Based on a priori risk and test results
4. These incidences are based on overall disease prevalence in the population. This test will not identify all deletions associated with each disorder.  Ability to detect deletions will be based on size and location. 

TESTING METHODOLOGY: DNA isolated from the maternal blood, which contains fetal DNA, is amplified at 19,500 loci using a targeted PCR assay 
and sequenced using a high-throughput sequencer. Sequencing data is analyzed using Natera’s proprietary NATUS algorithm to determine the 
fetal copy number for chromosomes 13, 18, 21, X, and Y, thereby identifying whole chromosome abnormalities at those chromosomes, and if 
ordered, the microdeletion panel will identify microdeletions at the specified loci only. If a sample fails to meet the quality threshold, no result will 
be reported for that chromosome.

DISCLAIMERS: Findings of unknown significance and possible non-paternity will not be reported.  As this assay is a screening test and not 
diagnostic, false positive and false negatives can occur.  Positive test results need diagnostic confirmation by alternative testing methods.  
Negative results do not fully exclude the diagnosis of any of the syndromes which can be due to mosaicism, small imbalances, point mutations, 
gene inactivation, haploblocks, or other genetic/epigentic mechanisms. Other potential sources of error include, but are not limited to, DNA 
sample contamination or degredation, limitations of current diagnostic techniques, misidentification of samples, or other factors that may 
interfere with correct interpretation of the analysis. This test has the potential to uncover consanguinity in the family. This test was not approved by 
the U.S. Food and Drug Administration. This test was developed, and its performance characteristics, including accuracy and precision, were 
determined by the Natera Laboratory according to the requirements of CLIA. 

REFERENCES: Snijders RJ, et al. Maternal age- and gestation-specific risk for trisomy 21. Ultrasound Obstet Gynecol. 1999 Mar; 13(3): 167-70. 
Snijders et al. Maternal age and gestational age specific risk for chromosomal defects. Fetal Diagn Ther. 1995 Nov-Dec; 10(6): 356-67. Gravholt 
CH, et al. Prenatal and postnatal prevalence of Turner syndrome: a registry study. BMJ 1996; 312:16-21. The Online Mendelian Inheritance of Man 
online database, GeneTests, and Nussbaum RL, McInnes RR, Willard HF. 2007. Thompson and Thompson, Genetics in Medicine (7th edn). Oxford 
Saunders: Philadelphia.

APPROVED BY: Gregory M. Enns MB, ChB, FAAP APPROVED BY: Susan Zneimer Laboratory Director

IF THE ORDERING PROVIDER HAS QUESTIONS OR WISHES TO DISCUSS THE RESULTS, PLEASE CONTACT US AT 650-249-9090. Ask for the NIPT genetic counselor on call.
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