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Patient Information

Name: Donor 12881

Date of Birth: 

Sema4 ID: 22114758

Client ID: SEATSB-S479433038

Indication: Carrier Screening

Specimen Information

Specimen Type: Blood

Date Collected: 06/07/2022

Date Received: 06/09/2022

Final Report: 06/17/2022

Referring Provider

Jeffrey Olliffe, M.D.

Seattle Sperm Bank

4915 25th Avenue NE Suite 204W

Seattle, WA, 98105

Fax: 206-466-4696

Expanded Carrier Screen (502 genes)
with Personalized Residual Risk

SUMMARY OF RESULTS AND RECOMMENDATIONS

Carrier of Argininosuccinic Aciduria (AR)

Associated gene(s): ASL

Variant(s) Detected: c 436C>T, p.R146W, Likely Pathogenic,

Heterozygous (one copy)

Negative for all other genes tested

To view a full list of genes and diseases tested  

please see Table 1 in this report

AR=Autosomal recessive; XL=X-linked

Recommendations
Testing the partner for the above positive disorder(s) and genetic counseling are recommended.

Please note that for female carriers of X-linked diseases, follow-up testing of a male partner is not indicated.

CGG repeat analysis of FMR1 for fragile X syndrome is not performed on males as repeat expansion of premutation alleles is not expected

in the male germline.

Individuals of Asian, African, Hispanic and Mediterranean ancestry should also be screened for hemoglobinopathies by CBC and

hemoglobin electrophoresis.

Consideration of residual risk by ethnicity after a negative carrier screen is recommended for the other diseases on the panel, especially

in the case of a positive family history for a specific disorder.

Interpretation of positive results

Argininosuccinic Aciduria (AR)

Results and Interpretation

A heterozygous (one copy) likely pathogenic missense variant, c.436C>T, p.R146W, was detected in the ASL gene (NM_000048.3). When this

variant is present in trans with a pathogenic variant, it is considered to be causative for argininosuccinic aciduria. Therefore, this individual is

expected to be at least a carrier for argininosuccinic aciduria. Heterozygous carriers are not expected to exhibit symptoms of this disease. 

 

What is Argininosuccinic Aciduria?

Argininosuccinic aciduria is a pan-ethnic autosomal recessive disease caused by pathogenic variants in the gene ASL . It prevents the body

from properly removing ammonia from the blood, causing periods of hyperammonemia (high levels of ammonia in the blood). The clinical

presentation is variable, and there are two main forms:

Neonatal onset: Within the first days of life, babies with neonatal onset argininosuccinic aciduria experience vomiting, lethargy, and

hypothermia. Affected individuals will be at risk for hyperammonemic episodes throughout life.

Late onset: Hyperammonemic episodes begin later in life and are usually triggered by stress or illness.

Positive Negative





































Patient Information:
12881, Donor
DOB: 
Sex: M
MR#: 
Patient#: FT-PT9531411

Partner Information: 
Not Tested 

Physician:
Kuan, James
ATTN: Martinez, Lupe
Seattle Sperm Bank 
4915 25th Avenue NE, Ste 204W
Seattle, WA 98105
Phone: (206) 588-1484 

Laboratory:
Fulgent Therapeutics LLC
CAP#: 8042697
CLIA#: 05D2043189 
Laboratory Director: 
Dr. Amar Jariwala 
Report Date: Sep 29,2026

Accession:
FT-7580141
Test#: FT-TS15699909 
Specimen Type: Blood (EDTA)
Collected: Aug 01,2026 

Accession:
N/A

FINAL RESULTS TEST PERFORMED

No carrier mutations identified
Single Gene Carrier Screening: NAGA
(1 Gene Panel: NAGA; gene sequencing with deletion and
duplication analysis)

INTERPRETATION:
Notes and Recommendations:

No carrier mutations were identified in the submitted specimen. A negative result does not rule out the possibility of a genetic
predisposition nor does it rule out any pathogenic mutations in areas not assessed by this test or in regions that were covered
at a level too low to reliably assess. Also, it does not rule out mutations that are of the sort not queried by this test; see
Methods and Limitations for more information. A negative result reduces, but does not eliminate, the chance to be a carrier for
any condition included in this screen. Please see the supplemental table for details.
This carrier screening test does not screen for all possible genetic conditions, nor for all possible mutations in every gene
tested. This report does not include variants of uncertain significance; only variants classified as pathogenic or likely
pathogenic at the time of testing, and considered relevant for reproductive carrier screening, are reported. Please see the
gene specific notes for details. Please note that the classification of variants can change over time.
Patients may wish to discuss any carrier results with blood relatives, as there is an increased chance that they are also
carriers. These results should be interpreted in the context of this individual's clinical findings, biochemical profile, and family
history.
Gene specific notes and limitations may be present. See below.
Genetic counseling is recommended. Available genetic counselors and additional resources can be found at the National
Society of Genetic Counselors (NSGC; https://www.nsgc.org).
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GENES TESTED:
Custom Beacon Preconception Carrier Screening Panel - 1 Gene
This analysis was run using the Custom Beacon Preconception Carrier Screening Panel gene list. 1 genes were tested with
100.0% of targets sequenced at >20x coverage. For more gene-specific information and assistance with residual risk calculation,
see the SUPPLEMENTAL TABLE.

NAGA

METHODS:
Genomic DNA was isolated from the submitted specimen indicated above (if cellular material was submitted). DNA was barcoded,
and enriched for the coding exons of targeted genes using hybrid capture technology. Prepared DNA libraries were then sequenced
using a Next Generation Sequencing technology. Following alignment to the human genome reference sequence (assembly
GRCh37), variants were detected in regions of at least 10x coverage. For this specimen, 100.00% and 100.00% of coding regions
and splicing junctions of genes listed had been sequenced with coverage of at least 10x and 20x, respectively, by NGS or by
Sanger sequencing. The remaining regions did not have 10x coverage, and were not evaluated. Variants were interpreted manually
using locus specific databases, literature searches, and other molecular biological principles. To minimize false positive results, any
variants that do not meet internal quality standards are confirmed by Sanger sequencing. Variants classified as pathogenic, likely
pathogenic, or risk allele which are located in the coding regions and nearby intronic regions (+/- 20bp) of the genes listed above
are reported. Variants outside these intervals may be reported but are typically not guaranteed. When a single pathogenic or likely
pathogenic variant is identified in a clinically relevant gene with autosomal recessive inheritance, the laboratory will attempt to
ensure 100% coverage of coding sequences either through NGS or Sanger sequencing technologies ("fill-in"). All genes listed were
evaluated for large deletions and/or duplications. However, single exon deletions or duplications will not be detected in this assay,
nor will copy number alterations in regions of genes with significant pseudogenes. Putative deletions or duplications are analyzed
using Fulgent Germline proprietary pipeline for this specimen. Bioinformatics: The FPLMv2.0 pipeline was used to analyze this
specimen.

LIMITATIONS:
General Limitations

These test results and variant interpretation are based on the proper identification of the submitted specimen, accuracy of any
stated familial relationships, and use of the correct human reference sequences at the queried loci. In very rare instances, errors
may result due to mix-up or co-mingling of specimens. Positive results do not imply that there are no other contributors, genetic or
otherwise, to future pregnancies, and negative results do not rule out the genetic risk to a pregnancy. Official gene names change
over time. Fulgent uses the most up to date gene names based on HUGO Gene Nomenclature Committee
(https://www.genenames.org) recommendations. If the gene name on report does not match that of ordered gene, please contact
the laboratory and details can be provided. Result interpretation is based on the available clinical and family history information for
this individual, collected published information, and Alamut annotation available at the time of reporting. This assay is not designed
or validated for the detection of low-level mosaicism or somatic mutations. This assay will not detect certain types of genomic
aberrations such as translocations, inversions, or repeat expansions other than specified genes. DNA alterations in regulatory
regions or deep intronic regions (greater than 20bp from an exon) may not be detected by this test. Unless otherwise indicated, no
additional assays have been performed to evaluate genetic changes in this specimen. There are technical limitations on the ability
of DNA sequencing to detect small insertions and deletions. Our laboratory uses a sensitive detection algorithm, however these
types of alterations are not detected as reliably as single nucleotide variants. Rarely, due to systematic chemical, computational, or
human error, DNA variants may be missed. Although next generation sequencing technologies and our bioinformatics analysis
significantly reduce the confounding contribution of pseudogene sequences or other highly-homologous sequences, sometimes
these may still interfere with the technical ability of the assay to identify pathogenic alterations in both sequencing and
deletion/duplication analyses. Deletion/duplication analysis can identify alterations of genomic regions which include two or more
contiguous exons in size (whole blood specimens only); single exon deletions or duplications may occasionally be identified, but
are not routinely detected by this test. Saliva swab samples may have reduced sensitivity for CNVs and a higher CNV failure rate.
When novel DNA duplications are identified, it is not possible to discern the genomic location or orientation of the duplicated
segment, hence the effect of the duplication cannot be predicted. Where deletions are detected, it is not always possible to
determine whether the predicted product will remain in-frame or not. Unless otherwise indicated, deletion/duplication analysis has
not been performed in regions that have been sequenced by Sanger.
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Gene Specific Notes and Limitations

No gene specific limitations apply to the genes on the tested panel.

SIGNATURE:
 

Volkan Okur, MD, FACMG, CGMBS on 09/29/2026 
Laboratory Director, Fulgent

DISCLAIMER:
This test was developed, performed, and its performance characteristics determined by Fulgent Therapeutics LLC (CAP#
8042697, CLIA# 05D2043189), 4399 Santa Anita Ave., El Monte, CA 91731. It has not been cleared or approved by the FDA. The
laboratory is regulated under CLIA as qualified to perform high-complexity testing. This test is used for clinical purposes. It should
not be regarded as investigational or for research. Since genetic variation, as well as systematic and technical factors, can affect
the accuracy of testing, the results of testing should always be interpreted in the context of clinical and familial data. For assistance
with interpretation of these results, healthcare professionals may contact us directly at (626) 350-0537 or
info@fulgentgenetics.com. It is recommended that patients receive appropriate genetic counseling to explain the implications of
the test result, including its residual risks, uncertainties and reproductive or medical options.
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To view the supplemental table describing the carrier frequencies, detection rates,
and residual risks associated with the genes tested on any Beacon panel, please visit
the following link:
Beacon Expanded Carrier Screening Supplemental Table
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Patient Information:
12881, Donor
DOB: 
Sex: M
MR#: 
Patient#: FT-PT9531411

Partner Information: 
Not Tested 

Physician:
Kuan, James
Seattle Sperm Bank
4915 25th Avenue NE, Ste 204W
Seattle, WA 98105
Phone: (206) 588-1484

Laboratory:
Inform Diagnostics
CLIA#: 22D0957540 
Laboratory Director: 
Arash Radfar M.D. 
Report Date: Sep 08,2026

Accession:
FT-7580141
Test#: XB-TS14310 
Specimen Type: Blood (EDTA)
Collected: Aug 01,2026 

Accession:
N/A

FINAL RESULTS TEST PERFORMED

No carrier mutations identified
Single Gene Carrier Screening: ERCC3
(1 Gene Panel: ERCC3; gene sequencing with deletion and
duplication analysis)

INTERPRETATION:
Notes and Recommendations:

No carrier mutations were identified in the submitted specimen. A negative result does not rule out the possibility of a genetic
predisposition nor does it rule out any pathogenic mutations in areas not assessed by this test or in regions that were covered
at a level too low to reliably assess. Also, it does not rule out mutations that are of the sort not queried by this test; see
Methods and Limitations for more information. A negative result reduces, but does not eliminate, the chance to be a carrier for
any condition included in this screen. Please see the supplemental table for details.
This carrier screening test does not screen for all possible genetic conditions, nor for all possible mutations in every gene
tested. This report does not include variants of uncertain significance; only variants classified as pathogenic or likely
pathogenic at the time of testing, and considered relevant for reproductive carrier screening, are reported. Please see the
gene specific notes for details. Please note that the classification of variants can change over time.
Patients may wish to discuss any carrier results with blood relatives, as there is an increased chance that they are also
carriers. These results should be interpreted in the context of this individual's clinical findings, biochemical profile, and family
history.
Gene specific notes and limitations may be present. See below.
Genetic counseling is recommended. Available genetic counselors and additional resources can be found at the National
Society of Genetic Counselors (NSGC; https://www.nsgc.org).
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GENES TESTED:
Custom Beacon Preconception Carrier Screening Panel - 1 Gene
This analysis was run using the Custom Beacon Preconception Carrier Screening Panel gene list. 1 genes were tested with
100.0% of targets sequenced at >20x coverage. For more gene-specific information and assistance with residual risk calculation,
see the SUPPLEMENTAL TABLE.

ERCC3

METHODS:
Genomic DNA was isolated from the submitted specimen indicated above (if cellular material was submitted). DNA was barcoded,
and enriched for the coding exons of targeted genes using hybrid capture technology. Prepared DNA libraries were then sequenced
using a Next Generation Sequencing technology. Following alignment to the human genome reference sequence (assembly
GRCh37), variants were detected in regions of at least 10x coverage. For this specimen, 100.00% and 100.00% of coding regions
and splicing junctions of genes listed had been sequenced with coverage of at least 10x and 20x, respectively, by NGS or by
Sanger sequencing. The remaining regions did not have 10x coverage, and were not evaluated. Variants were interpreted manually
using locus specific databases, literature searches, and other molecular biological principles. To minimize false positive results, any
variants that do not meet internal quality standards are confirmed by Sanger sequencing. Variants classified as pathogenic, likely
pathogenic, or risk allele which are located in the coding regions and nearby intronic regions (+/- 20bp) of the genes listed above
are reported. Variants outside these intervals may be reported but are typically not guaranteed. When a single pathogenic or likely
pathogenic variant is identified in a clinically relevant gene with autosomal recessive inheritance, the laboratory will attempt to
ensure 100% coverage of coding sequences either through NGS or Sanger sequencing technologies ("fill-in"). All genes listed were
evaluated for large deletions and/or duplications. However, single exon deletions or duplications will not be detected in this assay,
nor will copy number alterations in regions of genes with significant pseudogenes. Putative deletions or duplications are analyzed
using Fulgent Germline proprietary pipeline for this specimen. Bioinformatics: The FPLMv2.0 pipeline was used to analyze this
specimen.

LIMITATIONS:
General Limitations

These test results and variant interpretation are based on the proper identification of the submitted specimen, accuracy of any
stated familial relationships, and use of the correct human reference sequences at the queried loci. In very rare instances, errors
may result due to mix-up or co-mingling of specimens. Positive results do not imply that there are no other contributors, genetic or
otherwise, to future pregnancies, and negative results do not rule out the genetic risk to a pregnancy. Official gene names change
over time. Fulgent uses the most up to date gene names based on HUGO Gene Nomenclature Committee
(https://www.genenames.org) recommendations. If the gene name on report does not match that of ordered gene, please contact
the laboratory and details can be provided. Result interpretation is based on the available clinical and family history information for
this individual, collected published information, and Alamut annotation available at the time of reporting. This assay is not designed
or validated for the detection of low-level mosaicism or somatic mutations. This assay will not detect certain types of genomic
aberrations such as translocations, inversions, or repeat expansions other than specified genes. DNA alterations in regulatory
regions or deep intronic regions (greater than 20bp from an exon) may not be detected by this test. Unless otherwise indicated, no
additional assays have been performed to evaluate genetic changes in this specimen. There are technical limitations on the ability
of DNA sequencing to detect small insertions and deletions. Our laboratory uses a sensitive detection algorithm, however these
types of alterations are not detected as reliably as single nucleotide variants. Rarely, due to systematic chemical, computational, or
human error, DNA variants may be missed. Although next generation sequencing technologies and our bioinformatics analysis
significantly reduce the confounding contribution of pseudogene sequences or other highly-homologous sequences, sometimes
these may still interfere with the technical ability of the assay to identify pathogenic alterations in both sequencing and
deletion/duplication analyses. Deletion/duplication analysis can identify alterations of genomic regions which include two or more
contiguous exons in size (whole blood specimens only); single exon deletions or duplications may occasionally be identified, but
are not routinely detected by this test. Saliva swab samples may have reduced sensitivity for CNVs and a higher CNV failure rate.
When novel DNA duplications are identified, it is not possible to discern the genomic location or orientation of the duplicated
segment, hence the effect of the duplication cannot be predicted. Where deletions are detected, it is not always possible to
determine whether the predicted product will remain in-frame or not. Unless otherwise indicated, deletion/duplication analysis has
not been performed in regions that have been sequenced by Sanger.
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Gene Specific Notes and Limitations

No gene specific limitations apply to the genes on the tested panel.

SIGNATURE:
 

Dr. Harry Gao, DABMG, FACMG on 09/08/2026 
Laboratory Director, Fulgent

DISCLAIMER:
This test was developed, performed, and its performance characteristics determined by Fulgent Therapeutics LLC (CAP#
8042697, CLIA# 05D2043189), 4399 Santa Anita Ave., El Monte, CA 91731. It has not been cleared or approved by the FDA. The
laboratory is regulated under CLIA as qualified to perform high-complexity testing. This test is used for clinical purposes. It should
not be regarded as investigational or for research. Since genetic variation, as well as systematic and technical factors, can affect
the accuracy of testing, the results of testing should always be interpreted in the context of clinical and familial data. For assistance
with interpretation of these results, healthcare professionals may contact us directly at (626) 350-0537 or
info@fulgentgenetics.com. It is recommended that patients receive appropriate genetic counseling to explain the implications of
the test result, including its residual risks, uncertainties and reproductive or medical options.
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To view the supplemental table describing the carrier frequencies, detection rates,
and residual risks associated with the genes tested on any Beacon panel, please visit
the following link:
Beacon Expanded Carrier Screening Supplemental Table
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Patient Information:
12881, Donor
DOB: 
Sex: M
MR#: 
Patient#: FT-PT9531411

Partner Information: 
Not Tested 

Physician:
Kuan, James
Seattle Sperm Bank
4915 25th Avenue NE, Ste 204W
Seattle, WA 98105
Phone: (206) 588-1484

Laboratory:
Inform Diagnostics
CLIA#: 22D0957540 
Laboratory Director: 
Arash Radfar M.D. 
Report Date: Sep 07,2026

Accession:
FT-7580141
Test#: XB-TS14219 
Specimen Type: Blood (EDTA)
Collected: Aug 01,2026 

Accession:
N/A

FINAL RESULTS TEST PERFORMED

No carrier mutations identified
Single Gene Carrier Screening: CLCN1
(1 Gene Panel: CLCN1; gene sequencing with deletion and
duplication analysis)

INTERPRETATION:
Notes and Recommendations:

No carrier mutations were identified in the submitted specimen. A negative result does not rule out the possibility of a genetic
predisposition nor does it rule out any pathogenic mutations in areas not assessed by this test or in regions that were covered
at a level too low to reliably assess. Also, it does not rule out mutations that are of the sort not queried by this test; see
Methods and Limitations for more information. A negative result reduces, but does not eliminate, the chance to be a carrier for
any condition included in this screen. Please see the supplemental table for details.
This carrier screening test does not screen for all possible genetic conditions, nor for all possible mutations in every gene
tested. This report does not include variants of uncertain significance; only variants classified as pathogenic or likely
pathogenic at the time of testing, and considered relevant for reproductive carrier screening, are reported. Please see the
gene specific notes for details. Please note that the classification of variants can change over time.
Patients may wish to discuss any carrier results with blood relatives, as there is an increased chance that they are also
carriers. These results should be interpreted in the context of this individual's clinical findings, biochemical profile, and family
history.
Gene specific notes and limitations may be present. See below.
Genetic counseling is recommended. Available genetic counselors and additional resources can be found at the National
Society of Genetic Counselors (NSGC; https://www.nsgc.org).
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GENES TESTED:
Custom Beacon Preconception Carrier Screening Panel - 1 Gene
This analysis was run using the Custom Beacon Preconception Carrier Screening Panel gene list. 1 genes were tested with
100.0% of targets sequenced at >20x coverage. For more gene-specific information and assistance with residual risk calculation,
see the SUPPLEMENTAL TABLE.

CLCN1

METHODS:
Genomic DNA was isolated from the submitted specimen indicated above (if cellular material was submitted). DNA was barcoded,
and enriched for the coding exons of targeted genes using hybrid capture technology. Prepared DNA libraries were then sequenced
using a Next Generation Sequencing technology. Following alignment to the human genome reference sequence (assembly
GRCh37), variants were detected in regions of at least 10x coverage. For this specimen, 100.00% and 100.00% of coding regions
and splicing junctions of genes listed had been sequenced with coverage of at least 10x and 20x, respectively, by NGS or by
Sanger sequencing. The remaining regions did not have 10x coverage, and were not evaluated. Variants were interpreted manually
using locus specific databases, literature searches, and other molecular biological principles. To minimize false positive results, any
variants that do not meet internal quality standards are confirmed by Sanger sequencing. Variants classified as pathogenic, likely
pathogenic, or risk allele which are located in the coding regions and nearby intronic regions (+/- 20bp) of the genes listed above
are reported. Variants outside these intervals may be reported but are typically not guaranteed. When a single pathogenic or likely
pathogenic variant is identified in a clinically relevant gene with autosomal recessive inheritance, the laboratory will attempt to
ensure 100% coverage of coding sequences either through NGS or Sanger sequencing technologies ("fill-in"). All genes listed were
evaluated for large deletions and/or duplications. However, single exon deletions or duplications will not be detected in this assay,
nor will copy number alterations in regions of genes with significant pseudogenes. Putative deletions or duplications are analyzed
using Fulgent Germline proprietary pipeline for this specimen. Bioinformatics: The FPLMv2.0 pipeline was used to analyze this
specimen.

LIMITATIONS:
General Limitations

These test results and variant interpretation are based on the proper identification of the submitted specimen, accuracy of any
stated familial relationships, and use of the correct human reference sequences at the queried loci. In very rare instances, errors
may result due to mix-up or co-mingling of specimens. Positive results do not imply that there are no other contributors, genetic or
otherwise, to future pregnancies, and negative results do not rule out the genetic risk to a pregnancy. Official gene names change
over time. Fulgent uses the most up to date gene names based on HUGO Gene Nomenclature Committee
(https://www.genenames.org) recommendations. If the gene name on report does not match that of ordered gene, please contact
the laboratory and details can be provided. Result interpretation is based on the available clinical and family history information for
this individual, collected published information, and Alamut annotation available at the time of reporting. This assay is not designed
or validated for the detection of low-level mosaicism or somatic mutations. This assay will not detect certain types of genomic
aberrations such as translocations, inversions, or repeat expansions other than specified genes. DNA alterations in regulatory
regions or deep intronic regions (greater than 20bp from an exon) may not be detected by this test. Unless otherwise indicated, no
additional assays have been performed to evaluate genetic changes in this specimen. There are technical limitations on the ability
of DNA sequencing to detect small insertions and deletions. Our laboratory uses a sensitive detection algorithm, however these
types of alterations are not detected as reliably as single nucleotide variants. Rarely, due to systematic chemical, computational, or
human error, DNA variants may be missed. Although next generation sequencing technologies and our bioinformatics analysis
significantly reduce the confounding contribution of pseudogene sequences or other highly-homologous sequences, sometimes
these may still interfere with the technical ability of the assay to identify pathogenic alterations in both sequencing and
deletion/duplication analyses. Deletion/duplication analysis can identify alterations of genomic regions which include two or more
contiguous exons in size (whole blood specimens only); single exon deletions or duplications may occasionally be identified, but
are not routinely detected by this test. Saliva swab samples may have reduced sensitivity for CNVs and a higher CNV failure rate.
When novel DNA duplications are identified, it is not possible to discern the genomic location or orientation of the duplicated
segment, hence the effect of the duplication cannot be predicted. Where deletions are detected, it is not always possible to
determine whether the predicted product will remain in-frame or not. Unless otherwise indicated, deletion/duplication analysis has
not been performed in regions that have been sequenced by Sanger.
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Gene Specific Notes and Limitations

No gene specific limitations apply to the genes on the tested panel.

SIGNATURE:
 

Zhenbin Chen, Ph.D., CGMB, FACMG on 09/07/2026 
Laboratory Director, Fulgent

DISCLAIMER:
This test was developed, performed, and its performance characteristics determined by Fulgent Therapeutics LLC (CAP#
8042697, CLIA# 05D2043189), 4399 Santa Anita Ave., El Monte, CA 91731. It has not been cleared or approved by the FDA. The
laboratory is regulated under CLIA as qualified to perform high-complexity testing. This test is used for clinical purposes. It should
not be regarded as investigational or for research. Since genetic variation, as well as systematic and technical factors, can affect
the accuracy of testing, the results of testing should always be interpreted in the context of clinical and familial data. For assistance
with interpretation of these results, healthcare professionals may contact us directly at (626) 350-0537 or
info@fulgentgenetics.com. It is recommended that patients receive appropriate genetic counseling to explain the implications of
the test result, including its residual risks, uncertainties and reproductive or medical options.
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To view the supplemental table describing the carrier frequencies, detection rates,
and residual risks associated with the genes tested on any Beacon panel, please visit
the following link:
Beacon Expanded Carrier Screening Supplemental Table
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Patient Information:
12881, Donor
DOB: 
Sex: M
MR#: 
Patient#: FT-PT9531411

Partner Information: 
Not Tested 

Physician:
Kuan, James
ATTN: Martinez,Lupe
Seattle Sperm Bank
4915 25th Avenue NE, Ste 204W
Seattle, WA 98105
Phone: (206) 588-1484

Laboratory:
Inform Diagnostics
CLIA#: 22D0957540 
Laboratory Director: 
Arash Radfar M.D. 
Report Date: Aug 12,2026

Accession:
FT-7580141
Test#: XB-TS12599 
Specimen Type: Blood (EDTA)
Collected: Aug 01,2026 

Accession:
N/A

FINAL RESULTS TEST PERFORMED

No carrier mutations identified

Custom Beacon Preconception Carrier
Screening Panel
(3 Gene Panel: COASY, GFPT1, and SERPINA1; gene
sequencing with deletion and duplication analysis)

INTERPRETATION:
Notes and Recommendations:

No carrier mutations were identified in the submitted specimen. A negative result does not rule out the possibility of a genetic
predisposition nor does it rule out any pathogenic mutations in areas not assessed by this test or in regions that were covered
at a level too low to reliably assess. Also, it does not rule out mutations that are of the sort not queried by this test; see
Methods and Limitations for more information. A negative result reduces, but does not eliminate, the chance to be a carrier for
any condition included in this screen. Please see the supplemental table for details.
This carrier screening test does not screen for all possible genetic conditions, nor for all possible mutations in every gene
tested. This report does not include variants of uncertain significance; only variants classified as pathogenic or likely
pathogenic at the time of testing, and considered relevant for reproductive carrier screening, are reported. Please see the
gene specific notes for details. Please note that the classification of variants can change over time.
Patients may wish to discuss any carrier results with blood relatives, as there is an increased chance that they are also
carriers. These results should be interpreted in the context of this individual's clinical findings, biochemical profile, and family
history.
Gene specific notes and limitations may be present. See below.
Genetic counseling is recommended. Available genetic counselors and additional resources can be found at the National
Society of Genetic Counselors (NSGC; https://www.nsgc.org).
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GENES TESTED:
Custom Beacon Preconception Carrier Screening Panel - 3 Genes
This analysis was run using the Custom Beacon Preconception Carrier Screening Panel gene list. 3 genes were tested with
100.0% of targets sequenced at >20x coverage. For more gene-specific information and assistance with residual risk calculation,
see the SUPPLEMENTAL TABLE.

COASY, GFPT1, SERPINA1

METHODS:
Genomic DNA was isolated from the submitted specimen indicated above (if cellular material was submitted). DNA was barcoded,
and enriched for the coding exons of targeted genes using hybrid capture technology. Prepared DNA libraries were then sequenced
using a Next Generation Sequencing technology. Following alignment to the human genome reference sequence (assembly
GRCh37), variants were detected in regions of at least 10x coverage. For this specimen, 100.00% and 100.00% of coding regions
and splicing junctions of genes listed had been sequenced with coverage of at least 10x and 20x, respectively, by NGS or by
Sanger sequencing. The remaining regions did not have 10x coverage, and were not evaluated. Variants were interpreted manually
using locus specific databases, literature searches, and other molecular biological principles. To minimize false positive results, any
variants that do not meet internal quality standards are confirmed by Sanger sequencing. Variants classified as pathogenic, likely
pathogenic, or risk allele which are located in the coding regions and nearby intronic regions (+/- 20bp) of the genes listed above
are reported. Variants outside these intervals may be reported but are typically not guaranteed. When a single pathogenic or likely
pathogenic variant is identified in a clinically relevant gene with autosomal recessive inheritance, the laboratory will attempt to
ensure 100% coverage of coding sequences either through NGS or Sanger sequencing technologies ("fill-in"). All genes listed were
evaluated for large deletions and/or duplications. However, single exon deletions or duplications will not be detected in this assay,
nor will copy number alterations in regions of genes with significant pseudogenes. Putative deletions or duplications are analyzed
using Fulgent Germline proprietary pipeline for this specimen. Bioinformatics: The FPLMv2.0 pipeline was used to analyze this
specimen.

LIMITATIONS:
General Limitations

These test results and variant interpretation are based on the proper identification of the submitted specimen, accuracy of any
stated familial relationships, and use of the correct human reference sequences at the queried loci. In very rare instances, errors
may result due to mix-up or co-mingling of specimens. Positive results do not imply that there are no other contributors, genetic or
otherwise, to future pregnancies, and negative results do not rule out the genetic risk to a pregnancy. Official gene names change
over time. Fulgent uses the most up to date gene names based on HUGO Gene Nomenclature Committee
(https://www.genenames.org) recommendations. If the gene name on report does not match that of ordered gene, please contact
the laboratory and details can be provided. Result interpretation is based on the available clinical and family history information for
this individual, collected published information, and Alamut annotation available at the time of reporting. This assay is not designed
or validated for the detection of low-level mosaicism or somatic mutations. This assay will not detect certain types of genomic
aberrations such as translocations, inversions, or repeat expansions other than specified genes. DNA alterations in regulatory
regions or deep intronic regions (greater than 20bp from an exon) may not be detected by this test. Unless otherwise indicated, no
additional assays have been performed to evaluate genetic changes in this specimen. There are technical limitations on the ability
of DNA sequencing to detect small insertions and deletions. Our laboratory uses a sensitive detection algorithm, however these
types of alterations are not detected as reliably as single nucleotide variants. Rarely, due to systematic chemical, computational, or
human error, DNA variants may be missed. Although next generation sequencing technologies and our bioinformatics analysis
significantly reduce the confounding contribution of pseudogene sequences or other highly-homologous sequences, sometimes
these may still interfere with the technical ability of the assay to identify pathogenic alterations in both sequencing and
deletion/duplication analyses. Deletion/duplication analysis can identify alterations of genomic regions which include two or more
contiguous exons in size (whole blood specimens only); single exon deletions or duplications may occasionally be identified, but
are not routinely detected by this test. Saliva swab samples may have reduced sensitivity for CNVs and a higher CNV failure rate.
When novel DNA duplications are identified, it is not possible to discern the genomic location or orientation of the duplicated
segment, hence the effect of the duplication cannot be predicted. Where deletions are detected, it is not always possible to
determine whether the predicted product will remain in-frame or not. Unless otherwise indicated, deletion/duplication analysis has
not been performed in regions that have been sequenced by Sanger.
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Gene Specific Notes and Limitations

No gene specific limitations apply to the genes on the tested panel.

SIGNATURE:
 

Yan Meng, Ph.D., CGMB, FACMG on 08/12/2026 
Laboratory Director, Fulgent

DISCLAIMER:
This test was developed, performed, and its performance characteristics determined by Fulgent Therapeutics LLC (CAP#
8042697, CLIA# 05D2043189), 4399 Santa Anita Ave., El Monte, CA 91731. It has not been cleared or approved by the FDA. The
laboratory is regulated under CLIA as qualified to perform high-complexity testing. This test is used for clinical purposes. It should
not be regarded as investigational or for research. Since genetic variation, as well as systematic and technical factors, can affect
the accuracy of testing, the results of testing should always be interpreted in the context of clinical and familial data. For assistance
with interpretation of these results, healthcare professionals may contact us directly at (626) 350-0537 or
info@fulgentgenetics.com. It is recommended that patients receive appropriate genetic counseling to explain the implications of
the test result, including its residual risks, uncertainties and reproductive or medical options.
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To view the supplemental table describing the carrier frequencies, detection rates,
and residual risks associated with the genes tested on any Beacon panel, please visit
the following link:
Beacon Expanded Carrier Screening Supplemental Table

 

15 Crawford St., STE 100
Needham, MA 02494
(p) 626-350-0537 (f) 626-454-1667
info@fulgentgenetics.com
www.fulgentgenetics.com

Patient: 12881, Donor; Sex: M; 
DOB:  MR#: 

Accession#: FT-7580141; FD Patient#: FT-PT9531411;
DocID: FT-TS15657615AA; PAGE 4 of 4

 

https://dsvxqe97yr8mh.cloudfront.net/flyers/beacon/FLY-Beacon_Carrier_Screening_Supplemental_Table-V1.pdf
mailto:info@fulgentgenetics.com
http://www.fulgentgenetics.com


 

 Report Status: Final
 

12881, DONOR

Patient Information Specimen Information Client Information

12881, DONOR

DOB: AGE: 
Gender: M  
Phone: NG 
Patient ID: LP2741819 

Specimen: CF338785A
Requisition: 0525463
Lab Ref #: 22810797SPB
 

Collected: 06/07/2022
Received: 06/09/2022 / 21:12 EDT
Reported: 06/18/2022 / 20:12 EDT

Client #: 48041578 NYNJMAIL

GENOMICS, SEMA4
SEMA4
62 SOUTHFIELD AVE
STAMFORD, CT 06902-7229

CLIENT SERVICES: 866.697.8378 SPECIMEN: CF338785A

Quest, Quest Diagnostics, the associated logo and all associated Quest Diagnostics marks are the trademarks of Quest Diagnostics.

 Ward: SEATSB     

Cytogenetic Report
 

CHROMOSOME ANALYSIS, BLOOD - 14596  Lab:EZ
CHROMOSOME ANALYSIS, BLOOD  
 
Order ID: 22-242822
Specimen Type: Blood
Clinical Indication: RULE OUT CHROMOSOME ABNORMALITY
 
RESULT:
NORMAL MALE KARYOTYPE
 
INTERPRETATION:
Chromosome analysis revealed normal G-band patterns within the limits of standard cytogenetic analysis.
 
Please expect the results of any other concurrent study in a separate report.
 
NOMENCLATURE:
46,XY
 
ASSAY INFORMATION:
 
Method: G-Band (Digital Analysis: MetaSyst
Cells Counted: 20
Band Level: 450
Cells Analyzed: 5
Cells Karyotyped: 3
 
This test does not address genetic disorders that cannot be detected by standard cytogenetic methods or rare
events such as low level mosaicism or subtle rearrangements.
 
Guang Li, PhD, FACMG (800) NICHOLS-4307
 
Electronic Signature: 6/18/2022 7:03 PM
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12881, DONOR

Patient Information Specimen Information Client Information

12881, DONOR

DOB: AGE:
Gender: M  
Patient ID: LP2741819 
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PERFORMING SITE:
EZ QUEST DIAGNOSTICS/NICHOLS SJC, 33608 ORTEGA HWY, SAN JUAN CAPISTRANO, CA 92675-2042 Laboratory Director: IRINA MARAMICA,MD,PHD,MBA, CLIA: 05D0643352
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12881, Donor DOB: Patient Report
Patient ID: 12881 Age: Account Number: 46857540

Specimen ID: 315-129-1268-0 Sex: Male Ordering Physician: J OLLIFFE

 

Ordered Items: Lipid Panel With LDL/HDL Ratio

 

Date Collected: 11/11/2022 Date Received: 11/12/2022 Date Reported: 11/12/2022 Fasting: Not Given

General Comments & Additional Information

A courtesy copy of this report has been sent to

2064664696.
 

Lipid Panel With LDL/HDL Ratio

Test Current Result and Flag Previous Result and Date Units Reference Interval

Cholesterol, Total 01 219 High mg/dL 100-199

Triglycerides 01 118 mg/dL 0-149

HDL Cholesterol 01 41 mg/dL >39

VLDL Cholesterol Cal 21 mg/dL 5-40

LDL Chol Calc (NIH) 157 High mg/dL 0-99

LDL/HDL Ratio 3.8 High ratio 0.0-3.6

Please Note: 01

                                                    LDL/HDL Ratio

                                                            Men  Women

                                              1/2 Avg.Risk  1.0    1.5

                                                  Avg.Risk  3.6    3.2

                                               2X Avg.Risk  6.2    5.0

                                               3X Avg.Risk  8.0    6.1

 

Disclaimer

The Previous Result is listed for the most recent test performed by Labcorp in the past 5 years where there is sufficient patient demographic data to

match the result to the patient. Results from certain tests are excluded from the Previous Result display.

 

Icon Legend

 Out of Reference Range      Critical or Alert

 

Performing Labs

01: SE - Labcorp Seattle 550 17th Avenue  Ste 300, Seattle, WA, 98122-5789 Dir: Daniel Toweill, MD

For Inquiries, the physician may contact Branch: 800-598-3345 Lab: 206-861-7000

 

Patient Details

12881, Donor

 

Phone:

Date of Birth:

Age: 

Sex: Male

Patient ID: 12881

Alternate Patient ID: 12881

Physician Details

J OLLIFFE

Seattle Sperm Bank

4915 25th Ave Ne Ste 204, SEATTLE, WA,

98105

Phone: 206-588-1484

Account Number: 46857540

Physician ID:

NPI: 1306838271

Specimen Details

Specimen ID: 315-129-1268-0

Control ID: L2204161792

Alternate Control Number: L2204161792

Date Collected: 11/11/2022 1001  Local

Date Received: 11/12/2022 0000  ET

Date Entered: 11/11/2022 2246  ET

Date Reported: 11/12/2022 0907  ET

Rte: 00

Date Created and Stored  11/12/22 0914 ET   Final Report  Page 1 of 1

©2022 Laboratory Corporation of America® Holdings

All Rights Reserved - Enterprise Report Version 2.00

This document contains private and confidential health information protected by state and federal law.

              If you have received this document in error please call 206-861-7000



12881, Donor DOB: Patient Report
Patient ID: 12881 Age: Account Number: 46857540

Specimen ID: 158-129-2295-0 Sex: Male Ordering Physician: J OLLIFFE

 

Ordered Items: LP+12AC+CBC/D/Plt+UA+Rh+ABO...

 

Date Collected: 06/07/2022 Date Received: 06/08/2022 Date Reported: 06/10/2022 Fasting: Not Given

General Comments & Additional Information

A courtesy copy of this report has been sent to

2064664696.
 

LP+12AC+CBC/D/Plt+UA+Rh+ABO...

Test Current Result and Flag Previous Result and Date Units Reference Interval

Glucose 01 91 mg/dL 65-99

Uric Acid 01 4.7 mg/dL 3.8-8.4

                          Therapeutic target for gout patients: <6.0

BUN 01 13 mg/dL 6-20

Creatinine 01 1.03 mg/dL 0.76-1.27

eGFR 100 mL/min/1.73 >59

Calcium 01 9.6 mg/dL 8.7-10.2

Protein, Total 01 7.2 g/dL 6.0-8.5

Albumin 01 4.7 g/dL 4.1-5.2

Bilirubin, Total 01 0.4 mg/dL 0.0-1.2

Alkaline Phosphatase 01 54 IU/L 44-121

LDH 01 195 IU/L 121-224

AST (SGOT) 01 19 IU/L 0-40

ALT (SGPT) 01 48 High IU/L 0-44

Cholesterol, Total 01 262 High mg/dL 100-199

Triglycerides 01 145 mg/dL 0-149

HDL Cholesterol 01 45 mg/dL >39

LDL Chol Calc (NIH) 190 High mg/dL 0-99

LDL/HDL Ratio 4.2 High ratio 0.0-3.6

Please Note: 01

                                                   LDL/HDL Ratio

                                                           Men  Women

                                             1/2 Avg.Risk  1.0    1.5

                                                 Avg.Risk  3.6    3.2

                                              2X Avg.Risk  6.2    5.0

                                              3X Avg.Risk  8.0    6.1

Hgb Fractionation by CE: 02

Hgb F 02 0.0 % 0.0-2.0

Hgb A 02 97.4 % 96.4-98.8

Hgb A2 02 2.6 % 1.8-3.2

Hgb S 02 0.0 % 0.0

Interpretation: 02

Normal hemoglobin present; no hemoglobin variant or beta thalassemia

identified.

Note: Alpha thalassemia may not be detected by the Hgb Fractionation

Cascade panel. If alpha thalassemia is suspected, Labcorp offers

Alpha-Thalassemia DNA Analysis (#511172).
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12881, Donor DOB: Patient Report
Patient ID: 12881 Age: Account Number: 46857540

Specimen ID: 158-129-2295-0 Sex: Male Ordering Physician: J OLLIFFE

LP+12AC+CBC/D/Plt+UA+Rh+ABO... (Cont.)

ABO Grouping 01 A

Rh Factor 01 Positive

Please note: Prior records for this patient's ABO / Rh type are not

available for additional verification.

. 01

CBC, Platelet Ct, and Diff 01

WBC 01 6.1 x10E3/uL 3.4-10.8

RBC 01 5.18 x10E6/uL 4.14-5.80

Hemoglobin 01 15.6 g/dL 13.0-17.7

Hematocrit 01 44.7 % 37.5-51.0

MCV 01 86 fL 79-97

MCH 01 30.1 pg 26.6-33.0

MCHC 01 34.9 g/dL 31.5-35.7

RDW 01 12.8 % 11.6-15.4

Platelets 01 290 x10E3/uL 150-450

Neutrophils 01 54 % Not Estab.

Lymphs 01 33 % Not Estab.

Monocytes 01 10 % Not Estab.

Eos 01 2 % Not Estab.

Basos 01 1 % Not Estab.

Neutrophils (Absolute) 01 3.3 x10E3/uL 1.4-7.0

Lymphs (Absolute) 01 2.0 x10E3/uL 0.7-3.1

Monocytes(Absolute) 01 0.6 x10E3/uL 0.1-0.9

Eos (Absolute) 01 0.1 x10E3/uL 0.0-0.4

Baso (Absolute) 01 0.0 x10E3/uL 0.0-0.2

Immature Granulocytes 01 0 % Not Estab.

Immature Grans (Abs) 01 0.0 x10E3/uL 0.0-0.1

. 01

Urinalysis Gross Exam 01

Specific Gravity 01 1.005 1.005-1.030

pH 01 6.5 5.0-7.5

Urine-Color 01 Yellow Yellow

Appearance 01 Clear Clear

WBC Esterase 01 Negative Negative

Protein 01 Negative Negative/Trace

Glucose 01 Negative Negative

Ketones 01 Negative Negative

Occult Blood 01 Negative Negative

Bilirubin 01 Negative Negative

Urobilinogen,Semi-Qn 01 0.2 mg/dL 0.2-1.0

Nitrite, Urine 01 Negative Negative

Microscopic Examination 01

Microscopic not indicated and not performed.
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12881, Donor DOB: Patient Report
Patient ID: 12881 Age Account Number: 46857540

Specimen ID: 158-129-2295-0 Sex: Male Ordering Physician: J OLLIFFE

 

Disclaimer

The Previous Result is listed for the most recent test performed by Labcorp in the past 5 years where there is sufficient patient demographic data to

match the result to the patient. Results from certain tests are excluded from the Previous Result display.

 

Icon Legend

 Out of Reference Range      Critical or Alert

 

Performing Labs

01: SE - Labcorp Seattle 550 17th Avenue  Ste 300, Seattle, WA, 98122-5789 Dir: Daniel Toweill, MD

02: BN - Labcorp Burlington 1447 York Court, Burlington, NC, 27215-3361 Dir: Sanjai Nagendra, MD

For Inquiries, the physician may contact Branch: 800-598-3345 Lab: 206-861-7000

 

Patient Details

12881, Donor

 

Phone:

Date of Birth: 

Age: 

Sex: Male

Patient ID: 12881

Alternate Patient ID: 12881

Physician Details

J OLLIFFE

Seattle Sperm Bank

4915 25th Ave Ne Ste 204, SEATTLE, WA,

98105

Phone: 206-588-1484

Account Number: 46857540

Physician ID:

NPI: 1306838271

Specimen Details

Specimen ID: 158-129-2295-0

Control ID: L2201524120

Alternate Control Number: L2201524120

Date Collected: 06/07/2022 1336  Local

Date Received: 06/08/2022 0000  ET

Date Entered: 06/08/2022 0126  ET

Date Reported: 06/10/2022 0908  ET

Rte: 00

Date Created and Stored  06/10/22 0910 ET   Final Report  Page 3 of 3

©2022 Laboratory Corporation of America® Holdings

All Rights Reserved - Enterprise Report Version 2.00

This document contains private and confidential health information protected by state and federal law.

              If you have received this document in error please call 206-861-7000


	12881 Carrier Screen Results_Redacted.pdf
	12881 Fulgent SERPINA1, COASY, & GFPT1 Report Neg_Redacted.pdf
	12881 karyotype_Redacted.pdf
	12881 CBC_Redacted.pdf



