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Q. Where can | find detailed instructions for sample submission?
A. Please refer to the Sample Submission Guide for detailed sample
preparation and submission requirements.

Q. How many cells are required for the assay?

A. Each sample requires a cell pellet of 2 million cells.

If an exact cell count is not available, please provide the closest estimate
possible. This may include details such as the culture plate format and
confluency at the time of collection (i.e. % x 6well or % of T25), or whether
the cells were cryopreserved.

Q. How should samples be shipped?
A. Cell pellets must be shipped on dry ice. Ensure a printed copy of the
completed Sample Submission Form is included.

Q. May | submit DNA instead of a cell pellet?

A. While DNA submission is possible, we have observed variability in the
quality of customer-supplied DNA. To ensure the highest data quality and
consistency, we strongly prefer receiving a cell pellet whenever possible.

Q. We have feeder-dependent iPSC lines. Can we submit pellets cultured
on feeders?

A. The microarray probes are designed for human DNA and are not
expected to cross-react with mouse cells. However, because many genes
are conserved between species, some cross-reactivity cannot be fully
excluded. We have successfully processed samples containing up to 10%
mouse embryonic fibroblasts (MEFs). That said, we recommend submitting
samples with minimal or no MEFs. Samples containing MEFs can be
processed, but successful assay completion cannot be guaranteed.

Q. What is the ChromoViewHD™ Assay?

A. The ChromoViewHD™ Assay utilizes the Applied Biosystems™ CytoScan™
HD Accel array technology which integrates copy number and SNP probes
to assess genomic variation across the human genome. It provides balanced
whole-genome coverage and includes all 36,000 RefSeq genes, including
approximately 14,000 OMIM targets. The assay enables detection of copy
number variations (CNVs), aneuploidies, absence of heterozygosity (AOH),
and other structural genomic variants across the whole-human genome. It
is designed for cytogenetics research applications with improved coverage
and a fast, two-day workflow. Please refer to the Service Information Sheet.

Q. What applications is the ChromoViewHD™ Assay commonly used for?
A. The assay is widely used in research settings for:

. Human pluripotent stem cell (hPSC and iPSC) characterization

. Cell line authentication and genomic stability assessment
Oncology and cancer genomics research
Developmental biology and genetic research

Q. What is the resolution of the ChromoViewHD™ Assay?
A. The standard detection criteria is:
. Gains: >2 Mb
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. Losses: >1 Mb
Resolution may vary by genomic region, particularly near centromeres and
telomeres, where effective resolution may be closer to ~5 Mb. Custom
analysis options available with higher resolution (up to 50kb).

Q. How sensitive is the assay?

A. The CytoScan HD Accel Array’s high probe density and software support
enable detection of CNVs and mosaic variants with improved resolution and
sensitivity compared to lower-density arrays. Exact size limits for detection
(e.g., >1 Mb vs smaller) depend on data quality, probe distribution, and
analytic thresholds defined in Chromosome Analysis Suite (ChAS). Please
refer to the

ThermoFisher Cytoscan HD Accel Datasheet

Q. Can ChromoViewHD™ detect clonal differences or contamination
within a cell line?

A. Yes, ChromoViewHD™ is performed as a pooled DNA analysis. If non-
clonal cell populations are present, variants can be detected at a 30%
mosaicism threshold. Variants below this level are not reliably detected.

Q. What software is used for data analysis?

A. Data are analyzed using ThermoFisher Scientific’'s Chromosome Analysis
Suite (ChAS), which enables visualization and interpretation of copy number
and genotype data.

Q. How is microarray data normalized?

A. Data normalization occurs in two steps. First, scanner pixel intensities are
normalized to internal control oligonucleotides (gridding), converting DAT
files to CEL files. Second, copy number values are adjusted relative to a
reference dataset. The resulting log2 ratio represents the normalized signal
displayed in whole-genome views.

Q. Why might a peak be visible in the whole-genome view but not
reported, or why are raw signal data missing in some regions?

A. Peaks visible in the whole-genome view may represent events below the
1 Mb reporting threshold or false positives that require further validation.
Regions lacking raw signal typically correspond to centromeres, which do
not have SNP probe coverage, or telomeric regions, where lower probe
density can lead to increased signal variability. Analytical algorithms
account for these factors when calling aberrations.

Q. If an aberration is non-mosaic, what percentage of cells are affected?
A. A non-mosaic aberration indicates that 100% of the cells in the sample
carry the gain or loss.

Q. Why did my sample fail the ChromoViewHD™ assay?
A. Assay failure may occur for several reasons, including:
. Presence of feeder cells (e.g., MEFs)
. Extensive chromosomal abnormalities
. Low cell number (<2 million cells)
. Poor sample dissociation
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https://evercellbio.com/wp-content/uploads/2026/02/ECB-Doc-Template-Sample-Submission-Guide_vF-2026.02.25.pdf
https://evercellbio.com/wp-content/uploads/2026/03/ECB-Sample-Submission-Guide_vF2-2026.03.31.pdf
https://evercellbio.com/wp-content/uploads/2026/03/ECB-ChromoViewHD-ServiceInfoSheet-V5.pdf
https://documents.thermofisher.com/TFS-Assets/GSD/Datasheets/cytoscan_hd_accel_datasheet.pdf
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We recommend submitting a newly prepared sample that meets our
guidelines for re-analysis.

Q. Can | obtain my raw ChromoViewHD™ data?

A. Raw data files are typically very large (>500 MB) and are not routinely
distributed. Raw data can be provided available for a nominal fee upon
request. Please contact EverCell Bio for more details.

Q. My report states that several aberrations were found. What does this
mean for the biology of my cells?

A. For each detected aberration, the report provides detailed
chromosomal coordinates. However, ChromoViewHD™ is a research
assay, and we cannot predict how these genomic changes may impact
cellular function or biological behavior.

Q. Are ChromoViewHD™ reports certified by a cytogeneticist?
A. No. ChromoViewHD™ reports are intended for research use only and are
not cytogenetically certified.

Q. How are CNVs and other aberrations reported?

A. Data processed in ChAS generate log2 copy number ratios and genotype
tracks. CNVs, mosaicism, and regions of absence of heterozygosity are
visualized and can be annotated against genome databases.

Q. | want to publish my ChromoViewHD™ results. How should | cite the
service?

A. Suggested Materials & Methods wording: “Genomic stability was
evaluated using the ChromoViewHD™ karyotyping service provided by
EverCell Bio, Inc.”

Q. Why do ChromoViewHD™ results sometimes differ from G-banding
results?

A. G-banding has a typical resolution of 5-10 Mb, whereas
ChromoViewHD™ offers approximately 1 Mb resolution. As a result,
submicroscopic aberrations undetectable by G-banding may be identified
by ChromoViewHD™.

Q. What are the advantages and limitations of ChromoViewHD™
compared with G-banding?

A. ChromoViewHD™ cannot detect balanced translocations, inversions, or
single-nucleotide variants. It analyzes pooled DNA and detects mosaicism
at ~30%, whereas G-banding examines individual cells and may detect
mosaicism at ~5%. However, G-banding typically analyzes only 20—40 cells,
which limits statistical reliability.

Q. How does ChromoViewHD™ compare to other array platforms?
A.
. Fast workflow: Results in as little as two days
. Low DNA input: As little as 100 ng genomic DNA
. Expanded coverage: Enhanced probe content across >5,000
clinically relevant genomic regions (e.g.,, OMIM, ClinGen,
DECIPHER).
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Q. Can ChromoViewHD™ replace traditional G-banding?

A. ChromoViewHD™ complements, but does not fully replace, G-banding.
Each method provides unique and valuable genomic insights depending on
the research question.
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