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Abstract

Background: Medical treatment informed by Precision Medicine is becoming a standard practice for many
diseases, and patients are curious about the consequences of genomic variants in their genome. However, most
medical students’ understanding of Precision Medicine derives from classroom lectures. This format does little to
foster an understanding for the potential and limitations of Precision Medicine. To close this gap, we implemented
a hands-on Precision Medicine training program utilizing exome sequencing to prepare a clinical genetic report of
cadavers studied in the anatomy lab. The program reinforces Precision Medicine related learning objectives for the
Genetics curriculum.

Methods: Pre-embalmed blood samples and embalmed tissue were obtained from cadavers (donors) used in the
anatomy lab. DNA was isolated and sequenced and illustrative genetic reports provided to the students. The
reports were used to facilitate discussion with students on the implications of pathogenic genomic variants and the
potential correlation of these variants in each “donor” with any anatomical anomalies identified during cadaver
dissection.

Results: In 75% of cases, analysis of whole exome sequencing data identified a variant associated with increased
risk for a disease/abnormal condition noted in the donor’s cause of death or in the students’ anatomical findings.
This provided students with real-world examples of the potential relationship between genomic variants and
disease risk. Our students also noted that diseases associated with 92% of the pathogenic variants identified were
not related to the anatomical findings, demonstrating the limitations of Precision Medicine.
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Conclusion: With this study, we have established protocols and classroom procedures incorporating hands-on
Precision Medicine training in the medical student curriculum and a template for other medical educators
interested in enhancing their Precision Medicine training program. The program engaged students in discovering
variants that were associated with the pathophysiology of the cadaver they were studying, which led to more
exposure and understanding of the potential risks and benefits of genomic medicine.

Keywords: Precision medicine, DNA sequencing, Exome sequencing, Histology, Clinically informative variants,
Anatomy lab

Background
Since the publication of the human genome sequence in
2003, clinical medicine has undergone a revolution with
genomic data informing treatment decisions and being
used alongside phenotypic data to manage disease. This
revolution can be attributed to decreased cost, increased
efficiency, and faster output of DNA sequencing tech-
nologies [1]. The success of large-scale genome studies
and tailored cancer treatments customized for subsets of
patients with specific genotypes has driven the incorpor-
ation of genomics into the practice of medicine. There
are currently more than 3000 genes known to cause
inherited genetic diseases and many more associated
with complex diseases and drug responses [2]. The in-
creased availability of individual genome and exome se-
quencing has the potential to improve treatment
through targeted personalized medicine.
Precision Medicine takes into account genetic variabil-

ity between individuals which can be applied not only
during diagnosis, treatment, and management of disease,
but also through appropriate screening for disease
markers in individuals with a family history of particular
diseases or conditions. The primary way that Precision
Medicine has been applied to date has been through
companion diagnostic tests for an identified variant that
indicates whether a candidate pharmaceutical will work
effectively for a patient with that variant, and with min-
imal or known side effects [3]. Another way Precision
Medicine has been implemented is through tests for spe-
cific disease susceptibilities. Lastly, Precision Medicine
has also included single patient genome sequencing to
identify the root cause of a particular disease or trait,
often in the case of a suspected novel monogenic disease
[4]. These applications of Precision Medicine, together
with the continually decreasing cost of genome sequen-
cing, suggest that genome sequencing for a majority of
patients will become standard practice in the near future
[5–8].
As more patients research diseases on the internet and

use commercially available genetic tests such as
23andme, physicians, especially primary care clinicians,
will be called upon to be knowledgeable of the field of
Precision Medicine and be able to advise their patients.

Are physicians currently trained to handle the onslaught
of questions patients will be asking them regarding gen-
etic tests? Currently most medical students only receive
classroom lectures on Precision Medicine, which does
not provide a realistic understanding of its potential and
limitations. The few clear examples typically used in
classroom lectures designed to address learning objec-
tives such as “Identify examples of how genetic variation
can predict disease risk and guide treatment strategies”,
fail to address the diversity and ambiguity found in real-
world genotyping. To close this gap, we have imple-
mented a hands-on Precision Medicine program utiliz-
ing exome sequencing to prepare a report resembling a
clinical genetic report of cadavers studied in the anat-
omy lab. We have extended previous attempts to imple-
ment Precision Medicine [9] in three ways. 1. We
utilized blood and tissue samples from cadavers in the
anatomy lab and performed exome sequencing to pro-
duce clinically relevant genomic reports representing
what students will see in their clinical experience. 2. We
incorporated descriptions of the research tools used in
genome analysis into lectures and appended an add-
itional lecture in the anatomy lab introducing software
to further investigate genomic variants. 3. We utilized an
interdisciplinary approach involving histology, anatomy,
and Genetics to better understand how genomic variants
found in a “patient” could influence health conditions
that were apparent during dissection. We used three
sample sets comprised of pre-embalming blood samples
and tissue samples. DNA from these samples was se-
quenced and analyzed to produce genomic reports iden-
tifying clinically significant gene variants. These reports
were compared to dissection notes and correlations were
noted either by faculty or by students. Some variants
identified had potentially significant implications for dis-
ease management. On the other hand, many of the vari-
ants did not correlate to cause of death or anatomical
findings, demonstrating the importance of treating gen-
omic reports with caution. These findings reinforced the
classroom learning objective “Identify examples of how
genetic variation can predict disease risk and guide treat-
ment strategies” through real-world examples. Overall,
the approach presented here offers a practical way to

Anandakrishnan et al. BMC Medical Education          (2020) 20:437 Page 2 of 14



www.manaraa.com

introduce students to Precision Medicine and help fu-
ture physicians to answer patient questions about clin-
ical genomic reports.

Methods
We used DNA sequencing data for anatomy lab cadavers
to provide students with a more practical exposure to
Precision Medicine. Figure 1 illustrates the overall
process used for the hands-on Precision Medicine train-
ing using DNA sequencing of blood and tissue samples.
Described below are details of how a practical introduc-
tion to Precision Medicine was integrated into the anat-
omy lab along with details of the processes for blood

and tissue sampling, DNA isolation, sequencing, and
data analysis. In addition to analyzing the relevance of
genetic findings to patient care, four students who
expressed an interest in participating in research, were
also engaged to perform tissue sample collection, DNA
isolation, analysis of sequencing data and preparation of
genetic reports under the guidance of faculty. Of import-
ance, all cadavers were donated for science and teaching
and de-identified before we received or processed any
samples. We did/will not attempt to re-identify donors
from sequencing data, which will provide additional pro-
tections for the donors and their relatives and associates.
We report only high-level findings (without enough

Fig. 1 Hands-on Precision Medicine training process. DNA was isolated from pre-embalmed blood and from embalmed tissue samples, from
cadavers provided by the Virginia State Anatomical Program (VSAP). Genetic reports were prepared from exome sequence analysis. H&E staining
was performed for a pancreatic cancer case. Clinically relevant variants noted in the genetic report were compared to cause of death and
anatomical findings noted in the dissection report, and discussed with the students
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sequence information for others to re-identify donors).
This project was approved by the Institutional Review
Board (IRB).

Leveraging the anatomy lab to introduce students to
precision medicine
Our current curriculum includes a course on Genetics
during Block 1 of our Doctor of Osteopathy program.
Each block is approximately two and a half months long.
The course includes four lectures that relate to Precision
Medicine, including Pharmacogenetics/Pharmacogenom-
ics and Personalized Medicine, Cancer Genetics I and II,
and Genetic Counseling. These lectures cover the basics
of therapeutic strategies based on individual genetic
traits. However, the simplistic examples in these lectures,
while highlighting the potential of Precision Medicine,
fail to drive home its complexities, ambiguities and limi-
tations. A more realistic understanding would require
students to decipher the potential relevance of a repre-
sentative genetic report for an individual’s medical con-
dition and treatment. We attempted to address this need
by leveraging student dissections in the anatomy lab,
given that some pathologies visible during dissection
would correlate with known genetic markers.
The anatomy course spans Block 1 through Block 5,

with a combination of lectures and laboratory sessions.
Our anatomy lab has 32 cadaver tables with groups of
5–6 students assigned to each table and additional tables
for faculty prosections. A lecture was added to the start
of Block 5 supporting Genetics learning objectives in-
cluding, (1) students will identify tools used in investi-
gating clinically relevant genomic variants and (2)
students will identify the evolving nature of genomic
medicine including pitfalls of Precision Medicine. The
lecture was designed to introduce students to the con-
cept of Precision Medicine, describe software used to
search for clinically relevant genetic variants and associ-
ated diseases, explain how to read a genetic report, and
expand on the details of their findings. Before the lec-
ture, students working with donors that had been se-
quenced were provided with a copy of the genetic report
(described below) for their cadaver. These reports were
distributed at the beginning of Block 5 due to the time
required to extract and sequence DNA and prepare the
genomic reports. The students were instructed to look
up pathogenic variants identified in the report on online
databases, such as SNPedia and ClinVar, consider the
variants in relation to their cadaver based on observa-
tions and their dissection reports from Blocks 1–4, and
during Block 5, keep in mind findings contained in their
genetic report while working on their cadaver. Students
are required to maintain detailed cadaver dissection re-
ports throughout each block, and were thus able to com-
pare notes from previous dissections to the genetic

reports for their donors. These notes included any ana-
tomical variants or anomalies, any possible pathology,
and evidence of surgical procedures. Laboratory instruc-
tors include a pathologist and retired surgeon, an osteo-
pathic physician, and Ph.D. trained scientists. Visible
pathologies and variants were discussed as the students
work through each dissection. Students at tables without
genetic reports were encouraged to collaborate with
those who had them, and the donors who were se-
quenced were distributed around the lab in such a way
as to make them accessible to all students. During lab
sessions, students discussed specific findings in the gen-
etic report that might be relevant to their cadaver’s med-
ical condition and could have factored into treatment.
The students also noted in their dissection reports
whether anomalies or pathologies correlated with their
genetic reports. It was these correlations that seemed to
be most valuable in the estimation of the students, based
on their feedback after the course. From the true posi-
tives, false positives and false negatives in the report, the
students were able to observe first-hand the potential
and challenges associated with the practical application
of Precision Medicine.

Sample collection and DNA isolation from blood
This project was reviewed and received IRB approval
(IRBNET ID: 1129894–1 & 1,308,833–3). Blood was col-
lected from twelve donated cadavers (donors) for sero-
logical testing prior to embalming by the Virginia State
Anatomical Program (VSAP), a department of the Vir-
ginia Department of Health and a willed donor program.
Donors were gifted for medical research and accepted to
VSAP based on three criteria: authorization or consent
by legal next of kin, acceptable condition of donor after
death, and proper reporting of death. Donor information
provided by VSAP is shown in Table 1. A total of 4 ml
of blood was drawn into a BD Vacutainer blood collec-
tion tube with K2EDTA. Samples were then stored at re-
frigeration temperatures until they were shipped to our
lab in an insulated container with freezer packs. Upon
arrival, DNA was isolated using the Qiagen DNeasy
Blood and TissueKit.

Sample collection and DNA isolation from tissue
Tissue samples were collected from two embalmed ca-
davers received from the VSAP. Table 1 provides the
available donor information for these two cadavers. Sam-
ples included hair, skin, skeletal muscle, liver, nerve,
spinal cord and pancreatic tissue. Considerations for tis-
sue collection included, first, that tissue isolation did not
interfere with student anatomical dissection, and second
that pure DNA samples were efficiently isolated in previ-
ous experiments as determined by nanodrop readings
and gel electrophoresis analysis. DNA was isolated from
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samples using the Qiagen QiaAMP DNA FFPE Tissue
Kit, excluding xylene treatment.

DNA library preparation and HiSeq sequencing
Initial DNA sample quality assessment, DNA library
preparation, and sequencing were conducted at GENE
WIZ, Inc. (South Plainfield, NJ, USA). Sequencing re-
sults are summarized in Table S2 and details of the se-
quencing process are included in the Supplementary
Information document.

Analysis of whole exome sequencing data and variant
annotation
Variant annotation and analysis consisted of five steps
using a custom pipeline based on the GATK Germline
short variant (Single nucleotide polymorphisms (SNPs)
and Insertions/Deletions) discovery best practices [10].
(1) Sequencing data (reads), for blood and tissue sam-
ples, in FASTQ format were mapped to the human ref-
erence genome hg38/GRCh38 using the Burrows-
Wheeler Aligner [11]. (2) Duplicate reads were removed
using Picard’s MarkDuplicates function [12]. (3) Somatic
variants were called utilizing GATK’s HaplotypeCaller
function yielding a VCF file [13]. (4) The effect of these
variants were determined using Variant Effect Predictor
(VEP) [14]. (5) The annotated VEP file was then parsed
using a custom Python script to separate variants based
on clinical significance and to annotate with phenotype
from the ClinVar database [15]. For gene ontology and
pathway analysis we used the STRING [16] and

Reactome databases [17]. For functional annotation of
variants we used SNPnexus [18].

Hematoxylin and eosin (H&E) staining
H&E staining was performed at LewisGale Hospital,
Blacksburg, VA. Paraffin sections from the pancreas and
liver tissues were deparaffinized by treatment with xy-
lenes, alcohols and water. Following deparaffinization,
the sections were stained in hematoxylin solution (10
min), rinsed in running tap water for 20 min, immersed
in lithium carbonate for 3 s, rinsed in running tap water
for 5 min and counterstained in eosin solution for 15 s.
Following eosin staining, slides were dehydrated through
two changes of 95% ethanol and two changes of 100%
ethanol for 3 min each, cleared in two change of xylene
for 5 min each, and coversliped using Permount.

Results
A lecture on Precision Medicine was added to the anat-
omy lab, with the goal of providing students with a more
practical perspective on the subject. This lecture and
subsequent lab activities included a discussion of genetic
variants identified through DNA analysis of cadaver
blood and tissue samples. These variants ranged from
protective to pathogenic. Pathogenic variants were com-
pared to student dissection notes and possible implica-
tions discussed with the students. We were also able to
confirm that sufficient DNA could be isolated from six
of eight embalmed tissue types sampled (Table S1 and
Figure S1). Included below is a more in depth genomic

Table 1 Donor information for cadaver (donor) samples. Information provided by Virginia State Anatomical Program for the
fourteen cadavers used in this study. Blood samples were collected from twelve of the samples. Tissue samples were collected from
donor #292 to determine if sufficient DNA could be isolated from embalmed tissue, and from donor #250 for a more detailed case
study of pancreatic cancer

Donor # Sample Cause of Death (COD) Other health information

272 Blood Alzheimer’s dementia

275 Blood Multiple myeloma

280 Blood Colon cancer

281 Blood Alzheimer’s dementia

284 Blood Metastatic lung cancer

286 Blood Cardiogenic shock, cardiac arrest Severe ischemic cardiomyopathy, CAD, acute hypoxic respiratory failure

293 Blood CVA with late effect

298 Blood Ovarian cancer

303 Blood Aspiration pneumonia with hypoxia Erosive esophagitis/GERD

306 Blood Acute CVA

311 Blood Cardiac arrest secondary to CAD AFIB, Vascular dementia, H/O stroke, Seizure disorder

312 Blood Metastatic squamous cell lung cancer

250 Tissue Metastatic pancreatic cancer

292 Tissue Aspiration pneumonia AFIB, CHF, Dementia, Dysphagia
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study of a pancreatic cancer case that had metastasized
to the liver.

Correlation between blood sample variants and cause of
death (COD) or anatomical findings
DNA from the twelve blood samples listed in Table 1
were sequenced and analyzed. Gel electrophoresis and
quality control reports for whole exome sequencing are
included in Supplementary Information (SI Fig. S1 and
Tables S1/S2). Illustrative genetic reports were prepared
for each sample identifying clinically relevant pathogenic
variants and listing associated phenotypes. Figure 2
shows an example of one such report, with the data
from all twelve reports summarized in Table S3. The

students compared the clinical phenotypes associated
with these variants to COD and anatomical anomalies
identified and documented in their dissection notes. Stu-
dents and faculty discussed the clinical significance of
correlated findings during anatomy laboratory activities.
Table 2 lists pathogenic variant phenotypes that corre-
lated with cause of death or anatomical findings for all
of the included donors. All but two donors (Donor 293
and 306) had pathogenic variants that may have been as-
sociated with increased risk for conditions or diseases
noted in the cause of death and/or anatomical findings.
In discussions with students, we noted that this does not
necessarily imply a causal link. We also mentioned that,
it may suggest a contributing factor that, with sufficient

Fig. 2 Illustrative genomic report. Report lists pathogenic variants identified from whole exome sequencing, and the pathways affected by the
associated genes. The first page of one genomic report is shown here with the contents of all genomic reports summarized in Table S3
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clinical evidence, may be taken into consideration when
treating the patient. Following is a brief description of
five cases of correlated variants and two cases of uncor-
related variants, and associated implications, discussed
with students.

Cases with correlated variants
Donor 275
The cause of death for donor 275 was listed as multiple
myeloma. Exome sequencing identified a pathogenic
mutation in fibroblast growth factor receptors (FGFR4,
rs351855) (Table 2). FGFRs play a critical role in cancer
development through their angiogenic potential and en-
hancement of tumor growth. The rs351855 mutation
has been associated with early lymph node and advanced

tumor node metastasis [19, 20]. Students did not com-
ment on gross findings that would correlate with this
gene mutation, however, multiple myeloma can have
various presentations and may not be obvious during
dissection. Available diagnostics and treatments for
FGFR were discussed with students, including FDA ap-
proved FGFR inhibitors, such as erdafitnib [21].

Donor 312
The cause of death for donor 312 was listed as squa-
mous cell lung cancer. Exome sequencing revealed the
same pathogen mutation in FGFR4 as in donor 275. Stu-
dents noted a mass on the left third rib of unknown
pathology, and a difference in texture between right and
left lungs. SCLC typically originates in the parenchyma

Table 2 Genetic variant phenotypes that correlated with cause of death or anatomical findings. Only correlated clinically relevant
pathogenic variants are listed here. All pathogenic variants are listed in Table S3. Blank cells indicate that no correlated COD/
anatomical findings were identified for the variant. a Student dissection reports for these donors were not available. (Gene names for
each variant are found in genetic report (Fig. 2))

Donor # Genetic variant Phenotypes Correlated COD Correlated anatomical findings

272 rs1136743: Serum amyloid A variant Alzheimer’s dementia Atrophy in medial temporal lobes – Alzheimer’s Disease

275 rs351855: Cancer progression and
tumor cell motility

Multiple myeloma

rs3735819: Congenital heart disease Larger than normal heart (cardiomegaly). Left side dominant
and PFO.

280 rs6446482: Diabetes mellitus, noninsulin-
dependent, association with

Colon cancer

281 rs3735819: Congenital heart disease Heart pathological findings
suggest it may be related
to cause of death.

Heart was vastly enlarged, and very thick hypertrophied
ventricles. Stitches and scars along heart atria suggested
surgery and aortic valve replacement. Vertebral artery on
the left was abnormally large and the paired artery on the
right was small, seemed to disappear around the cervical
area

284 rs1566734: Carcinoma of colon Metastatic lung cancer Multiple scars and adhesions within the abdomen indicate
multiple surgeries, this could be indicative of resections of
tumors that eventually metastasized to the lungs as the
total blood volume of the body must enter the lungs.

286 rs3735819: Congenital heart disease Cardiogenic shock,
cardiac arrest

• Sutures on aortic arch in two places—saphenous vein
graft ×2?

• Large heart, tearing of muscle fibers seen on outside
• Position of grafts indicate ischemia of Rt ventricle
• Heart 75% larger than normal
• Pt does not have rt. auricle
• Circumflex branches at root of aorta
• Cusps for both aortic and pulmonary trunks arranged
backwards

293 No variants with correlated COD or
anatomic findings

298a rs10509305: Preeclampsia/eclampsia 4 Ovarian cancer

303a No variants with correlated COD or
anatomical findings

306 No variants with correlated COD/findings

311 rs3735819: Congenital heart disease Cardiac arrest secondary
to CAD

Our cadaver’s cause of death was vascular related, so the
IVC clamp, which was initially placed to prevent clots,
supports vascular etiology of her death.

312 rs351855: Cancer progression and
tumor cell motility

Squamous cell lung cancer
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of the lung and may not have been located by the stu-
dents. The same diagnostics and treatments discussed
for donor 275 were discussed with students.

Donor 272
The cause of death for donor 272 was listed as Alzhei-
mer’s dementia. Exome sequencing identified a patho-
genic mutation in serum amyloid A (SAA, Table 2),
specifically rs1136743. SAA is an apolipoprotein that is
upregulated by inflammation and may contribute to
amyloidosis, such as in Alzheimer’s disease [22, 23].
During dissection, students noted atrophy in medial
temporal lobes, consistent with Alzheimer’s disease. Dis-
ease progression, management, and treatment options
were discussed with students, along with the benefits of
early detection.

Donor 284
The cause of death for donor 284 was listed as meta-
static lung cancer. Exome sequencing identified a patho-
genic mutation in protein tyrosine phosphatase receptor
type J (PTPRJ), specifically rs1566734. PTPRJ is a tumor
suppressor [24] and the rs1566734 mutation in PTPRJ
has been linked to lung, colon and breast cancer [25].
Students made multiple observations consistent with this
mutation, including abnormal tissue in the left lung,
scars and adhesions on and in the abdomen consistent
with multiple surgeries. Students proposed that the can-
cer may have originated in the abdomen and spread to
the lungs, however, it would be impossible to know
without access to past medical records. The utility of
genetic testing when formulating a treatment plan for
various types of cancer was discussed with the students.

Donor 295
The cause of death for donor 295 was listed as ovarian
cancer. Exome sequencing revealed a pathogenic muta-
tion in the DNA binding protein Storkhead Box 1
(STOX1), specifically rs10509305. In clinical studies, this
mutation has been associated with preeclampisa [23],
which has been estimated to more than double the risk
of ovarian cancer. Students did not report any significant
findings during dissection to correlate with the genomic
findings, other than evidence of a unilateral mastectomy.
The available genetic tests for preeclampsia and the con-
sequences of untreated preeclampsia were explored with
the students.

Cases with uncorrelated variants
Multiple donors
The genetic reports for ten of twelve donors identified a
pathogenic intron variant in GATA4 (rs3735819, Table
S3). Interestingly, this variant is only found in 13% of
“healthy” individuals based on the 1000 genomes study,

and is associated with congenital heart disease. This
variant is identified as pathogenic in the NIH ClinVar
database based on a review article by Su et al. [26]. How-
ever, the supporting evidence is based on correlation
with no experimental evidence suggesting causation.
Considering that this particular intron variant occurs in
83% of our samples it is more likely that the “correlated”
heart disorders for four patients with this mutation
(Table 2) are coincidental, even though the anatomical
findings for donor 286 shows cusps for both aortic and
pulmonary trunks arranged backwards, indicating a con-
genital heart defect.

Donor 281
Another example of the limitations of genomic reports
in clinical practice includes donor 281, a male. The gen-
etic report for this donor includes the rs10509305 vari-
ant in STOX1. As noted above for donor 295, this
mutation predisposes him to preeclampsia/eclampsia.
However, this is irrelevant because of his gender.
These last two examples demonstrate that the evi-

dence supporting the information in genomic reports
need to be examined closely before advising patients.
These considerations and limitations were discussed at
length with students during the process of working
through dissections and considering abnormal findings
discovered as they worked. This speaks directly to the
learning objective “students will identify the evolving na-
ture of genomic medicine, including pitfalls of Precision
Medicine.”
Another key limitation of the genetic variants identi-

fied in this study, and discussed with the students, is that
many are not clinically actionable. We encouraged stu-
dents to investigate the discovered variants using Clin-
Var and other resources given during the ancillary
Precision Medicine lecture. The students they deter-
mined that many variants lacked a known treatment. It
is important to note that the number of pathogenic vari-
ants that we discovered ranged from seven to fourteen
variants per donor (Table S3), whereas two or fewer of
these variants correlated with cause of death or anatom-
ical findings. Although ClinVar may indicate multiple
classifications for each genomic variant, for the purpose
of this study we only selected variants with pathogenic
classification. In addition, when performing exome ana-
lysis, the variant call files used data from the ClinVar
database which is updated monthly. ClinVar classifica-
tions may change depending on time of analysis. The
relatively large number of “pathogenic” variants that do
not correlate to COD or anatomical findings demon-
strate the need for caution, and the importance of sup-
porting clinical evidence, when interpreting the results
from a genomic study. The increased risk due to these
variants may be low, the risk may be limited to a
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population subgroup, or the stated evidence supporting
the pathogenicity of the variant may need further valid-
ation. It is also important to note that depending on the
minor allele frequency of variants in a population, which
may change depending on the available population gen-
omic data, the identified variant’s frequency may not be
significant enough to account for disease association.
As part of the Precision Medicine training, we empha-

sized the importance of considering several different fac-
tors when incorporating information from genetic
reports into a therapeutic strategy. We demonstrated the
importance of examining the reliability of supporting
evidence and discussed conducting secondary tests to
confirm the risk indicated by the variants. Another im-
portant piece of information provided by genetic analysis
is the efficacy and toxicity of treatments to patients with
specific variants. A 1998 study estimated that adverse
drug reactions resulted in an estimated 2.2 million ser-
ious cases and over 100,000 deaths in 1994 [27]. The
study indicated that many of these deaths could have
been avoided if the physician had taken into consider-
ation the patient’s genetic drug response variants’ effi-
cacy and toxicity profile.

Sufficient DNA for sequencing can be extracted from
most embalmed tissue types
Genetic disorders, such as the pancreatic cancer case de-
scribed below, can result from somatic mutations in
addition to germline variants. To identify somatic muta-
tions for a more detailed case study of such disorders, it
is necessary to sequence DNA from relevant tissues.
Extracting DNA from embalmed cadavers can be chal-
lenging [9, 28]. To confirm that sufficient DNA for se-
quencing can be obtained from embalmed tissue, we
extracted DNA from eight different tissue types, includ-
ing sartorius muscle, gluteus maximus, hair, liver, nerve,
spinal cord and skin, all taken from Donor 292 (Table
1). Three medical students performed this work, with
faculty supervision. All except for hair and skin yielded
> 30 ng of DNA, sufficient for DNA sequencing (Fig. 3
and Table 3). Although the DNA was highly fragmented,
it did not affect sequencing results. We obtained over 80
million reads for each sample submitted with a quality
score > 93%. Subsequent experimentation demonstrated
that sufficient DNA could be extracted from hair and
skin samples as well with approximately three-fold
higher yield by freezing the samples using liquid nitro-
gen, followed by the DNA extraction protocol described
in Methods.
Upon variant calling for these samples, we identified

twenty clinically relevant pathogenic variants in the six
samples (Table S3 B). One medical student performed
this work, with faculty supervision. The number of such
variants per sample varies from eight to eleven, with four

of the variants occurring in all samples, and are likely
germline variants. Thirteen variants occur in two or
fewer samples. This mosaicism may arise from somatic
variation or possibly from artifacts of embalming. For
this reason, and because we can isolate DNA from blood
at an earlier time-point, we will use pre-embalmed blood
samples in our pipeline for the medical school curricu-
lum, with tissue samples being used for more extensive
case studies.

Pancreatic cancer case with liver metastasis
Finally, to provide students a deeper understanding of
the potential of Precision Medicine, we performed a case
study of a donor whose cause of death was metastatic
pancreatic cancer. Stage IV pancreatic cancer is cur-
rently an incurable disease. When diagnosed, it often has
become locally advanced or even metastasized, and ther-
apy is typically palliative. Therapy currently consists of
combination chemotherapy, and the median survival is
around six months following diagnosis.
The donor died from pancreatic cancer that had me-

tastasized to the liver (Donor 250, Table 1). Tissue was
collected from primary and metastatic tumors, and was
processed for histological analysis. H&E staining and
histological examination of pancreatic tissue samples
suggested ductal adenocarcinoma (Fig. 4a). Liver metas-
tasis was confirmed upon H&E staining and microscopic
examination (Fig. 4b). Invasion of tumor cells into the
normal architecture of the pancreas and liver are notable
in stained tissues (Fig. 4). DNA was extracted from liver

Fig. 3 Gel electrophoresis results for tissue samples that were
successfully sequenced. Samples RV01-RV05 correspond to sartorius
muscle, striated muscle, gluteus maximus, liver and nerve tissue
samples, respectively for donor 14
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and pancreas and successfully sequenced (Fig. 5, Fig.
S1 and Table S1). Analysis of sequencing data identi-
fied 11 pathogenic variants out of 200 total clinically
relevant variants in the pancreatic sample and 41
pathogenic variants out of 300 clinically relevant vari-
ants in the liver sample (Table S4). Clinically relevant
variants are categorized as pathogenic, likely patho-
genic, confer a genetic risk, offer a protective factor,
or affect drug response.
Breast cancer type 1 susceptibility protein (BRCA1)

and Breast cancer type 2 susceptibility protein (BRCA2)
mutations increase an individual’s risk of several cancer
types, including pancreatic cancer. The protein truncat-
ing mutations rs397508986 in BRCA1 and rs80358998
in BRCA2, found in the liver and pancreas samples, are
components of genetic screening protocols for breast
and ovarian cancer [19]. Although these mutations are
primarily associated with breast and ovarian cancer,

protein-truncating mutations in these genes have been
linked to pancreatic cancer as well [20–24]. It is plaus-
ible that these mutations contributed to the genesis of
pancreatic cancer in this donor. Metastatic tumor sam-
ples from the liver contained 30 additional pathogenic
mutations, including additional mutations in BRCA1
and BRCA2 (Table S4 C). These additional mutations
are likely a result of defective BRCA DNA repair genes,
and some of these mutations may have contributed to
metastasis to the liver. Lastly, we discovered genetic vari-
ants that were associated with the efficacy and toxicity
of chemotherapeutics. For example, rs2232228 affects
the toxicity of anthracyclines [25], rs25487 affects the ef-
ficacy and toxicity of cisplatin and carboplatin [29], and
rs3212986 affect the toxicity of cisplatin [30]. These che-
motherapeutic and other platinum compounds are used
in adjuvant and neoadjuvant chemotherapy as well as in
advanced pancreatic cancer.

Table 3 DNA extraction and sequencing yield from different tissue types for Donor # 292. Yield and quality of DNA from sartorius
muscle, striated muscle, gluteus maximus, liver, nerve and spinal cord tissue samples as measured measured by nanodrop and Qubit
were sufficient for DNA sequencing, but not for hair and skin

Tissue Sample Nanodrop
A260/A280

Nanodrop
A260/230

Qubit NA
Yield (ng)

# Reads Yield (Mbase) Mean Quality
Score

% Bases > 30

Sartorius Muscle 1.77 1.5 65.5 79,576,733 23,873 38.65 93.1

Striated Muscle 1.76 1.1 103 75,571,463 22,671 38.88 93.97

Gluteus Maximus 1.82 1.53 189 79,175,921 23,753 38.75 93.49

Hair 1.69 1.8 13.5

Liver 1.87 2.22 600 68,240,142 20,472 38.8 93.66

Nerve 1.88 2 118 77,187,124 23,156 38.81 93.75

Spinal Cord Nerve 1.91 1.24 39.4 74,171,309 22,251 38.88 93.98

Skin 1.74 1.12 23.2

Fig. 4 H&E staining of pancreatic and liver tumors. Left: Ductal adenocarcinoma of pancreas. Note infiltrating well-to-poorly formed ductal
structures surrounded by remarkably desmoplastic stroma intermingled with adipocytes. Right: Histopathological features of liver metastasis. Note
poorly formed ductal structures infiltrating the liver
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Following tissue collection and processing, students
researched the disease etiology and pathology, and ex-
amined the slides along with a pathologist. They were
directed to research the standard treatment for this type
of cancer, and to consider the changes in gene expres-
sion between primary and metastatic tumors. Particular
emphasis was placed on how a case such as this might
be best managed, and how Precision Medicine can con-
tribute to a well-informed and multifaceted treatment
plan. Ultimately, the data was presented in poster format
during a professional meeting.

Discussion
Overall, the practical introduction to Precision medicine
in the anatomy lab was positively received by students
and faculty. The learning outcomes were evaluated using
informal questioning during the end-of-the-course Anat-
omy evaluation. The survey indicated that the students
appreciated the additional information and believed it
would benefit them as practicing physicians. The end-of-
year anatomy evaluation indicated that students under-
stood how clinical genetic reports are compiled and they
understood the risks as well as benefit of clinical gen-
omic studies. We are now working with two of our other
campuses to incorporate this training in their curricu-
lum. The approach we utilize to prepare our students
for Precision Medicine can be implemented in other
medical schools with some important considerations: In-
stitutional Review Board (IRB) approval, potential im-
provements based on our experience, cost of DNA
sequencing and resources for data analysis. Each of these
are discussed below.

Educators should work with their IRB contacts to ob-
tain approval before proceeding with this program. The
application for IRB review will need to detail steps that
will be taken to ensure that the identify of donors will be
protected. In addition, if a formal survey is to be con-
ducted at the end of the program, separate IRB approval
will be required to ensure that the survey is anonymous.
The IRB will require details about the questionnaire,
participant selection, data collection and analysis
processes.
As we prepare to formally implement practical Preci-

sion Medicine training in our medical school curriculum
and expand it to our other campuses, we have identified
some potential improvement to the process. We plan to
enhance the utility of the genetic report (Fig. 2) by re-
placing the chromosome position in section 2 of the re-
port with the dbSNP ID from section 1 of the report.
We will also consider adding a section listing drug re-
sponse variants, which would be valuable in considering
a treatment strategy. Section 3 of the genetic report
identifies pathway affected by the genes with pathogenic
variants. This information was not extensively discussed
during this class, but can be valuable for interpretation
of the variants with respect to biological processes and
can aid in understanding possible mechanisms under-
lying the patient’s disease. In the next iteration of the
training, we will expand on using the genetic report for
this purpose and tie this information to elements of the
biochemistry and cell biology curriculum. We also plan
to enhance learning objectives to include Precision
Medicine components, and to develop a more formal as-
sessment for the students following the course.

Fig. 5 Gel electrophoresis of DNA extracted from primary pancreatic cancer lesion, and a metastatic lesion in the liver. DNA was successfully
extracted from each respective tissue sample
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The cost of DNA sequencing has significantly de-
creased but may still be too costly at approximately
$400/sample. In addition, students, faculty or other sup-
port resources must be available who are familiar with
basic biochemistry lab procedures such as DNA extrac-
tion, gel electrophoresis, and sample preparation. They
must also be familiar with analyzing DNA sequencing
data and the use of online bioinformatics tool. If not,
bioinformatic analysis services are provided for a fee at
many DNA sequencing cores. Finally, tissue processing
and sequencing must be coordinated between schools
and sequencing companies to get genomic reports to
students’ before the conclusion of dissection activities.
According to availability, blood or tissue can be used for
sequencing, and students can volunteer for lab work or
data analysis. Ideally, students would begin their dissec-
tion activities with the genetics report in hand, as the se-
quencing would have been performed using pre-
embalming blood samples and the analysis complete be-
fore students began their dissection activities. Instructors
would be aware of the variants present in the donors, or
would at least have quick access to the information, so
that they could be discussed as students identify any
available evidence of phenotypes resulting from genetic
variants. This real-time correlation between genotype
and phenotype solidifies the utility of Precision Medicine
in the mind of the student and can be extrapolated to
future medical practice.
The educators involved in our project informed us that

they were not burdened by any task in our approach and
believed that students benefited from this training. This
claim is supported by the new Precision Medicine case
studies that were initiated as a result of findings from
this project. Regarding educators concerned about the
intricacies of genomic analysis or the costs associated
with sequencing, an alternative approach is to sequence
only a prosection cadaver and have the sequencing com-
pany perform the analysis. The company would send the
educator a list of genetic variants that they could cross-
reference in ClinVar and produce a similar clinical gen-
etic report to complement their dissection and
instruction.

Conclusion
The achievement of sequencing the human genome has
the potential to transform healthcare. With the rise of
genetic testing and direct to consumer products, our
physicians are encountering a new era in practicing
medicine. To prepare our medical students for this
transformation, we have established a protocol for in-
corporating practical Precision Medicine training into
our medical curriculum. Our protocol entails DNA iso-
lation from anatomy lab cadavers and exome sequencing
of the DNA to produce genetic reports. These genetic

reports resemble what our students will be exposed to in
their clinical practice. Students experienced in the anat-
omy lab the potential benefits and limitations of Preci-
sion Medicine. An informal survey and end-of-class
evaluation suggest that the hands-on Genetics program
will better prepare our students to be physicians in the
era of Precision Medicine. Students identified and dis-
cussed specific examples of cases where pathogenic vari-
ants correlated with cause of death or anatomical
findings, illustrating how genetic markers with support-
ing clinical evidence may guide patient care. They also
saw many more instances where pathological variants
did not correlate with either, demonstrating the need for
caution when interpreting the results of genomic re-
ports. A pancreatic cancer case study combining hist-
ology, anatomy and genomics, demonstrated to the
students how Precision Medicine can inform therapeutic
strategy. The practical training presented here augments
what is taught in the Genetics class, providing a more
nuanced understanding of the limitations, potential and
complexities of Precision Medicine.

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12909-020-02366-0.

Additional file 1: Table S1. Quantitative analysis of DNA of blood and
tissue samples using Qubit analyzer. Figure S1. Qualitative analysis of
DNA from blood and tissue samples using gel electrophoresis. Table S2.
Sample Sequencing Statistics for whole exome sequencing. Table S3.
Pathogenic variants reported in genomic reports. Table S4. Overview of
clinically relevant markers in pancreatic cancer and liver metastasis
highlighting drug response and pathogenic variants.

Abbreviations
BRCA1: Breast cancer type 1 susceptibility protein; BRCA2: Breast cancer type
2 susceptibility protein; PCR: polymerase chain reaction; SNPs: Single
nucleotide polymorphisms; VEP: Variant Effect Predictor; FGFR: Fibroblast
growth factor receptors; STOX1: Storkhead Box 1; PTPRJ: Protein Tyrosine
Phosphatase Receptor Type J; HE: Hematoxylin and Eosin; VSAP: Virginia
State Anatomical Program; VCOM: Edward Via College of Osteopathic
Medicine; IRB: Institutional Review Board

Acknowledgements
We thank VSAP for providing pre-embalmed blood samples from our ca-
davers, Dr. Renee Prater for supporting this project, Dr. James Mahaney for
providing wet lab facilities and supplies, and the Lewis Gale Hospital for per-
forming HE staining.

Notes on contributors
RAMU ANANDAKRISHNAN, Ph.D., Assistant Professor in the Biomedical
division at Edward Via College of Osteopathic Medicine- Virginia Campus. Dr.
Anandakrishnan conducts research in computational biology and cancer
research.
NICK KINNEY, Ph.D., Assistant Professor in the Biomedical division at Edward
Via College of Osteopathic Medicine- Virginia Campus. Dr. Kinney conducts
research in bioinformatics and lectures in Biochemistry and Genetics.
LIN KANG, Ph.D., Assistant Professor in the Biomedical division at Edward Via
College of Osteopathic Medicine- Virginia Campus. Dr. Kang conducts
research in population Genetics and utilizes many sequencing platforms.
PAWEL MICHALAK, Ph.D., Associate Professor in the Biomedical division at
Edward Via College of Osteopathic Medicine- Virginia Campus. Dr. Michalak
is a lecturer and conducts research in Genetics.

Anandakrishnan et al. BMC Medical Education          (2020) 20:437 Page 12 of 14

https://doi.org/10.1186/s12909-020-02366-0
https://doi.org/10.1186/s12909-020-02366-0


www.manaraa.com

ARBEN SANTO, MD, Discipline Chair of Pathology and Histology at Edward
Via College of Osteopathic Medicine- Virginia Campus. Dr. Santo is a lecturer
and conducts research in the anatomy lab.
JOHN A. ANSTROM, PhD, Discipline Chair for Anatomical Sciences at Edward
Via College of Osteopathic Medicine- Virginia Campus. Dr. Anstrom is a
lecturer and conducts research in the anatomy lab.
TIFFANY L. CARPENETTI, PhD, Assistant Professor for Anatomical Sciences at
Edward Via College of Osteopathic Medicine- Virginia Campus. Dr. Carpenetti
is a lecturer and conducts research in the anatomy lab.
BREEZY WASKO, F.S.L, M.A., Embalming Laboratory Supervisor, Virginia State
Anatomical Program (VSAP)- Richmond, VA.
HAROLD GARNER, Ph.D., Associate Vice Provost for Research Development at
Edward Via College of Osteopathic Medicine. Dr. Garner is responsible and
involved in research activities in each campus.
ROBIN T. VARGHESE, Ph.D., Assistant Professor in the Biomedical division at
Edward Via College of Osteopathic Medicine- Virginia Campus. Dr. Varghese
conducts research in genomics, Precision Medicine, and lectures in Genetics.
PETER SAMUEL, Osteopathic medical students at Edward Via College of
Osteopathic Medicine- Virginia Campus- Class of 2022.
CHRISTY SMITH, Osteopathic medical students at Edward Via College of
Osteopathic Medicine- Virginia Campus- Class of 2021.
CRAIG JOHNSON, Osteopathic medical students at Edward Via College of
Osteopathic Medicine- Virginia Campus- Class of 2022.
JESSICA KIM, Osteopathic medical students at Edward Via College of
Osteopathic Medicine- Virginia Campus- Class of 2021.

Authors’ contributions
HG and RV conceived the study. TC and JA performed anatomical
dissections and instruction in the anatomy lab. TC extracted all tissue from
cadavers, assisted with DNA extraction and conducted the additional lecture
in Anatomy. BW isolated whole blood from cadavers. RV and HG gave
Precision Medicine genetic lectures. PS, RA, and RV performed the data
analysis i.e. exome sequencing, genomic report, and pathway analysis. AS
coordinated H&E staining and histology analysis. JK, CS, RV, RA and CJ
performed laboratory experiments including DNA isolation, PCR, and gel
electrophoresis. RA, TC and RV wrote the manuscript. All authors have read
and approved the final manuscript.

Funding
This study was funded by two internal VCOM REAP awards, HRG2017 and
RTV2018. The REAP internal funding program was created to provide funds
for preliminary data to be competitive for future external funding. The REAP
application is annual and is fashioned after a mini-NIH application. If
awarded, there are requirements for a 6 month and final report at 1 year. The
REAP program funds have no other involvement with the research, other
than to assure that it is conducted under IRB approval.

Availability of data and materials
Modified de-identified whole exome sequencing data access can be provided
as long as those requesting data agree not to attempt to re-identify cadaver or
associate with any ancestry or other public or private forensics databases.
Interested parties are encouraged to contact the corresponding author.

Ethics approval and consent to participate
This study [1308833–2] “Bringing Precision Medicine to Anatomy Lab
Principal Investigator” was approved by the Institutional Review Board of the
Edward Via College of Osteopathic Medicine (VCOM) on September 14, 2018
and reapproved September 16, 2019. VCOM obtains cadavers from Virginia
State Anatomical Program (VSAP) for medical teaching and research. VSAP
obtains consent from “volunteers” themselves prior to their passing or
authorization/consent by legal next of kin. It is recommended that in
addition to listing the next of kin or responsible party that an additional
contact be placed on the consent form.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Author details
1Edward Via College of Osteopathic Medicine, (VCOM), VA, Biomedical
Sciences, 2265 Kraft Drive, Blacksburg, VA 24060, USA. 2Gibbs Cancer Center
and Research Institute, Spartanburg, SC 29303, USA. 3Virginia Department of
Health, Richmond, VA 23219, USA.

Received: 15 April 2020 Accepted: 9 November 2020

References
1. Wetterstrand KA. DNA Sequencing Costs: Data from the NHGRI Genome

Sequencing Program (GSP). www.genome.gov/sequencingcostsdata 2019
[cited 2019 9/25/2019]. Available from: www.genome.gov/
sequencingcostsdata.

2. Amberger JS, Bocchini CA, Scott AF, Hamosh A. OMIM.org: leveraging
knowledge across phenotype-gene relationships. Nucleic Acids Res. 2019;
47(D1):D1038–D43. https://doi.org/10.1093/nar/gky1151 PubMed PMID:
30445645; PubMed Central PMCID: PMCPMC6323937.

3. Blumenthal GM, Mansfield E, Pazdur R. Next-Generation Sequencing in
Oncology in the Era of Precision Medicine. JAMA Oncol. 2016;2(1):13–4
PubMed PMID: Medline:26540172.

4. Melki I, Crow YJ. Novel monogenic diseases causing human autoimmunity.
Curr Opin Immunol. 2015;37:1–5 PubMed PMID: Medline:26262888.

5. National Academies of Sciences E, Medicine. In: Zevon E, Patlak M, Nass SJ,
editors. Improving Cancer Diagnosis and Care: Clinical Application of
Computational Methods in Precision Oncology: Proceedings of a Workshop.
Washington, DC: The National Academies Press; 2019. p. 92.

6. Shaw KRM, Maitra A. The status and impact of clinical tumor genome
sequencing. Annu Rev Genomics Hum Genet. 2019;20:413–32. https://doi.
org/10.1146/annurev-genom-083118-015034 PubMed PMID: 30995147.

7. Williams MS. Early lessons from the implementation of genomic medicine
programs. Annu Rev Genomics Hum Genet. 2019;20:389–411. 30811224.
https://doi.org/10.1146/annurev-genom-083118-014924.

8. Zeggini E, Gloyn AL, Barton AC, Wain LV. Translational genomics and
precision medicine: moving from the lab to the clinic. Science. 2019;
365(6460):1409–13.

9. Gerhard GS, Paynton B, Popoff SN. Integrating Cadaver Exome Sequencing
Into a First-Year Medical Student Curriculum. JAMA. 2016;315(6):555–6
PubMed PMID: Medline:26752678.

10. do Valle IF, Giampieri E, Simonetti G, Padella A, Manfrini M, Ferrari A, et al.
Optimized pipeline of MuTect and GATK tools to improve the detection of
somatic single nucleotide polymorphisms in whole-exome sequencing data.
BMC Bioinformatics. 2016;17(Suppl 12):341. https://doi.org/10.1186/s12859-
016-1190-7 PubMed PMID: 28185561; PubMed Central PMCID: PMCP
MC5123378.

11. Li H, Durbin R. Fast and accurate short read alignment with Burrows-
Wheeler transform. Bioinformatics. 2009;25(14):1754–60. https://doi.org/10.
1093/bioinformatics/btp324 PubMed PMID: 19451168; PubMed Central
PMCID: PMCPMC2705234.

12. Institute B. PICARD, http://broadinstitute.github.io/picard/. 5.6 ed2018.,
referenced on 10/01/2019.

13. DePristo MA, Banks E, Poplin R, Garimella KV, Maguire JR, Hartl C, et al. A
framework for variation discovery and genotyping using next-generation
DNA sequencing data. Nat Genet. 2011;43(5):491–8. https://doi.org/10.1038/
ng.806 PubMed PMID: 21478889; PubMed Central PMCID: PMCPMC3083463.

14. McLaren W, Gil L, Hunt SE, Riat HS, Ritchie GR, Thormann A, et al. The
Ensembl Variant Effect Predictor. Genome Biol. 2016;17(1):122. https://doi.
org/10.1186/s13059-016-0974-4 PubMed PMID: 27268795; PubMed Central
PMCID: PMCPMC4893825.

15. Landrum MJ, Lee JM, Benson M, Brown GR, Chao C, Chitipiralla S, et al.
ClinVar: improving access to variant interpretations and supporting
evidence. Nucleic Acids Res. 2018;46(D1):D1062–D7. https://doi.org/10.1093/
nar/gkx1153 PubMed PMID: 29165669; PubMed Central PMCID: PMCP
MC5753237.

16. Szklarczyk D, Franceschini A, Wyder S, Forslund K, Heller D, Huerta-Cepas J,
et al. STRING v10: protein-protein interaction networks, integrated over the
tree of life. Nucleic Acids Res. 2015;43(Database issue):D447–52 PubMed
PMID: Medline:25352553.

17. Fabregat A, Sidiropoulos K, Garapati P, Gillespie M, Hausmann K, Haw R,
et al. The Reactome pathway Knowledgebase. Nucleic Acids Res. 2016;
44(D1):D481–D7 PubMed PMID: WOS:000371261700066.

Anandakrishnan et al. BMC Medical Education          (2020) 20:437 Page 13 of 14

http://www.genome.gov/sequencingcostsdata
http://www.genome.gov/sequencingcostsdata
http://www.genome.gov/sequencingcostsdata
https://doi.org/10.1093/nar/gky1151
https://doi.org/10.1146/annurev-genom-083118-015034
https://doi.org/10.1146/annurev-genom-083118-015034
https://www.ncbi.nlm.nih.gov/pubmed/30811224
https://doi.org/10.1146/annurev-genom-083118-014924
https://doi.org/10.1186/s12859-016-1190-7
https://doi.org/10.1186/s12859-016-1190-7
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1093/bioinformatics/btp324
http://broadinstitute.github.io/picard/
https://doi.org/10.1038/ng.806
https://doi.org/10.1038/ng.806
https://doi.org/10.1186/s13059-016-0974-4
https://doi.org/10.1186/s13059-016-0974-4
https://doi.org/10.1093/nar/gkx1153
https://doi.org/10.1093/nar/gkx1153


www.manaraa.com

18. Chelala C, Khan A, Lemoine NR. SNPnexus: a web database for functional
annotation of newly discovered and public domain single nucleotide
polymorphisms. Bioinformatics. 2009;25(5):655–61. https://doi.org/10.1093/
bioinformatics/btn653 PubMed PMID: 19098027; PubMed Central PMCID:
PMCPMC2647830.

19. Petrucelli N, Daly MB, Pal T. BRCA1- and BRCA2-Associated Hereditary Breast
and Ovarian Cancer. 1998 Sep 4 [updated 2016 Dec 15]. In: Adam MP,
Ardinger HH, Pagon RA, Wallace SE, Bean LJH, Stephens K, Amemiya A,
editors. GeneReviews® [Internet]. Seattle: University of Washington; 1993–
2020.

20. Couch FJ, Johnson MR, Rabe KG, Brune K, de Andrade M, Goggins M, et al.
The prevalence of BRCA2 mutations in familial pancreatic cancer. Cancer
Epidemiol Biomarkers Prev. 2007;16(2):342–6 PubMed PMID: Medline:
17301269.

21. Martinez-Useros J, Garcia-Foncillas J. The Role of BRCA2 Mutation Status as
Diagnostic, Predictive, and Prognosis Biomarker for Pancreatic Cancer.
Biomed Res Int. 2016;2016:1869304 PubMed PMID: Medline:28078281.

22. Zhen DB, Rabe KG, Gallinger S, Syngal S, Schwartz AG, Goggins MG, et al.
BRCA1, BRCA2, PALB2, and CDKN2A mutations in familial pancreatic cancer:
a PACGENE study. Genet Med. 2015;17(7):569–77. https://doi.org/10.1038/
gim.2014.153 PubMed PMID: 25356972; PubMed Central PMCID: PMCP
MC4439391.

23. Holter S, Borgida A, Dodd A, Grant R, Semotiuk K, Hedley D, et al. Germline
BRCA Mutations in a Large Clinic-Based Cohort of Patients With Pancreatic
Adenocarcinoma. J Clin Oncol. 2015;33(28):3124–9 PubMed PMID: Medline:
25940717.

24. Lowery MA, Kelsen DP, Stadler ZK, Yu KH, Janjigian YY, Ludwig E, et al. An
emerging entity: pancreatic adenocarcinoma associated with a known BRCA
mutation: clinical descriptors, treatment implications, and future directions.
Oncologist. 2011;16(10):1397–402 PubMed PMID: Medline:21934105.

25. Wang X, Liu W, Sun CL, Armenian SH, Hakonarson H, Hageman L, et al.
Hyaluronan synthase 3 variant and anthracycline-related cardiomyopathy: a
report from the children's oncology group. J Clin Oncol. 2014;32(7):647–53.
https://doi.org/10.1200/JCO.2013.50.3557 PubMed PMID: 24470002; PubMed
Central PMCID: PMCPMC3927733.

26. Su W, Zhu P, Wang R, Wu Q, Wang M, Zhang X, et al. Congenital heart
diseases and their association with the variant distribution features on
susceptibility genes. Clin Genet. 2017;91(3):349–54.

27. TPA, MSS, Jose A, Chandran L, Zachariah SM. Pharmacogenomics: the right
drug to the right person. J Clin Med Res. 2009;1(4):191–4 PubMed PMID:
Medline:22461867.

28. Gerhard GS, Jin Q, Paynton BV, Popoff SN. The Anatomy to Genomics (ATG)
Start Genetics medical school initiative: incorporating exome sequencing
data from cadavers used for Anatomy instruction into the first year
curriculum. BMC Med Genomics. 2016;9(1):62 PubMed PMID: Medline:
27716216.

29. Giovannetti E, Pacetti P, Reni M, Leon LG, Mambrini A, Vasile E, et al.
Association between DNA-repair polymorphisms and survival in pancreatic
cancer patients treated with combination chemotherapy.
Pharmacogenomics. 2011;12(12):1641–52 PubMed PMID: Medline:22026922.

30. Khrunin AV, Moisseev A, Gorbunova V, Limborska S. Genetic polymorphisms
and the efficacy and toxicity of cisplatin-based chemotherapy in ovarian
cancer patients. Pharmacogenomics J. 2010;10(1):54–61 PubMed PMID:
Medline:19786980.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Anandakrishnan et al. BMC Medical Education          (2020) 20:437 Page 14 of 14

https://doi.org/10.1093/bioinformatics/btn653
https://doi.org/10.1093/bioinformatics/btn653
https://doi.org/10.1038/gim.2014.153
https://doi.org/10.1038/gim.2014.153
https://doi.org/10.1200/JCO.2013.50.3557


www.manaraa.com

© 2020. This work is licensed under
http://creativecommons.org/licenses/by/4.0/ (the “License”).  Notwithstanding
the ProQuest Terms and Conditions, you may use this content in accordance

with the terms of the License.


	Abstract
	Background
	Methods
	Results
	Conclusion

	Background
	Methods
	Leveraging the anatomy lab to introduce students to precision medicine
	Sample collection and DNA isolation from blood
	Sample collection and DNA isolation from tissue
	DNA library preparation and HiSeq sequencing
	Analysis of whole exome sequencing data and variant annotation
	Hematoxylin and eosin (H&E) staining

	Results
	Correlation between blood sample variants and cause of death (COD) or anatomical findings
	Cases with correlated variants
	Donor 275
	Donor 312
	Donor 272
	Donor 284
	Donor 295

	Cases with uncorrelated variants
	Multiple donors
	Donor 281

	Sufficient DNA for sequencing can be extracted from most embalmed tissue types
	Pancreatic cancer case with liver metastasis

	Discussion
	Conclusion
	Supplementary Information
	Abbreviations
	Acknowledgements
	Notes on contributors
	Authors’ contributions
	Funding
	Availability of data and materials
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Author details
	References
	Publisher’s Note

