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Abstract
Background: Copy number variation (CNV) in the range from 2 to 12 per diploid genome is an outstanding
feature of the beta-defensin gene (DEFB) cluster on human chromosome 8p23.1 numerously demonstrated by different methods. So far, CNV was proven for a 115 kb region between DEFB4 and 21 kb proximal of DEFB107 but the
borders for the entire CNV repeat unit are still unknown. Our study aimed to narrow down the distal border of the
DEFB cluster.
Results: We established tests for length polymorphisms based on amplification and capillary electrophoresis with
laser-induced fluorescence (CE-LIF) analysis of seven insertion/deletion (indel) containing regions spread over the
entire cluster. The tests were carried out with 25 genomic DNAs with different previously determined cluster copy
numbers. CNV was demonstrated for six indels between ~1 kb distal of DEFB108P and 10 kb proximal of DEFB107.
In contrast, the most distal indel is not affected by CNV.
Conclusion: Our analysis fixes the minimal length of proven CNV to 157 kb including DEFB108P but excluding
DEFB109P. The distal border between CNV and non-CNV part of the DEF cluster is located in the 59 kb interval
chr8:7,171,082-7,230,128.
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Background
The beta-defensin gene cluster (DEF cluster b) on human
chromosome 8p23.1 is one of the most prominent examples for functional-relevant copy number variation (CNV)
and has been intensively investigated over the last years.
Ten genes and pseudogenes (DEFB109P, DEFB108P,
DEFB4, HSPD1P, DEFB103, SPAG11, DEFB104, DEFB106,
DEFB105 and DEFB107) are organized in a cluster of
~218 kb embedded in different types of low copy repeats
(LCR) originating from segmental duplications. Furthermore, the DEF cluster b is embedded in one of two complex segmental duplications, REPD and REPP, involved in
polymorphic inversions [1-3]. Recently, in these regions
also CNV for the FAM90A gene class was shown [4]. Due
to this repetitive structure which is refractory to analysis,
the locus is one of the few regions with a remaining
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recalcitrant gap even in the most recent human genome assembly GRCh37 (hg19, February 2009). In this assembly,
two clusters - DEF cluster b1 and b2 (hg19 chr8:7,170,3687,366,833 and chr8: 7,669,242-7,855,043, respectively) - are
arranged in opposite direction on both sides of the gap and
slightly differ in consensus sequences (Figure 1A). In the
following, for convenience, genomic positions are given
only for the distal defensin gene cluster b1. Since the assembly is based on clones from different individuals, the
arrangement is arbitrarily, in fact there is variation of the
cluster copy number (CN) between 2 and 12 among
individuals which is accompanied by sequence differences
between clusters and individuals [5-11]. Hence, determination of individual DEF cluster b CNs is of basic interest,
namely due to putative or proven association or nonassociation of the CN with multiple diseases [12-24]. Even
after years, CN estimation is still a technical and methodological challenge [25]. From different technologies,
Multiplex Ligation-dependant Probe Amplification
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Figure 1 Beta-defensin cluster on human chromosome 8p23.1. (A) In the UCSC Genome Browser (GRCh37 hg19 chr8:7,158,554-7,855,043),
two gene clusters are arranged on both sides of a clone gap and in opposite direction, illustrated by the grey arrows and named DEF cluster b1
and b2. Segmental duplications are flanking the clusters or are part of it. (B) Zoom of DEF cluster b1 with genes / pseudogenes and the distally
located 80 kb low copy repeat (LCR) previously described [9]. Dots indicate MLPA probes, PRT amplicons and microsatellites used for individual
DEF cluster b CN determination by us and others [5,26,33]. The MLPA probe for DEFB108P (grey, in parantheses) was removed from the current
kit version due to inconsistent results. Indels investigated in this study to narrow down the CNV borders are numbered from 1 to 7.

(MLPA) and Paralog Ratio Tests (PRT) have emerged as
the most accurate ones [26-30].
By MLPA, Groth et al. have proven concordance of
the CN for all genes which were represented by probes
[5]. The kit used at the time (P139, MRC Holland http://
www.mrc-holland.com) targeted 8 genes of the cluster.
For 7 genes (DEFB4, DEFB103, SPAG11, DEFB104,
DEFB106, DEFB105 and DEFB107), the probes hybridize
to regions with no other paralogs than the DEF cluster b
copies on 8p23.1 (Figure 1B). In contrast, the eighth target DEFB108P is located in a previously identified 80-kb
low copy repeat, named LCR IV [9], with additional
paralogs on chromosome 4, 11 and 8 (~12.0 and
12.2 Mb). Since there is no evidence for transcription
except for an imperfectly mapping partial coding sequence (AF540980), the paralogs in the DEF cluster b
are most probably pseudogenes, whereas the chromosome 11 paralog is the DEFB108 gene according to the
HUGO nomenclature committee (HGNC29966). The
MLPA results for DEFB108P were not reproducible and
the probe was removed from the kit when changing to
kit version P139-B1 in June 2009.
The basic idea of PRT for CN estimation is to coamplify with a single primer pair CNV regions together
with paralogous loci not affected by CNV [31]. Presuming equal amplification efficiency for all paralogs due to
the common primers, the non CNV affected ones serve
as calibrators assuming two copies per paralog and

diploid genome (in case of a single calibrator locus) and
allow the calculation of CN for the variable paralogs.
CNV- and non-CNV paralogs can be distinguished either by sequence differences or - in case of indels - by
length differences of the PCR products.
DEF cluster b as the region of interest is characterized
by two opposite features with regard to the existence of
paralogous regions (Figure 1). The LCR containing
DEFB109P and DEFB108P has six paralogs at non-CNV
loci on different chromosomes [9]. For sub-regions in
the size range of PRT suited PCR products (~200500 bp) even 12 paralogs exist with nucleotide identities
between 85 and 99%. This makes the establishment of a
reliable PRT difficult since equal amplification of all
paralogs is questionable. To circumvent the problem,
the number of co-amplified non-CNV paralogs can be
reduced to one or two by skillful primer design.
In contrast, in the interval from the proximal LCR end
to the clone gap, only few short regions with paralogs
outside the DEF cluster exist which can be used as calibrators in PRTs for CN determination. CN estimations
by PRTs applied by us and others [5,6,20,27] as well as
the triplex-PRT by Aldhous et al. [26] are targeting CNinvariant pseudogenes of the heat shock 60 kDa protein
(HSPD1; NCBI accession no. NM_002156) on several
chromosomes (GENCODE pseudogene IDs: PGOHUM00000X with X: 239058, 246095, 235528, 237584,
246095, 235528, 239809 [32]) and the CNV paralog
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between DEFB4 and DEFB103 (HSPD1P3; PGOHUM00000249546; hg19 chr8: 7,276,513-7,278,068).
Furthermore, Abu Bakar et al. applied a combination of
analyses including PRT, microsatellites and a multiallelic
length polymorphism to determine individual CN with
PRT107A as the most proximal interrogated locus, located 21 kb proximal of DEFB107 [33].
Initially, the minimal length of the CNV region was
estimated to ~240 kb by pulsed-field gel electrophoresis of SfiI-digested genomic DNA after hybridization
with SPAG11 and DEFB4 probes [8] but, in a strict
sense, CNV is proven for 115 kb between the most distal MLPA probe in DEFB4 and the PRT107A amplicon
(hg19 chr8: 7,272,466 - 7,387,605). While the first
assay is rather a conservative valuation, the latter is assumed to underestimate the CNV length. Respectively,
it is currently not known whether the pseudogenes
DEFB108P and DEFB109P are included in the CNV region or not.
With respect to these facts, the aim of the present
study was to narrow down the borders of CNV region of
the DEF cluster b. Their more precise determination
should allow conclusions about the CNV mechanism,
the degree of variation between individual DEF cluster b
repeat units and help to elucidate the assumed impact of
the direction of the cluster copies. To this end, either
single nucleaotide variations (SNV) or insertions/deletions (indels) are suitable. Allele ratios for SNVs,
however, are much harder to quantify, e.g. by pyrosequencing, than it can be done for indels by length differences in electrophoresis where quantification is done on
separated size-defined single strands (CE-LIF). Accuracy
and reproducibility is lower as proven by us and others
analyzing samples with verified DEF cluster copy numbers.
For example, CN estimation of 41 samples by a pyrosequencing based paralog ratio test (PPRT) resulted in 21
CN underestimations of up to 2 copies (Table two in [5]).
Another PPRT resulted in better results, but also revealed
3 underestimations out of 14 analyses (Table one in [34]).
Therefore, we established a set of length polymorphism
tests based on PCR of regions with small indels. Application of these tests to genomic DNAs from individuals with
previously determined DEF cluster CNs and estimation of
the peak area ratios provide information whether the analyzed indels are affected by CNV or not.

Results
In order to confirm or exclude CNV at multiple sites
spread over DEF cluster b, namely distal and proximal of
the outermost ones with proven CNV, we identified
indels in the DEF cluster b by two approaches. We first
checked the SNP database (NCBI dbSNP Build 137; June
26, 2012) in the DEF cluster b1 (hg19 chr8:7,170,3687,366,833) for indels of at least 3 nucleotides and located
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outside of homonucleotide stretches. Furthermore we
retrieved all indels with these features previously identified by 454/Roche sequencing of four DEF cluster
enriched genomes with known CN ([11] and unpublished results). This resulted in 50 indels, of which 23
were located in repetitive regions complicating primer
design. Despite this we selected 23 loci (11 repetitive, 12
non-repetitive) for further analysis that cover as evenly
as possible regions of DEF cluster b not yet tractable by
MLPA or established PRTs. Consistent results were obtained for seven indels (2 repetitive, 5 non-repetitive),
named indel 1 to 7 in the order from the distal to the
proximal end of DEF cluster b1 (Figure 1B, Additional
file 1: Table S2 and S3). Three-fold replication of the assays with 96 DNAs resulted in unambiguous accordance
of the allele ratios with the MLPA determined CNs and
standard deviations for the area ratios <0.15 (data not
shown). The CE-LIF results for the remaining loci were
not reproducible, showed fragments of unexpected
lengths and/or the calculated fragment ratios were incompatible with the known CN of the test samples (data
not shown).
Indels 3, 6 and 7 are located in intergenic regions,
indels 1 and 5 in intron 1 of DEFB109P and DEFB106,
respectively, and indel 2 is 273 bp upstream of the
DEFB108P start codon. Five indels are known variations
from dbSNP, indels 1 and 2 are novel ones and were
submitted to dbSNP. The amplicon lengths range between 255 and 396 bp, the length differences between
indel variants count for 3 to 5 nucleotides.
Known indels 3 to 7

Indels 3 to 7 are located in regions for which no other
paralogs exist than the DEF cluster copies themselves.
Hence, useful for the proof of CNV are only samples
with CN > 2 that harbor clusters with both indel variants
in unequal numbers. Analyses of these samples result in
two CE-LIF signals with peak area ratios unequal 1:1.
For example, a peak area ratio (short:long) of 1:2 = 0.5 is
produced by one DEF cluster copy with the short and
two copies with the long variant (or a multiple thereof ).
Consistence with previously determined MLPA CNs 3 or
6 per diploid genome would confirm a concordant CN
at the indel site. For all indels 3 to 7, between 5 (20%)
and 9 (36%) of the 25 samples per indel were informative in this way (Additional file 1: Table S4). Though
this is a modest rate it has to be noted that the assays
are neither thought nor suitable to serve as a CN estimation method but rather to find the borders of the CN
variable genomic region. In total, 34 of 125 CE-LIF electropherograms (27%) showed peak area ratios unequal
1:1 and consistent with the diploid CN previously determined by MLPA (Table 1). This evidences CNV for the
positions of indels 3 to 7.
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Table 1 Peak area ratios unequal 1:1 obtained by CE-LIF
assays of indels 3 to 7 using 25 genomic DNAs with
known diploid copy numbers (CN)
Diploid CN Peak area ratios Cluster ratio Indel
by MLPA
short/long
short/long
no

# of informative
tests

3

6

1.92-2.07

2:1

3,5,6

0.50-0.54

1:2

3,4,5,6 6

4

5

1:3

---

3:1

---

0.29

1:4

7

1

0.68/0.72

2:3

4,5

2

3:2

7

1.48

4:1
6

1:5
0.47-0.58
2.00/2.12

---

2:4

4,5,6,7 7

4:2

3

5:1
7

1
---

2
---

0.16

1:6

7

1

0.43

2:5

6

1

3:4

5,7

0.60/0.76

8

2

4:3

---

5:2

---

6:1

---

1:7

---

0.41/0.46

2:6 or 3:5

5,7

2

0.77

3:5

5

1

1.53

5:3

7

1

6:2

7

2.75

7:1
Total No of tests, informative for proof
of CNV

1
--34

Between five and nine DNAs per indel showed peak area ratios unequal 1:1
(Additional file 1: Table S3), resulting in a total of 34 electropherograms
proving CNV. Indels 4 to 6 are located between DEFB4 and DEFB107 and
therefore confirm CNV already proven by MLPA. Indels 3 and 7 demonstrate
CNV outside this region (see Figure 1).

Novel indels 1 and 2

In contrast to indels 3 to 7, indels 1 and 2 are located in
the LCR and PCR also amplifies paralogs from loci not
affected by CNV on chromosomes 4, 8, 11 and 12. This
resembles the situation of established PRTs but requires
a strict discrimination of CN variable and invariable regions by the indel variants. To check this as comprehensive as possible, we retrieved the sequences of all indel 1
or 2 containing BAC clones from GenBank and monitored the variant status (short or long) of the indel sites.
We identified 10 and 22 clones containing indels 1 and
2, respectively, derived from five BAC libraries (RPCI-11,
RPCI-13, CTD, CHORI-17, SCb, Additional file 1: Table
S5). In addition we mapped the clone sequences against
the human genome assembly GRCh37 (hg19) by Blast

and registered the chromosomal location with the highest score. For comparison we also checked the chromosomal assignments of the clones in the nucleotide
database entry, in the UCSC genome browser and in a
locus specific assembly [9]. For indel 1 we found six
clones with the short variant, doubtlessly assigned to
DEF cluster b1 or b2, and three clones with the long
variant mapping to chromosome 12. However, we also
identified one BAC (AF252830) with the long variant
which is not represented in the GRCh37 (hg19) assembly
but maps to DEF cluster b according to the Blast result
and the previous assignment [9]. From the clones
harboring indel 2, 11 were identified with the short
variant, unambiguously mapping to the DEF cluster. 9
clones have the long variant and map to the paralogous
regions on chromosomes 4, 8 (12.0 and 12.3 Mb) or 11.
In contradiction to the presumption, two clones
(AC130379.8 and AC092111.9) with the short variant
were found mapping to chromosome 8 (12.3 Mb) and
chromosome 12, respectively. These data indicate that
neither indel 1 nor indel 2 are suited to establish a quantitative PRT. Nevertheless, the striking overrepresentation of the short variants of both indels among DEF
cluster copies prompted us to establish CE-LIF assays
for the qualitative assessment of CN variability.
For indel 1, paralogs are located on chromosomes 4
(9.19 Mb), 8 (12.01 and 12.26 Mb) and 12 (8.36 Mb). To reduce the number of co-amplified paralogs we used a reverse
primer with complete match to the DEF cluster and the
chromosome 12 paralog but 3’ mismatches to the paralogs on
chromosome 4 and 8 (12.01 and 12.26 Mb) (Additional file 1:
Figure S6). The amplified region for indel 2 has paralogs on
chromosomes 4, 8 11 and 12. In an analogous manner as for
indel 1 we aimed to avoid the amplification of the paralogs on
chr8 (7.17 / 7.86 / 12.02 / 12.26 Mb) and chr12 (8.36 Mb) by
designing a forward primer matching at his 3’end only those
on chromosome 4 (9.40 Mb), 8 (11.96 / 12.20 Mb), 11
(71.54 Mb) and the DEF cluster (Additional file 1: Figure S7).
In order to check how successful the designed primers are in
reducing the number of amplified paralogs, we cloned the
PCR products of indel 1 (three samples) and indel 2 (two samples), sequenced between 24 and 43 clones per indel and
sample and assigned the sequences to chromosomal positions according to GRCh37 (hg19) (Additional file 1: Table
S8). For indel 1 we obtained exclusively clones from the
expected paralogs (DEF cluster b and chromosome 12).
None of the clones were assigned to the undesired paralogs on chromosome 4 and 8 (12.01 and 12.26 Mb) but 6
out of 85 sequences (~7%) represented chimera derived
from the DEF cluster b and chromosome 12. Similarly, sequencing clones from indel 2 revealed only clones derived
from the expected paralogs of the DEF cluster and paralogs on chromosomes 4, 8 (11.95 and 12.20 Mb) and 11.
Furthermore, we found 3 out of 80 clones (~4%) to be
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chimeric derived from chromosome 4 and 11. For both
indel 1 and 2 we observed in all non-chimeric clones exclusively the short variant for the DEF cluster but the long
one for the paralogs, confirming the unequal distribution
of the indel variants among BACs derived from CNV and
non-CNV loci.
Based on these results we concluded that the short/
long ratio determined from the CE-LIF electropherograms for samples with different DEF cluster CNs should
be indicative for CN variability. A positive correlation of
the variant ratio with the CN would confirm CNV
whereas a rather constant ratio would indicate CN
invariance.
In agreement with this assumption, the results of the
analyses for both indels (Figure 2, Additional file 1:
Table S9) suggests that indel 2 (Spearman rank order
correlation coefficient 1.00; P = 2x10-7) but not indel 1
(0.179 / 0.66) is included in the CNV region of the DEF
cluster.

Discussion
By PCR amplification and CE-LIF analysis of seven loci
with small indels spread over DEF cluster b we could
show that:
 CNV is confirmed by indels 4 to 7 for the region

between DEFB4 and 10 kb proximal of DEFB107
which is in agreement with MLPA and PRT results;
 beyond this region CNV is proven by indels 2 and 3
in distal direction until hg19 chr8:7,230,128 thereby
including the DEFB108P pseudogene in the CNV
region of the cluster;

Page 5 of 8

 DEFB109P is not comprised in the CNV region as

proven by the indel 1 analyses.
These results suggest that the distal border of CN alleles with more than one DEF cluster is located in the
interval of 59,047 bp between the amplicons for indel 1
and 2, i.e. in the region hg19 chr8:7,171,082-7,230,128
(DEF cluster b1) and chr8:7,796,830-7,854,329 (DEF
cluster b2).
We tried to further narrow down the exact border of
CNV in this region by analysis of three additional indels
located between hg19 chr8:7,185,414 and chr8:7,200,941
but obtained inconsistent results most likely due to the
co-amplification of more than the expected paralogs
(data not shown).
The proof of CNV for indel 7, the most proximal variation analyzed by us, is in agreement with previously
published experiments by Abu Bakar et al. using the
multiallelic length polymorphism rs5889219 for CN
determination [33]. This analysis targets a region
overlapping with our indel 7 assay. Furthermore, the
authors confirmed CNV by a PRT amplifying hg19
chr8:7,387,449-7,387,605 (named PRT107A) which is
~11 kb proximal of indel 7. We attempted to identify
indels further from this position in proximal direction, i.e.
until the clone gap at hg19 chr8:7,474,650. In the SNP
database (dbSNP build 137) we found 23 indels according
to our criteria (>2 bp length difference of the variants and
not located in homonucleotide stretch). However, we were
unable to develop suitable length polymorphism tests due
to the repetitive sequence structure around these indels.
The designed primer pairs resulted in in-silico-PCR

Figure 2 Long/short ratios for indel 1 (red) and indel 2 (blue) for the CN classes 2 to 5.
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products derived from up to 35 paralogs of >90% nucleotide identity.
Therefore, we conservatively estimate the minimal
length of the CNV region to 157,478 bp (indel 2 –
PRT107A).
Our approach in the LCR region of DEF cluster b is
compromised by the extremely repetitive structure
resulting in the co-amplification of numerous paralogs
from all over the genome. Moreover, formation of
chimeric products must always be taken into account
when performing PCR in regions with high nucleotide
identities.
By skillful primer design we tried to restrict the number
of amplified paralogs to a minimum, ideally to one. As
shown by cloning and sequencing of selected PCR products, for indel 1 only one paralog on chromosome 12 was
amplified together with the DEF cluster b copies on
chromosome 8. For indel 2, we could reduce the number
of co-amplified paralogs from nine to four. Furthermore,
we found chimeric sequences in the PCR products of both
indels. These processes, however, may have contributed to
examples with high deviation of the measured peak area
ratios for samples of the same CN (Figure 2).
Moreover, the analysis of BAC sequences showed that
the two indel alleles are not exclusively linked to either
the CNV or the non-CNV LCRs. Thus, individual genomes may contain deviating indel alleles both in the
DEF cluster b copies as well as in the paralogs used as
calibrators. The presence of such “deviating copies” in
one ore more of the analyzed samples might also have
contributed to the observed high deviations.
Due to all these limitations, the test for indel 2 is not
suitable for a reliable CN estimation of DEF cluster b
but the strong correlation between the long/short variant’s ratio and CN unambiguously proves inclusion of
indel 2 in the CN variable part of the region. Since it is
located 273 bp distal of DEFB108P, CNV is also proven
for the pseudogene.
Because we demonstrated the lack of CNV for indel 1
and the DEFB109P pseudogene, the distal border that
separates the unique, CN invariable from the CN variable part of the DEF cluster must be located in the interval between both indels.

Conclusion
Our analysis fixes the minimal length of proven CNV to
157 kb including DEFB108P but excluding DEFB109P.
The distal border between CNV and non-CNV part of
the DEF cluster is located in the 59 kb interval
chr8:7,171,082-7,230,128. A more exact position remains
to be identified as well as the site of the proximal border
does. Due to the repetitive character of these borders it
may also be possible, that borders vary between cluster
copies and CN alleles which would further complicate a
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final evaluation. In any case, our findings underscore the
mechanistic role of the LCRs bordering the DEF cluster
in origin and maintenance of that exceptional CNV
locus.

Methods
DNAs

DNAs are originated from: (1) The CARLA study
[35,36], a prospective cohort study of the general elderly
population (21 samples); (2) Healthy blood donors [37]
(2 samples); (3) Coriell cell lines (2 samples). DNApreparation and DEF cluster b CN estimation by MLPA
was performed as previously described [5,23]. CNs are
listed in Additional file 1: Table S1.
PCR

~100 ng DNA were amplified in a total volume of 25 uL
using the BioMix (Bio-25012) PCR-Premix (Bioline
GmbH Luckenwalde, Germany) with 1 pmol of each primer listed in Additional file 1: Table S2, supplied by
Metabion (Martinsried, Germany). The reverse primers
were 5’-6-carboxyfluorescein (FAM)-labeled. The PCR
conditions were as follows: pre-denaturation at 95°C for
2 minutes, 30 cycles of denaturation at 95°C for 30 seconds followed by annealing at 52°C for 30 seconds and
elongation at 72°C for 1:30 minutes, final elongation at
72°C for 30 minutes and cooling at 18°C for 2 minutes.
Capillary electrophoresis with laser-induced fluorescence
(CE-LIF)

The FAM-labeled PCR products were appropriately diluted (between 1/30 and 1/500) and 1 μl dilution was
supplemented with 10 μl HiDi-formamide (Roth, Karlsruhe, Germany) and 0.5 μl of GeneScan ROX 500 size
standard (Applied Biosystems, Darmstadt, Germany).
The mixture was denatured at 94°C for 3 min, and subsequently cooled on ice. The denatured products were
then separated on an ABI 3730 capillary sequencer and
analyzed with the GeneMapper 4.0 software (Applied
Biosystems, Darmstadt, Germany).
Cloning and Sanger sequencing (indels 1 and 2)

PCRs were carried out as described above with unlabeled primers using the DNAs 1105126, 3208698,
2121707 (indel 1) and 1101938, 3216315 (indel 2). The
PCR products were cloned into pCR2.1 by the TOPO
TA Cloning Kit (Invitrogen, Darmstadt, Germany) according to the manufacturer's instructions. Colonies
were picked (indel 1: 32 for each DNA / indel 2: 48 for
each DNA) and grown in LB Broth supplemented with
ampicillin. Plasmid DNA was isolated from the cultures
by automated Qiaprep (Qiagen, Hilden, Germany) and
inserts were sequenced on a capillary sequencer ABI
3730 using the M13 reverse universal primer.
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Additional files
Additional file 1: Table S1. Genomic DNAs used for the length
polymorphism tests and DEF cluster b CN. Table S2. Analyzed indels,
used primers, amplicon lengths and chromosomal locations. Table S3.
CE-LIF results for indels 3 to 7. Table S4. Summary of informative and
non-informative samples for the proof of CNV by indels 3 to 7. Table S5.
Allele status and chromosomal localization of clones harboring indels 1
and 2. Figure S6. Reduction of the number of amplified paralogs by a
discriminating reverse primer (indel 1). Figure S7. Reduction of the
number of amplified paralogs by a discriminating forward primer
(indel 2). Table S8. Cloning and Sanger sequencing of selected PCR
products from indels 1 and 2. Table S9. CE-LIF results for indels 1 and 2.
Abbreviations
BAC: Bacterial Artificial Chromosome; CE-LIF: Capillary Electrophoresis with
Laser-Induced Fluorescence; CN: Copy Number; CNV: Copy Number
Variationl; DEF: Defensin; MLPA: Multiplex Ligation Dependent Probe
Amplification; PRT: Paralog Ratio Test; SNP: Single Nucleotide Polymorphism.

Page 7 of 8

9.

10.

11.

12.
13.

14.

Competing interests
The authors declare that they have no competing interests.

15.

Authors’ contributions
ST and KH designed the experiments, MG and ST carried out the data
analyses, ST, KH and MP wrote the manuscript and MP coordinated the
study. All authors read and approved the final manuscript.

16.

Acknowledgements
We are gratefully acknowledging the skillful technical assistance by Beate
Szafranski.
We thank the members of the CARLA study group for providing patient’s
samples.
Received: 7 February 2014 Accepted: 10 February 2014
Published: 19 February 2014

17.

18.
19.

References
1. Giglio S, Broman KW, Matsumoto N, Calvari V, Gimelli G, Neumann T,
Ohashi H, Voullaire L, Larizza D, Giorda R, et al: Olfactory receptor-gene
clusters, genomic-inversion polymorphisms, and common chromosome
rearrangements. Am J Hum Genet 2001, 68:874–883.
2. Giglio S, Calvari V, Gregato G, Gimelli G, Camanini S, Giorda R, Ragusa A,
Guerneri S, Selicorni A, Stumm M, et al: Heterozygous submicroscopic
inversions involving olfactory receptor-gene clusters mediate the
recurrent t(4;8)(p16;p23) translocation. Am J Hum Genet 2002,
71:276–285.
3. Sugawara H, Harada N, Ida T, Ishida T, Ledbetter DH, Yoshiura K, Ohta T,
Kishino T, Niikawa N, Matsumoto N: Complex low-copy repeats associated
with a common polymorphic inversion at human chromosome 8p23.
Genomics 2003, 82:238–244.
4. Bosch N, Caceres M, Cardone MF, Carreras A, Ballana E, Rocchi M, Armengol
L, Estivill X: Characterization and evolution of the novel gene family
FAM90A in primates originated by multiple duplication and
rearrangement events. Hum Mol Genet 2007, 16:2572–2582.
5. Groth M, Szafranski K, Taudien S, Huse K, Mueller O, Rosenstiel P, Nygren
AO, Schreiber S, Birkenmeier G, Platzer M: High-resolution mapping of the
8p23.1 beta-defensin cluster reveals strictly concordant copy number
variation of all genes. Hum Mutat 2008, 29:1247–1254.
6. Groth M, Wiegand C, Szafranski K, Huse K, Kramer M, Rosenstiel P, Schreiber
S, Norgauer J, Platzer M: Both copy number and sequence variations
affect expression of human DEFB4. Genes Immun 2010, 11:458–466.
7. Hardwick RJ, Machado LR, Zuccherato LW, Antolinos S, Xue Y, Shawa N,
Gilman RH, Cabrera L, Berg DE, Tyler-Smith C, et al: A worldwide analysis of
beta-defensin copy number variation suggests recent selection of a
high-expressing DEFB103 gene copy in East Asia. Hum Mutat 2011,
32:743–750.
8. Hollox EJ, Armour JA, Barber JC: Extensive normal copy number variation
of a beta-defensin antimicrobial-gene cluster. Am J Hum Genet 2003,
73:591–600.

20.

21.

22.

23.

24.

25.
26.

27.

28.

Taudien S, Galgoczy P, Huse K, Reichwald K, Schilhabel M, Szafranski K,
Shimizu A, Asakawa S, Frankish A, Loncarevic IF, et al: Polymorphic
segmental duplications at 8p23.1 challenge the determination of
individual defensin gene repertoires and the assembly of a contiguous
human reference sequence. BMC Genomics 2004, 5:92.
Taudien S, Groth M, Huse K, Petzold A, Szafranski K, Hampe J, Rosenstiel P,
Schreiber S, Platzer M: Haplotyping and copy number estimation of the
highly polymorphic human beta-defensin locus on 8p23 by 454
amplicon sequencing. BMC Genomics 2010, 11:252.
Taudien S, Szafranski K, Felder M, Groth M, Huse K, Raffaelli F, Petzold A, Zhang
X, Rosenstiel P, Hampe J, et al: Comprehensive assessment of sequence
variation within the copy number variable defensin cluster on 8p23 by
target enriched in-depth 454 sequencing. BMC Genomics 2011, 12:243.
Aldhous MC, Noble CL, Satsangi J: Dysregulation of human beta-defensin2 protein in inflammatory bowel disease. PLoS One 2009, 4:e6285.
Baroncelli S, Ricci E, Andreotti M, Guidotti G, Germano P, Marazzi MC, Vella
S, Palombi L, De Rossi A, Giuliano M: Single-nucleotide polymorphisms in
human beta-defensin-1 gene in Mozambican HIV-1-infected women and
correlation with virologic parameters. Aids 2008, 22:1515–1517.
Bentley RW, Pearson J, Gearry RB, Barclay ML, McKinney C, Merriman TR,
Roberts RL: Association of Higher DEFB4 Genomic Copy Number With
Crohn's Disease. Am J Gastroenterol 2009, 105:354–359.
Chen Q, Hakimi M, Wu S, Jin Y, Cheng B, Wang H, Xie G, Ganz T, Linzmeier
RM, Fang X: Increased genomic copy number of DEFA1/DEFA3 is
associated with susceptibility to severe sepsis in Chinese Han
population. Anesthesiology 2010, 112:1428–1434.
Chen QX, Lv C, Huang LX, Cheng BL, Xie GH, Wu SJ, Fang XM: Genomic
variations within DEFB1 are associated with the susceptibility to and the
fatal outcome of severe sepsis in Chinese Han population. Genes Immun
2007, 8:439–443.
Fellermann K, Stange DE, Schaeffeler E, Schmalzl H, Wehkamp J, Bevins CL,
Reinisch W, Teml A, Schwab M, Lichter P, et al: A chromosome 8 genecluster polymorphism with low human beta-defensin 2 gene copy
number predisposes to Crohn disease of the colon. Am J Hum Genet
2006, 79:439–448.
Hollox EJ: Copy number variation of beta-defensins and relevance to
disease. Cytogenet Genome Res 2008, 123:148–155.
Hollox EJ, Huffmeier U, Zeeuwen PL, Palla R, Lascorz J, Rodijk-Olthuis D, van
de Kerkhof PC, Traupe H, de Jongh G, den Heijer M, et al: Psoriasis is
associated with increased beta-defensin genomic copy number.
Nat Genet 2008, 40:23–25.
Huse K, Taudien S, Groth M, Rosenstiel P, Szafranski K, Hiller M, Hampe J,
Junker K, Schubert J, Schreiber S, et al: Genetic variants of the copy
number polymorphic beta-defensin locus are associated with sporadic
prostate cancer. Tumour Biol 2008, 29:83–92.
Fode P, Larsen AR, Feenstra B, Jespersgaard C, Skov RL, Stegger M, Fowler VG Jr,
Andersen PS: Genetic variability in beta-defensins is not associated with susceptibility to Staphylococcus aureus bacteremia. PLoS One 2012, 7:e32315.
Hardwick RJ, Amogne W, Mugusi S, Yimer G, Ngaimisi E, Habtewold A, Minzi
O, Makonnen E, Janabi M, Machado LR, et al: beta-defensin genomic copy
number is associated with HIV load and immune reconstitution in
sub-saharan Africans. J Infect Dis 2012, 206:1012–1019.
Taudien S, Gabel G, Kuss O, Groth M, Grutzmann R, Huse K, Kluttig A, Wolf
A, Nothnagel M, Rosenstiel P, et al: Association studies of the copynumber variable ss-defensin cluster on 8p23.1 in adenocarcinoma and
chronic pancreatitis. BMC Res Notes 2012, 5:629.
Tiszlavicz Z, Szabolcs A, Takacs T, Farkas G, Kovacs-Nagy R, Szantai E, SasvariSzekely M, Mandi Y: Polymorphisms of beta defensins are associated with
the risk of severe acute pancreatitis. Pancreatology 2010, 10:483–490.
McCarroll SA: Copy-number analysis goes more than skin deep. Nat Genet
2008, 40:5–6.
Aldhous MC, Abu Bakar S, Prescott NJ, Palla R, Soo K, Mansfield JC, Mathew
CG, Satsangi J, Armour JA: Measurement methods and accuracy in copy
number variation: failure to replicate associations of beta-defensin copy
number with Crohn's disease. Hum Mol Genet 2010, 19:4930–4938.
Armour JA, Palla R, Zeeuwen PL, den Heijer M, Schalkwijk J, Hollox EJ:
Accurate, high-throughput typing of copy number variation using paralogue ratios from dispersed repeats. Nucleic Acids Res 2007, 35:e19.
Deutsch S, Choudhury U, Merla G, Howald C, Sylvan A, Antonarakis SE:
Detection of aneuploidies by paralogous sequence quantification. J Med
Genet 2004, 41:908–915.

Taudien et al. BMC Research Notes 2014, 7:93
http://www.biomedcentral.com/1756-0500/7/93

Page 8 of 8

29. Perne A, Zhang X, Lehmann L, Groth M, Stuber F, Book M: Comparison of
multiplex ligation-dependent probe amplification and real-time PCR
accuracy for gene copy number quantification using the beta-defensin
locus. Biotechniques 2009, 47:1023–1028.
30. Schouten JP, McElgunn CJ, Waaijer R, Zwijnenburg D, Diepvens F, Pals G:
Relative quantification of 40 nucleic acid sequences by multiplex
ligation-dependent probe amplification. Nucleic Acids Res 2002, 30:e57.
31. Lee HH, Chang JG, Lin SP, Chao HT, Yang ML, Ng HT: Rapid detection of
trisomy 21 by homologous gene quantitative PCR (HGQ-PCR). Hum Genet
1997, 99:364–367.
32. Zhang Z, Harrison PM, Liu Y, Gerstein M: Millions of years of evolution
preserved: a comprehensive catalog of the processed pseudogenes in
the human genome. Genome Res 2003, 13:2541–2558.
33. Abu Bakar S, Hollox EJ, Armour JA: Allelic recombination between distinct
genomic locations generates copy number diversity in human betadefensins. Proc Natl Acad Sci U S A 2009, 106:853–858.
34. Fode P, Jespersgaard C, Hardwick RJ, Bogle H, Theisen M, Dodoo D, Lenicek
M, Vitek L, Vieira A, Freitas J, et al: Determination of beta-defensin
genomic copy number in different populations: a comparison of three
methods. PLoS One 2011, 6:e16768.
35. Greiser KH, Kluttig A, Schumann B, Kors JA, Swenne CA, Kuss O, Werdan K,
Haerting J: Cardiovascular disease, risk factors and heart rate variability in
the elderly general population: design and objectives of the
CARdiovascular disease, Living and Ageing in Halle (CARLA) Study.
BMC Cardiovasc Disord 2005, 5:33.
36. Greiser KH, Kluttig A, Schumann B, Swenne CA, Kors JA, Kuss O, Haerting J,
Schmidt H, Thiery J, Werdan K: Cardiovascular diseases, risk factors and
short-term heart rate variability in an elderly general population: the
CARLA study 2002-2006. Eur J Epidemiol 2009, 24:123–142.
37. Stepanow S, Reichwald K, Huse K, Gausmann U, Nebel A, Rosenstiel P,
Wabitsch M, Fischer-Posovszky P, Platzer M: Allele-specific, age-dependent
and BMI-associated DNA methylation of human MCHR1. PLoS One 2011,
6:e17711.
doi:10.1186/1756-0500-7-93
Cite this article as: Taudien et al.: Narrowing down the distal border of
the copy number variable beta-defensin gene cluster on human 8p23.
BMC Research Notes 2014 7:93.

Submit your next manuscript to BioMed Central
and take full advantage of:
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at
www.biomedcentral.com/submit

