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Abstract

Background: Viral integration into a host genome is defined by two chimeric junctions that join viral and host
DNA. Recently, computational tools have been developed that utilize NGS data to detect chimeric junctions. These
methods identify individual viral-host junctions but do not associate chimeric pairs as an integration event. Without
knowing the chimeric boundaries of an integration, its genetic content cannot be determined.

Results: Summonchimera is a Perl program that associates chimera pairs to infer the complete viral genomic
integration event to the nucleotide level within single or paired-end NGS data. SummonChimera integration prediction
was verified on a set of single-end IonTorrent reads from a purified Salmonella bacterium with an integrated
bacteriophage. Furthermore, SummonChimera predicted integrations from experimentally verified Hepatitis B Virus
chimeras within a paired-end Whole Genome Sequencing hepatocellular carcinoma tumor database.

Conclusions: SummonChimera identified all experimentally verified chimeras detected by current computational
methods. Further, SummonChimera integration inference precisely predicted bacteriophage integration. The application
of SummonChimera to cancer NGS accurately identifies deletion of host and viral sequence during integration. The
precise nucleotide determination of an integration allows prediction of viral and cellular gene transcription patterns.
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Background
Viral integration is a ubiquitous biological process where
a virus inserts its genetic material into a host genome.
Integration sometimes results in the entire viral genome
being incorporated into the host genome, such as occurs
with lysogenic bacteriophage or retroviruses [1]. In other
cases, only a portion of the viral genome is integrated.
For example, sub-genomic segments of Human Papilloma
virus or Hepatitis B virus (HBV) genomes are sometimes
integrated in cervical and hepatocellular cancers (HCC)
respectively [2,3]. By identifying the lost and gained sub-
genomic segments of host and virus, potential expression
of viral and host genes can be estimated.
There is a growing amount of Next Generation sequen-

cing (NGS) data available for cancer genomes [4-7]. These
datasets allow for massive viral integration analysis in which
single virus and host chimeras have been identified and
compared [5-10]. Some experimental studies have identified
the complete viral integration by PCR [11]. Current viral
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integration detection software programs [12-14] are
designed to identify virus-host chimeras and report their
genomic positions. However, the complete mapping of
viral integrations requires the association of two chimeric
sequences representing the two virus-host junctions
present in each integration event. SummonChimera is a
Perl program developed to detect chimeras from paired or
single end NGS reads then associate two chimeras that
describe the integration event. Mapping and association of
both virus-host junctions allows the identification of viral
and host sequences retained and lost during integration.

Implementation
Datasets
The single-end Ion Torrent sequencing reads of a purified
Salmonella enterica culture, contained 2,295,084 reads with
an average length of 132 residues, was obtained from Russell
et al. [15] and is publicly available. No IRB approval is re-
quired for these studies. Hepatocellular carcinoma (HCC)
paired-end Whole Genome Sequencing (WGS) reads were
generated on an Illumina HiSeq 2000 sequencer platform
by Sung et al. [7]. The reads were publicly available in
al Ltd. This is an Open Access article distributed under the terms of the Creative
ommons.org/licenses/by/4.0), which permits unrestricted use, distribution, and
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the European Nucleotide Archive [ENA:ERP001196]
(http://www.ebi.ac.uk/ena/data/view/ERP001196). Samples
T198 and T268 from the HCC WGS study, with 50,176,914
and 54,352,036 paired-end reads respectively, were chosen
for two reasons. First, subsets of chimeras were experimen-
tally verified [7]. Second, these samples were used by Wang
et al. [12] to compare current integration detection software
[12-14]. PRINSEQ [16] quality filtering was run on the de-
tected chimeric reads from each dataset to eliminate reads
with an average quality less than 15. Sequencing sets were
run through the alignment subtraction pipeline outlined
in Figure 1 (see Additional file 1).

Paired-end mapping
Default Bowtie2 [17] settings were used for mapping of
discordant paired-end reads. For both HCC samples, a single
Bowtie2 database was created with the UCSC hg19 human
genome (http://hgdownload.soe.ucsc.edu/downloads.html)
and the HBV genome [Genome:NC_003977] from the NCBI
Genome database (http://www.ncbi.nlm.nih.gov/genome/).
No mapping was run on the single end IonTorrent
Salmonella dataset.

BLASTN pipeline
The BLASTN [18] subtraction pipeline (Figure 1) was used
for the identification of chimeric reads. In cases where the
reads were mapped, all unmapped reads were extracted
from the resulting BAM file with ‘samtools –f 4’. BLASTN
parameters ‘-use_index true’, ‘–outfmt 6’, ‘-word_size 16’,
and ‘-perc_identity 95’ are used to minimize output file
size and computation time of each step while maximizing
the number of detected chimeras. The input reads are first
Figure 1 Chimera detection pipeline. Red arrows represent
unaligned reads. Black arrows represent aligned reads and data. This
figure outlines the standard computational subtraction pipeline used
to generate SummonChimera input. Mapping of paired-end reads
must occur to a database composed of both virus and human
genomes with Bowtie2. The BLASTN steps are ordered for optimal
search time. Read counts at each step of the pipeline for each
sample can be found in Additional file 1.
aligned to the virus database with BLASTN. Reads with a
virus BLAST hit were then searched against the host data-
base with BLASTN. HCC BLAST databases used the same
reference sequences that were used during the mapping
step: host hg19 and virus HBV. The Salmonella BLAST
databases were composed of the virus genome Salmonella
bacteriophage RE-2010 [Genome:NC_019488] and host
genome Salmonella enterica [Genome:NC_011294] from
the NCBI Genome database. BLAST databases and indi-
ces were also created with default parameters.

SummonChimera (SC)
SC was written such that sequence processing is left to the
users. BLAST and mapping are all done separate from SC
and results are used as input. Figure 1 indicates the pipeline
to be used for analysis. SC was run with default parameters
using the BLAST output and SAM files as input.
SC’s first steps are to filter confounding results from

the BLAST analysis. BLAST alignments are filtered
based on user defined parameters to determine which
alignments are suitable. From the remaining BLAST re-
sults, alignments with the highest bit score to virus and
host are used to characterize the chimera. Chimeric reads
with alignments having equivalent bit scores to multiple
positions in virus or host are removed from analysis. All
mapped virus-host discordant pairs identified in the SAM
file are treated as a chimera.
Chimeras were categorized in three ways: strand orien-

tation, organism order, and ambiguous region (Figure 2).
Strand orientation indicates whether the virus has inte-
grated its genome parallel or anti-parallel to the host
genome. Parallelism was determined by the virus and
host reference strand as listed in the NCBI Genome
Genbank record. A parallel integration was defined as
the viral reference strand covalently bonded to the host
reference strand. Reference anti-parallel would be the
virus non-reference strand linked to the host reference
strand. Organism order is the 5’ to 3’ order of the or-
ganisms represented in the chimera based on the host
reference strand. Integrations are inferred from strand
orientation and organism order (Figure 2A). Finally, an
ambiguous region (Figure 2B) is defined as the portion
of the chimera that cannot be distinguished as virus or
host. Chimeric reads were clustered based on these
three characteristics. BLAST chimeras were clustered
if they shared all three characteristics and occurred at
the same host and virus position. Mapped and BLAST
chimeras were clustered if they had equivalent organ-
ism order, strand orientation, and occurred within a
user defined paired-end read insert size on both virus
and host. Insert size is used for clustering chimeric
reads because it is hypothetically the farthest possible
nucleotide distance between a mapped chimeric read
and the chimeric junction as determined by BLAST.
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Figure 2 Chimeric cases. (A) There are four possible cases of
chimeric reads. Arrows point from 5’ to 3’ on the reference strand of
the host. Blue arrows represent host genome and red is virus. The
two columns indicate organism order cases, which as illustrated is
always determined by comparison to the host reference strand.
There are two possible strand orientations which are determined by
the orientation of the host and virus reference strand to each other.
(B) Three ambiguous cases for chimeric reads are possible. BLASTN
finds a single chimeric read and thus there is potential for overlap or
void positions in the alignment. Mapped chimeras are two reads
with an unknown nucleotide distance between them, as such their
ambiguous region is defined as the closest two nucleotides mapped
from virus and host. (C) Reference parallel and anti-parallel integrations
are reported if they are within the user defined host deletion size.
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The HCC dataset insert size was 500 nucleotides. Oc-
casionally multiple BLAST chimera ambiguous regions
were associated with a cluster. In these cases, the most
frequent BLAST ambiguous region was reported.
Integration predictions were determined by the asso-

ciation of chimeras within the user defined nucleotide
deletion size on the host genome (Figure 2C). Nucleotide
deletion size is the maximum expected portion of the host
genome removed during viral integration. Further, chimeras
involved in the integration must have equivalent strand
orientation and host flanking virus organism order. Figure 2A
rows (Reference Parallel and Reference Anti-Parallel)
illustrate the two cases of chimera pairs that represent
integration events. All chimeras that are not paired are
reported as orphan chimeras. The user determines whether
a reported orphan chimera or integration is real based on
the context of their study.

Results
SC was tested on two different data sets, a Salmonella bac-
terium culture known to harbor an integrated bacteriophage
and HBV integration in HCC. The Salmonella dataset
was used to verify our integration inference method by
comparison of SC results to a known integration of bac-
teriophage into a Salmonella bacterium [1,15]. Second,
two HCC tumor samples were used to show the applica-
tion of SC on cancer NGS data and its ability to identify
and associate experimentally verified chimeras.

Bacteriophage integration
In some types of lysogenic bacteriophage integration into
the host occurs within the homologous core of attP and
attB sites. AttP occurs at the single stranded 5’ and 3’ ends
of the linear bacteriophage genome. When a bacterio-
phage genome enters the cell it circularizes and a double
stranded attP is formed. The enzymatic integration occurs
without loss to the bacteriophage or bacterial genome [1].
We tested SC on a bacterial strain known to harbor an in-
tegrated bacteriophage genome.
The genome of a Salmonella strain carrying a prophage

was sequenced by Ion Torrent using single end reads [15].
Thus, only BLASTN alignments were utilized for SC input.
SC identified a total of 69 chimeric reads and reported one
integration with ten possible combinations of 5’ and 3’ am-
biguous regions (see Additional file 2). Genome coverage of
the 32 chimeric reads associated with the 5’ and 3’ ambigu-
ous regions illustrates the integration prediction (Figure 3B).
The remaining 37 reads (see Additional file 2) are individual
chimeras and are likely artifacts of the sequencing process
based on lack of chimeric junction coverage. PRINSEQ
identified no chimeric reads with an average quality less
than 15. The 5’ chimeras were divided between two am-
biguous regions and the 3’ chimeric reads were divided
into five ambiguous regions. Each ambiguous region had
single nucleotide variations which likely resulted from
sequencing error neighboring the chimeric junction.
The integration with the most reads for the 5’ and 3’
chimera (8 and 11 reads respectively) was selected from
SC output for further analysis. The selected integration
showed that the nucleotide compositions of the 5’ and 3’
chimera ambiguous regions were the same. Further, the
chimeras occurred at the 5’ and 3’ ends of the bacterio-
phage genome. Analysis of the bacterial indices indicated
that the bacterial genome remained intact (Figure 3A). SC
predicted the identical integration as was determined by
WGS DNA sequencing [15].

Hepatocellular carcinoma HBV integration
In contrast to integration by lysogenic bacteriophage,
the integration of DNA tumor virus genomes occur at
random positions with respect to both the viral and host
genomes. For example, when HBV is integrated in HCC
there is a loss of both viral and human DNA. Experimen-
tally determined HBV integrations show no nucleotide
specific human integration site [7,11,19].
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Figure 3 SummonChimera prediction of a Salmonella bacteriophage Integration. (A) These are segments taken from the aligned region of
a 5’ and 3’ chimera. Blue is bacterial sequence [NCBI Genome: NC_011294], red is bacteriophage sequence [NCBI Genome:NC_019488], and green
is homology to both. The numbers indicate the reference sequence nucleotide position. The ambiguous region (green) is 84 nucleotides long.
The blue (host) and red (virus) arrows show the 5’ to 3’ direction of the host and virus reference strands. (B) The number of reads (depth of coverage)
at each nucleotide position in the 5’ and 3’ chimeras for host and virus are shown. The ambiguous region of the chimera is counted twice
(once for the host and virus positions) due to the unknown nature of where the integration occurs.
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To test the ability of SC to detect HBV integrations we
examined two HCC datasets, T198 and T268, for
which viral chimeras had been PCR verified [7]. This
data has been used to verify other chimera detection
software [12]. From these datasets SC identified 80
chimeric reads including all reported PCR verified chimeras
(see Additional files 3 and 4). PRINSEQ was run on all
detected chimeric reads and identified none with aver-
age quality less than 15. Additionally, SC identified a
complete integration event in T198 and T268 by associat-
ing PCR verified chimeras (Figure 4).
Both integrations detected by SC occurred within the

hTERT gene, a known recurrent integration site for
HBV in liver cancer [5,7,11] (Figure 4A). Host positions
of these integrations are similar but, their viral genetic
content is different (Figure 4B and C). The integration
in sample T268 (Figure 4B) is reference parallel and inte-
grates the HBV non-coding strand into the coding strand
of the hTERT gene. The HBV integration in sample T198
(Figure 4C) is reference anti-parallel, incorporating the
HBV coding region into the hTERT coding strand. Thus
while occurring in the same host gene these integrations
have different biological implications. This result illustrates
that the identification of the complete integration event by
SC provides additional genetic information beyond current
chimeric detection software.
Discussion
Large NGS datasets containing genomic DNA or RNA
sequences provides an opportunity to detect and exam-
ine viral integration events. The precise mapping of
both virus-host junctions in individual tumor samples
allows determination of the host gene in which integra-
tion occurs, the estimation of viral gene expression, the
presence of virus-host chimeric mRNAs, and whether
host and viral transcription have diverged from their
known form.
SC was developed to map viral integration events from

NGS. SC is designed to keep all analysis under user
control and for usability with any NGS dataset. All
chimeras and integrations detected by SC are output
into a tab separated text document. Provided fields in-
clude ambiguous host and virus positions, aligned virus
and host region, chimera strand orientation, organism
order, host sequence name, and the nucleotide distance
between the chimeras of a predicted integration. With
the provided junctions for the 5’ and 3’ chimeras and
strand orientation the lost portion of viral and host genome
can be inferred.
SC predictions were validated against a variety of ex-

perimentally pertinent data. SC detected 100% of the
verified chimeras from a HCC dataset and predicted
two previously unknown integrations within the HCC
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Figure 4 SummonChimera detected recurrent HBV integration in HCC. (A) The human chromosome 5 region with the hTERT gene from the
UCSC Genome Browser [http://genome.ucsc.edu/] view of the hg19 is shown [20]. hTERT is a known recurrent HBV integration site. The red
vertical lines indicate the positions of HBV integration, as predicted by SC, that are illustrated in B and C. (B) The T268 HCC sample HBV integration has
been shown to be reference parallel. The red arrow points 5’ to 3’ on the virus reference strand and the numbers indicate the determined viral
nucleotides included, keeping in mind HBVs circular genome. Green blocks represent the annotated gene coding regions within the integration.
(C) The T198 HCC sample has an HBV integration that places the viral genes (green) in a transcription parallel orientation relative to hTERT.

Figure 5 SummonChimera undetectable integrations. Viral
integrations in cancer have been correlated with chromosomal
inversion, translocation, and Copy-Number variation events. When
integrations occur as illustrated, SummonChimera cannot predict the
genetic content. Arrows point from 5’ to 3’ along the reference
strand of each organism chromosome (host is blue and virus is red).
Segment labels indicate a portion of the host genome. In the Inversion
case one of the chimeras will be determined with opposite organism
order and strand orientation, thus eluding integration prediction.
In case of translocation, the integration can occur between two
separate host chromosomes. The two chimeras will be detected on
separate chromosomes and no integration would be predicted. Finally,
the Copy-number Variation case, if the integration occurs between the
duplicated segments the chimeras will be detected in the wrong
chromosomal positions and the 3’ chimera will appear to be upstream
of the 5’ chimera on the chromosome.
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genomes. Current reports suggest that an integration
event may either activate or suppress neighboring host
and viral genes [2,11]. Since SC determines the inte-
grated viral genome and lost human genome, this in-
formation can be utilized to predict effects on host and
viral transcripts.
NGS generates artificial chimeras that could be falsely

interpreted as an integration by SC. Assuming artifact
chimeras are generated at random the number of reads
covering the same junction will be low relative to authentic
chimeric junctions. We developed a model to predict the
probability of false-positive integration calls by SC. The
equation and calculations for the Salmonella and HCC
datasets are supplied (see Additional file 5) [21]. Chimeric
junctions and artifact chimeras are manually differentiated
by read coverage. It is incumbent upon the user to deter-
mine the authenticity of chimeras and precision of called
integrations based on the context of their experiment.
Recent studies of HPV integrations in cervical cancer

have shown a positional correlation to genomic instability.
These genomic instability events included copy-number
variations, translocations, and inversions [6]. This gen-
omic instability correlation implicates a potential problem
for integration inference. When a viral integration occurs
near any of these events (Figure 5), then the chimeric cases
(Figure 2) in SC are not sufficient for integration prediction.
Further work is required to include genomic instability
mapping into SC in order to describe integrations within
these regions.
Conclusions
Current viral integration software only detects and reports
the position of individual chimeras. SC reports chimera or-
ganism order, strand orientation and associates appropriate
chimeras to accurately infer the genetic content of viral
integrations (see Additional file 6). With the identification

http://genome.ucsc.edu/
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of the strand orientation and lost portion of host and viral
genome from an integration event, the molecular and gen-
etic consequences of integration can be predicted.

Availability and requirements
Project Name: SummonChimera
Project home page: http://pipaslab.webfactional.com/
wp/wp-content/uploads/2014/01/SummonChimera.tar.gz
Operating System(s): Linux, Mac OS X, Windows
Programming language: Perl
Other requirements: BLAST+ 2.2.28 and Bowtie2 2.1.0
License: GNU
Restrictions for use by non-academics: None

Additional files

Additional file 1: Read Counts for Figure 1 Computational
Subtraction Pipeline. Description of Dataset: Read counts for aligned
and unaligned at each step of the pipeline.

Additional file 2: SummonChimera Output for Salmonella.
Description of Dataset: All reported integrations and orphan chimeras for
the Salmonella data.

Additional file 3: SummonChimera Output for Hepatocellular
Carcinoma T198. Description of Dataset: All reported integrations and
orphan chimeras for the T198 data.

Additional file 4: SummonChimera Output for Hepatocellular
Carcinoma T268. Description of Dataset: All reported integrations and
orphan chimeras for the T268 data.

Additional file 5: Calculations of False-Positive Integration Calls by
SummonChimera. Description of Dataset: Contains developed equation
and calculations for all three datasets.

Additional file 6: SummonChimera. Description of Dataset: Contains
SummonChimera source code and test data.
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HCC: Hepatocellular carcinoma; WGS: Whole genome sequencing; NGS: Next
generation sequencing.

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

Authors’ contributions
JMP had the initial idea to associate two chimeras to identify integration and
identified testable cases. JPK developed the method and code. JPK wrote
the manuscript and JMP edited. Both authors read and approved the final
manuscript.

Acknowledgements
This work was supported by grant NIH R21170248 to J.M.P. We thank Paul
Cantalupo for critical discussions and comments and the Center for
Simulation and Modeling at the University of Pittsburgh for providing
computational resources and technical expertise.

Received: 23 May 2014 Accepted: 9 October 2014

References
1. Landy A, Ross W: Viral Integration and ExcisionL Structure of the Lamdba

att Sties: DNA sequences have been determined for regions involved in
lambda site-specific recombination. Science 1977, 197:1147–1160.

2. Walmboomers JMM, Jacobs MV, Manos MM, Bosch FX, Kummer JA, Shah KV,
Snijders JF, Peto J, Meijer CJLM, Munoz N: Human papillomavirus is a necessary
cause of invasive cervical cancer worldwide. J Pathol 1999, 189:12–19.
3. Thorgeirsson SS, Grisham JW: Molecular pathogenesis of human
hepatocellular carcinoma. Nat Genet 2002, 31:339–346.

4. The Cancer Genome Atlas Research Network, Weinstein JN, Collisson EA,
Mills GB, Mills Shaw KR, Ozenberger BA, Ellrott K, Shmulevich I, Sander C,
Stuart J: The cancer genome atlas pan-cancer analysis project. Nat Genet
2013, 45:1113–1120.

5. Ding D, Lou X, Hua D, Yu W, Li L, Wang J, Gao F, Zhao N, Ren G, Li L:
Recurrent targeted genes of hepatitis b virus in the liver cancer
genomes identified by a next-generation sequencing-based approach.
PLoS Genet 2012, 8(12):e1003065. doi:10.1371/journal/pgen.1003056.

6. Akagi K, Li J, Broutian TR, Padilla-Nash H, Xiao W, Jiang B, Rocco JW, Teknos
TN, Kumar B, Wangsa D, He D, Ried T, Symer D, Gillison M: Genome-wide
analysis of HPV integration in human cancers reveals recurrent, focal
genomic instability. Genome Res 2013, doi:10.1101/gr.164806.113

7. Sung W, Zheng H, Li S, Chen R, Liu X, Li Y, Lee NP, Lee WH, Ariyaratne PN,
Tennakoon C, Mulawadi FH, Wong KF, Liu AM, Poon RT, Fan ST, Chan KL,
Gong Z, Hu Y, Lin Z, Wgang G, Zhang Q, Barber TD, Chour W, Aggarwal A,
Hao K: Genome-wide survey of recurrent HBV integration in
hepatocellular carcinoma. Nat Gen 2012, doi:10.1038/ng.2295

8. Xu B, Chotewutmontri S, Wolf S, Klos U, Schmitz M, Durst M, Schwarz E:
Multiplex Identification of Human Papillomavirus 16 DNA Integration
Sites in Cervical Carcinomas. PLoS ONE 2013, 8(6):e66693.
doi:10.1371/journal.pone.0066693.

9. Khoury JD, Tannir NM, Williams MD, Chen Y, Yao H, Zhang J, Thompson EJ,
TCGA Network, Meric-Bernstam F, Medeiros J, Weinstein JN, Su X: Landscape
of DNA virus associations across human malignant cancers: analysis 3,775
cases using RNA-Seq. J Virol 2013, 87(16):8916–8926.

10. Tang K, Alaei-Mahabadi B, Samuelsson T, Lindh M, Larsson E: The landscape of
viral expression and host gene fusion and adaptation in human cancer.
Nat Comm 2013, doi:10.1038/ncomms3513

11. Ferber MJ, Montoya DP, Yu C, Aderca I, McGee A, Thorland EC, Nagorney M,
Gostout BS, Burgart LJ, Biox L, Bruix J, McMahon BJ, Cheung TH, Chung TKH,
Wong YF, Smith DI, Roberts LR: Integrations of the Hepatitis B Virus (HBV)
and Human Papillomavirus (HPV) into the Human Telomerase Reverse
Transcriptase (hTERT) gene in liver and cervical cancers. Oncogene 2003,
22:3813–3820.

12. Wang Q, Jia P, Zhao Z: VirusFinder: software for efficient and accurate
detection of viruses and their integration sites in host genomes
through next generation sequencing data. PLoS One 2013, 8(5):e64465.
doi:10.1371/journal.pone.0064465.

13. Li J, Wan R, Yu C, Co NN, Wong N, Chan T: ViralFusionSeq: accurately
discover viral integration events and reconstruct fusion transcripts at
single-base resolution. Bioinformatics 2013, doi:10.1093/bioinformatics/btt011

14. Chen Y, Yao H, Thompson EJ, Tannir NM, Weinstein JN, Su X: VirusSeq:
software to identify viruses and their integration sites using
next-generation sequencings of human cancer tissue. Bioinformatics 2013,
doi:10.1093/bioinformatics/bts665

15. Russell DA, Bowman CA, Hatfull GF: Genome sequence of salmonella
enterica subsp. Enterica Strain Durban. Genome Announcements 2014,
2(3):e00399–14. doi:10.1128/genomeA.00399-14.

16. Schmieder R, Edwards R: Quality control and preprocessing of metagenomic
datasets. Bioinformatics 2011, doi:10.1093/bioinformatics/btr026

17. Langmead B, Saizberg SL: Fast gapped-read alignment with Bowtie2.
Nat Methods 2011, doi:10.1038/nmeth.1923

18. Camacho C, Caulouris G, Avagyan V, Ma N, Papadopoulos J, Bealer K,
Madden TL: BLAST+: architecture and applications. BMC Bioinformatics
2008, 10:421.

19. Paterlini-Brechot P, Saigo K, Murakami Y, Chami M, Gozuacik D, Mugnier C,
Lagorce D, Brechot C: Hepatitis B virus-related insertional mutagenesis
occurs frequently in human liver cancers and recurrently targets human
telomerase gene. Oncogene 2003, 22:3911–3916.

20. Kent WJ, Sugnet CW, Furey TS, Roskin KM, Pringle TH, Zahler AM, Haussler D:
The human genome browser at UCSC. Genome Res 2002, 12(6):996–1006.

21. Lasken RS, Stockwell TB: Mechanism of chimera formation during the multiple
displacement amplification reaction. BMC Biotech 2007, 10.1186/1472-6750-7-19

doi:10.1186/s12859-014-0348-4
Cite this article as: Katz and Pipas: SummonChimera infers integrated viral
genomes with nucleotide precision from NGS data. BMC Bioinformatics
2014 15:348.

http://pipaslab.webfactional.com/wp/wp-content/uploads/2014/01/SummonChimera.tar.gz
http://pipaslab.webfactional.com/wp/wp-content/uploads/2014/01/SummonChimera.tar.gz
http://www.biomedcentral.com/content/supplementary/s12859-014-0348-4-s1.xlsx
http://www.biomedcentral.com/content/supplementary/s12859-014-0348-4-s2.xlsx
http://www.biomedcentral.com/content/supplementary/s12859-014-0348-4-s3.xlsx
http://www.biomedcentral.com/content/supplementary/s12859-014-0348-4-s4.xlsx
http://www.biomedcentral.com/content/supplementary/s12859-014-0348-4-s5.docx
http://www.biomedcentral.com/content/supplementary/s12859-014-0348-4-s6.zip

	Abstract
	Background
	Results
	Conclusions

	Background
	Implementation
	Datasets
	Paired-end mapping
	BLASTN pipeline
	SummonChimera (SC)

	Results
	Bacteriophage integration
	Hepatocellular carcinoma HBV integration

	Discussion
	Conclusions
	Availability and requirements
	Additional files
	Abbreviations
	Competing interests
	Authors’ contributions
	Acknowledgements
	References

