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SUMMARY

LINE-1 (L1) retrotransposons are mobile genetic
elements comprising �17% of the human genome.
New L1 insertions can profoundly alter gene function
and cause disease, though their significance in
cancer remains unclear. Here, we applied enhanced
retrotransposon capture sequencing (RC-seq) to
19 hepatocellular carcinoma (HCC) genomes and
elucidated two archetypal L1-mediated mechanisms
enabling tumorigenesis. In the first example, 4/19
(21.1%) donors presented germline retrotransposi-
tion events in the tumor suppressor mutated in
colorectal cancers (MCC). MCC expression was
ablated in each case, enabling oncogenic b-cate-
nin/Wnt signaling. In the second example, suppres-
sion of tumorigenicity 18 (ST18) was activated by
a tumor-specific L1 insertion. Experimental assays
confirmed that the L1 interrupted a negative feed-
back loop by blocking ST18 repression of its
enhancer. ST18 was also frequently amplified in
HCC nodules from Mdr2�/� mice, supporting its
assignment as a candidate liver oncogene. These
proof-of-principle results substantiate L1-mediated
retrotransposition as an important etiological factor
in HCC.
INTRODUCTION

Liver cancer accounts for 9%of all cancer deaths worldwide and

12% in developing countries (Jemal et al., 2011). Pathological

inspection indicates hepatocellular carcinoma (HCC) in �80%

of liver tumors, with infection by hepatitis B virus (HBV) and

hepatitis C virus (HCV) being the most prevalent risk factors, fol-

lowed by chronic alcoholism (Jemal et al., 2011; Perz et al., 2006;

Tateishi and Omata, 2012). Although early detection and moni-

toring of patients with liver cirrhosis can substantially improve

5 year survival rates, progression to advanced HCC reduces

average life expectancy to less than 8 months (Llovet et al.,

2008). As for other cancers, genome and exome resequencing

have elucidated molecular pathways frequently perturbed in

HCC (Guichard et al., 2012; Tateishi and Omata, 2012; Totoki

et al., 2011), potentially enabling therapeutic intervention

informed by the mutational signature of a given tumor. The

capacity to catalog the full spectrum of genetic aberrations

occurring in HCC is therefore of critical importance.

LINE-1 (L1) retrotransposons are a major source of endoge-

nous mutagenesis in humans (Burns and Boeke, 2012; Levin

and Moran, 2011). These mobile genetic elements utilize

a ‘‘copy-and-paste’’ mechanism to retrotranspose to new

genomic loci, with such success in germ cells that 500,000 L1

copies comprise �17% of the genome (Lander et al., 2001). Of

these copies, only 80–100 are transposition competent, with

distinct subsets of frequently active—or ‘‘hot’’—L1s driving

insertional mutagenesis in each individual genome (Beck et al.,
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Table 1. Nonreference Genome Insertions Detected by RC-Seq

Donor Gender Virus Age

Germline

Insertions

Private

Germline

Insertions

Validated

Tumor-Specific

Insertions

12 M HCV 65 2,082 202 3

15 M HBV 53 1,845 216 1

21 M HCV 51 2,019 271 0

29 M HCV 52 1,602 44 0

32 M HBV 73 1,681 100 0

33 F HCV 57 1,982 234 2

35 F HCV 78 1,786 96 0

42 F HCV 67 1,594 43 0

47 M HBV 61 1,581 77 2

48 M HBV 35 1,744 212 0

49 M HCV 68 1,644 58 0

60 M HCV 48 1,570 33 0

62 M HBV 33 1,750 153 0

70 M HCV 55 1,673 82 0

86 F HBV 56 1,701 50 0

89 M HBV 60 1,739 163 4

95 M HBV 54 1,773 88 0

106 M HBV 60 2,141 48 0

116 M HBV 62 1,532 71 0

F, female; M, male. Please see Tables S2 and S3 for supporting data and

details.
2010; Brouha et al., 2003). Retrotransposon insertions can

profoundly alter gene structure and expression (Cordaux and

Batzer, 2009; Faulkner et al., 2009; Han et al., 2004; Levin and

Moran, 2011) and have been found in nearly 100 cases of

disease (Faulkner, 2011; Hancks and Kazazian, 2012). L1 activity

is consequently suppressed in most somatic cells by methyla-

tion of a CpG island in the internal L1 promoter (Coufal et al.,

2009; Swergold, 1990). By contrast, L1 is often hypomethylated

in tumor cells, removing a key obstacle to retrotransposition

(Levin and Moran, 2011).

Despite this failure to repress L1 transcription, only a handful

of L1 insertions had been found in human tumors until very

recently (Liu et al., 1997; Miki et al., 1992). High-throughput L1

integration site sequencing has since revealed 9 and 69 de

novo L1 insertions, respectively, in lung and colorectal tumors

(Iskow et al., 2010; Solyom et al., 2012), whereas cancer genome

resequencing elucidated a further 183 tumor-specific L1 inser-

tions in colorectal, ovarian, and prostate cancer (Lee et al.,

2012). In this latter study, more than half of all insertions were

found in a single colorectal tumor; the other individuals pre-

sented fewer than five tumor-specific L1 insertions on average.

These data suggest L1mobilization may be common in epithelial

tumors, though the reasons for possible cell-of-origin restriction

are currently unknown.

Tumor-specific L1 retrotransposition has not previously been

observed in HCC. For several reasons it is, however, a logical

cancer in which to expect L1 mobilization. First, HCC is epithelial

in origin. Second, HBV and HCV infection are common in HCC;

viruses can suppress host defense factors, such as APOBEC

proteins, that control retrotransposon activation. APOBEC3G

has been shown, for instance, to inhibit both HBV replication

and endogenous retrotransposition (Esnault et al., 2005; Turelli

et al., 2004). Third, liver inflammation precedes HCC and may,

via cellular stress, stimulate retrotransposition (Fornace and

Mitchell, 1986). Given these facts, we aimed to map L1 integra-

tion sites in HCC using retrotransposon capture sequencing

(RC-seq) and assess their impact upon oncogenic and tumor

suppressor pathways.

RESULTS

Enhanced Retrotransposon Capture Sequencing
To test the hypothesis that L1 mobilizes in HCC, we applied

an updated RC-seq protocol to 19 HCC tumors and matched

adjacent liver tissue that were confirmed positive for HBV

or HCV infection (Table 1). An earlier RC-seq design (Baillie

et al., 2011) was modified to incorporate multiplex liquid-phase

sequence capture (Figure 1A) using a refined probe pool (Table

S1 available online) and a reduced insert size of �220 nt, which

enabled high-confidence assembly of overlapping paired-end

150 nt reads (Figure 1B). This change simplified genomic align-

ment and, more importantly, enabled single-nucleotide resolu-

tion of retrotransposon integration sites (Figure 1C).

After stringent filtering and mapping, an average of �2 million

reads were retained per library with >95% identity to active L1,

Alu, and SVA families, as well as the most recently active human

LTR endogenous retroviruses (Table S2). Optimized sequence

capture led to a 4-fold increase in reads aligned to nonreference
102 Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc.
genome L1s per library compared to previous RC-seq based on

solid-phase arrays and similar sequencing depth (Baillie et al.,

2011). The improved resolution of RC-seq also allowed us to

discriminate a required minimum of two unique amplicons in

support of any nonreference genome insertion (see Extended

Experimental Procedures).

Frequent Retrotransposition in the Human Germline
A total of 7,689 nonreference genome insertions were detected

in 19 tumor (T) samples and 19 matched nontumor (NT) liver

samples. Of these, we annotated 7,644 as putatively germline

(Table S3) because of their presence in (1) databases of retro-

transposon-induced polymorphisms (Beck et al., 2010; Ewing

and Kazazian, 2010; Iskow et al., 2010; Wang et al., 2006), (2)

pre-existing insertions annotated by pooled blood RC-seq (Bail-

lie et al., 2011), (3) multiple individuals, or (4) nontumor liver. L1,

Alu, SVA, and LTR-flanked retrotransposons comprised 13.5%,

81.8%, 4.3%, and 0.4% of germline insertions, respectively. As

expected, L1-Ta and L1-pre-Ta (99.3%) and AluY (99.7%) were

the main L1 and Alu subfamilies active in germ cells (Mills et al.,

2007).

A total of 2,241 germline insertions were found in only one indi-

vidual each (Table 1 and Table S3) andwere not annotated by the

aforementioned retrotransposon polymorphism databases, sug-

gesting that thesewere private or raremutations or, alternatively,

had occurred in early development (Garcia-Perez et al., 2007;

Kano et al., 2009). RC-seq detected 1,489 (66.4%) insertions

at both their 50 and 30 ends, enabling us to model the charac-

teristic sequence features of L1-mediated retrotransposition.



Figure 1. Enhanced RC-Seq

(A) Multiplexed Illumina libraries are hybridized to liquid-phase sequence

capture probes targeting the 50 and 30 ends of recently active human retro-

transposons (Table S1).

(B) Paired-end 150-mer sequencing of �220 nt inserts enables ‘‘contig’’

assembly of each read pair into a single read.

(C) Assembled reads with a 50 or 30 section of an active retrotransposon at one

end (highlighted in red) are retained. The opposite end is then aligned to the

reference genome, indicating the position of known and novel insertions.
Without any additional sequencing, we were able to analyze

insertions for the presence of target site duplications (TSDs),

an L1-endonuclease recognition motif (Jurka, 1997), and a polyA

tail (Figures 2A and 2B). These features consistently resembled

target-primed reverse transcription (TPRT) for L1, Alu, and

SVA, again illustrating the primary retrotransposition mechanism

in germ cells (Cost et al., 2002; Jurka, 1997).

We also identified 160 previously undetected full-length

(>99.9%) L1 copies, including 115 with paired 50/30 detection
(Figure 2C; Table S4) and 82 each found in a single donor only.

All were annotated as L1-Ta or pre-Ta. These potentially ‘‘hot’’

L1s added to a recent cohort of full-length L1 insertions found

in six geographically diverse individuals via fosmid screening

and sequencing (Beck et al., 2010). Of 68 L1 insertions reported

by Beck et al. (2010), we detected 49 (72.1%), including 15/18

(83.3%) with an allelic frequency >5%. Of the 49 insertions

common to both studies, 46 (93.9%) were base-pair identical

in genomic position. These results confirm strong agreement

between RC-seq and the conservative fosmid-based approach

of Beck et al. (2010).
Each individual genome contained on average 244 nonrefer-

ence genome L1 insertions, a figure 60% and 80% higher,

respectively, than recent L1 insertion site sequencing on cell

lines (Ewing and Kazazian, 2010) and single cells (Evrony et al.,

2012). Therefore, to assess the RC-seq false-positive rate, we

randomly selected 200 germline insertions (173 Alu, 14 L1, 11

SVA, and 2 LTR) for site-specific PCR validation (Table S5). Of

these, we confirmed 197 (98.5%). The remaining three insertions

(2 SVA and 1 Alu) occurred in repetitive genomic regions and

were detected by multiple unique reads in at least ten different

samples each, indicating that these may have represented

PCR false negatives. These comparisons and experiments

together demonstrate the sensitive and accurate mapping of

bona fide retrotransposition events by RC-seq and further high-

light ongoing L1 retrotransposition in the global human popula-

tion (Beck et al., 2010; Ewing and Kazazian, 2010; Huang

et al., 2010; Iskow et al., 2010).

Activation of b-Catenin/Wnt Signaling via L1-Mediated
Ablation of MCC

To assess the potential tumorigenic consequences of the identi-

fied nonreference genome insertions, we selected and validated,

by insertion site PCR, 31 L1, Alu, and SVA insertions in genes

generally implicated to play a causal role in cancer (Futreal

et al., 2004) or specifically in HCC (Guichard et al., 2012),

including L1 insertions in the proto-oncogene ALK and the tumor

suppressor FHIT (Table S5). Quantitative RT-PCR indicated,

however, that 28/31 of these germline insertions did not signifi-

cantly perturb host gene expression in tumor or nontumor liver

versus control liver from five unaffected individuals (data not

shown).

Strikingly, the three remaining insertions all coincided with

strong inhibition of the tumor suppressor mutated in colorectal

cancers (MCC) (Higgins et al., 2007). MCC is expressed in liver

(Senda et al., 1999) and regulates the oncogenic b-catenin/Wnt

signaling pathway frequently activated in HCC (Fukuyama

et al., 2008; Guichard et al., 2012; Totoki et al., 2011). In vitro

experiments have established that siRNA knockdown of MCC

mRNA dramatically increases b-catenin (CTNNB1) expression,

whereas MCC overexpression inhibits cellular proliferation (Fu-

kuyama et al., 2008; Matsumine et al., 1996). MCC is also an

intriguing HCC candidate gene because of its genomic proximity

to APC, a major tumor suppressor mutated in familial adenoma-

tous polyposis preceding colorectal cancer (Groden et al., 1991;

Kinzler et al., 1991). It is important to note that mutated APC

occurs in <2% of HCC cases versus >60% of colorectal carci-

nomas (Guichard et al., 2012; Powell et al., 1992). We therefore

hypothesized that germline retrotransposition events specifically

inhibited MCC tumor suppressor function in liver. To test this

prediction, we assessed the impact of each MCC mutation

upon MCC, APC, and CTNNB1 expression.

Three germline retrotransposon insertions were found in

MCC. The first of these, labeled MCC-L1-a, comprised a

5.3 kb L1-Ta oriented in sense to MCC in donors 70 and 95

(Figure 3A). Another L1-Ta, labeled MCC-L1-b, was full-length

(6 kb), occurred at a different genomic position in donor 116,

and was oriented antisense toMCC (Figure 3B). Finally, in donor

33, we found an AluY (MCC-Alu; Figure 3C) inserted in an
Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc. 103



Figure 2. Characteristics of Recent Germline Retrotransposition in Humans

(A) Distributions of target site duplication length and poly-A tail length for L1, Alu, and SVA.

(B) Consensus sequence motifs (Crooks et al., 2004) at integration sites closely resembled the canonical L1 endonuclease recognition sequence.

(C) Genomic positions (indicated by red lines) of 115 previously unobserved full-length L1 insertions detected at both termini by RC-seq.

Please see Tables S4 and S5 for further supporting data.
ENCODE-delineated enhancer (Thurman et al., 2012). Insertion

site PCR revealed that MCC-L1-a was heterozygous in donor

70 and homozygous (or possibly hemizygous) in donor 95,

whereas MCC-L1-b and MCC-Alu were heterozygous in donor

116 and donor 33, respectively (Figure 3D).

An immunoblot indicated that MCC was dramatically less

abundant in tumor and nontumor samples from all four donors

compared with control liver tissue (Figure 4A). By contrast,

CTNNB1 was expressed much more strongly in the affected

donors than in controls (Figure 4A). This inverse relationship

was consistent with MCC suppression of CTNNB1 through

protein-protein interactions, as reported elsewhere (Fukuyama

et al., 2008). As a corroborating example, immunohistochemistry

performed on tumor and nontumor tissue from donor 116 con-

firmed cytoplasmic CTNNB1 accumulation (Figure S1), a strong

indicator that the factors controlling CTNNB1 expression outside

of the plasma membrane were absent and that many cells had

entered a proliferative state (Nhieu et al., 1999).

Quantitative RT-PCR indicated that MCC transcription was

severely reduced (p < 0.02–p < 0.002, t test, degrees of freedom

[df] = 19) in all four tumors compared to normal liver (Figures 4B).

MCC-L1-a and MCC-L1-b strongly suppressed MCC expres-

sion in donor 95 and donor 116’s nontumor liver, respectively

(Figure 4B). MCC was also significantly downregulated in tumor

versus nontumor in all four individuals (p < 0.0001, t test, df = 4).

Capillary sequencing of each MCC exon revealed only one

missense mutation, a homozygous SNP (570 A > G) in donor

33 MCC exon 5, producing an Arg > Lys substitution in the puta-

tive CTNNB1 binding domain of MCC (Fukuyama et al., 2008).
104 Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc.
Therefore, MCC-L1-a, MCC-L1-b, and MCC-Alu were the

primary enactors of MCC transcriptional inhibition, potentially

assisted by other modifications to MCC or its upstream regula-

tory pathway.

Finally, we performed qRT-PCR to evaluate APC transcription

coincident with mutated MCC. We found no significant differen-

tial transcription of APC in tumor or nontumor liver from the four

affected donors versus normal liver controls (Figure S2). In donor

95, APC was downregulated significantly in tumor versus non-

tumor (p < 0.003, t test, df = 4) but only by 30% versus normal

liver controls. By contrast,MCC-L1-a, the homozygous L1 inser-

tion in donor 95, severely reduced MCC transcription in both

tumor (�83%) and nontumor (�63%) samples compared with

normal liver controls (Figure 4B), demonstrating that the primary

effect ofMCC-L1-awas onMCC rather than APC. These data in

sum confirmed that (1) L1-mediated retrotransposition in MCC

specifically repressed MCC and not APC and (2) CTNNB1 was

strongly induced in all four affected individuals, indicating activa-

tion of a major HCC oncogenic pathway.

Somatic L1 Mobilization in HCC
Forty-five nonreference genome insertions were annotated as

tumor specific. These consisted of 17 L1, 27 Alu, and 1 SVA.

We first validated each L1 insertion with insertion site PCR, in-

cluding capillary sequencing of their 50 and 30 ends (Table S6).

All 17L1ssuccessfully amplified; 12confirmedas tumor-specific,

and5were found inboth tumor andnontumor liver. Further exam-

ination of the tumor-specific set revealed uniform usage of the

degenerate L1 endonuclease motif highlighted in Figure 2B. In



Figure 3. Structure and Validation of Germ-

line L1 and Alu Insertions in MCC

(A) MCC mutant allele MCC-L1-a: a 5.3 kb L1-Ta

detected by RC-seq at its 50 and 30 ends in 70T,

70NT, 95T, and 95NT. The L1 was flanked by a 13

nt TSD. Primers used for PCR validation (1,2,3)

and RC-seq reads (red/white bars) are indicated

above the gene structure. Note: L1 not drawn to

scale.

(B) MCC mutant allele MCC-L1-b: a full-length

(6 kb) L1-Ta detected by RC-seq at its 50 and 30

ends in 116T and 116NT. The L1 was antisense to

MCC and was flanked by a 14 nt TSD. Primers are

indicated as for (A).

(C)MCCmutant alleleMCC-Alu: an AluY detected

by RC-seq at its 30 end in 33T and 33NT. The AluY

was antisense to MCC, had a 15 nt TSD, and

bisected an annotated enhancer (Thurman et al.,

2012). Primers (1,2) are indicated below the gene

structure.

(D) Insertion-site PCR validation confirmed that

MCC-L1-a, MCC-L1-b, and MCC-Alu were

present in the corresponding tumor and nontumor

samples (Table S5). The wild-type allele was

absent for donor 95, indicating a homozygous L1

insertion.
two examples, PCR amplification of the 50 junction was repeat-

edly unsuccessful, preventing TSD characterization, an outcome

possibly due to gross genomic abnormality at the L1 insertion

site (Gilbert et al., 2002). Eight of the other integration sites incor-

porated TSDs, whereas the remaining two examples involved

small genomic deletions 30 of the insertion site and no TSD.

Somatic L1 mobilization occurred in donors 12, 15, 33, 47, and

89 (Table 1), with the latter individual presenting four insertions.

Two L1 copies (chr11:60136439 and chrX:99180431) were

greater than 5.3 kb in length, but no insertions were full-length.

All 12 somatic L1 insertions were from the L1-Ta subfamily.

We next evaluated 13 Alu insertions and the single SVA inser-

tion found only in tumor, using insertion site PCR. In all cases,

amplification occurred in both tumor and adjacent liver DNA,

indicating germline insertions. Our primary explanation for this

result is that there are several thousand potentially active AluY

copies in the genome, compared to fewer than 100 active L1s

(Bennett et al., 2008; Brouha et al., 2003). As seen previously,

the RC-seq read count per Alu is consequently 75% lower

than for L1 (Baillie et al., 2011), making false-negatives in the

nontumor control more likely for Alu than for L1. A secondary

explanation is that chromosomal gain is very common in HCC

(Guichard et al., 2012), increasing the probability that some

germline insertions are detected in tumor but not in adjacent

nontumor liver. A final possibility is that mutations in individual

precancerous cells are clonally amplified in tumors and are

called as tumor-specific by RC-seq and germline by insertion
Cell 153, 101–11
site PCR. However, this was unlikely, as

we consistently observed strong PCR

amplification in both tumor and nontumor

liver in these cases. Consequently, RC-

seq reliably identifies new L1, Alu, and
SVA mobilization events but requires insertion site PCR to

annotate tumor-specific insertions.

In recent work, we reported somatic L1 mobilization in the

normal brain but did not evaluate other organs (Baillie et al.,

2011). For the current study, somatic L1 insertions in nontumor

liver were considered difficult to evaluate because of the

frequent occurrence of chromosomal loss in tumors. In this

scenario, germline L1 insertions may be deleted in tumor but re-

tained in nontumor liver and called somatic events. Nonetheless,

we identified 21 L1 insertions restricted to nontumor liver in the

set putatively annotated as germline and as a proof-of-principle

experiment selected an example (chr13:27423763) for insertion

site PCR and capillary sequencing (Table S6). This 2.5 kb L1-

Ta insertion was detected only in liver and, interestingly, had

a long (127 nt) TSD (Figure S3). A germline L1 insertion deleted

in tumor cells would reasonably be expected to be detected in

the nontransformed cells (e.g., lymphocytes) infiltrating a tumor

(Unitt et al., 2005). Therefore, this very likely represented a

bona fide liver-specific somatic L1 insertion in the preneoplastic

liver of donor 47. Consequently, hepatocytes, or their progenitor

cells, may support limited somatic L1 mobilization, though the

contribution of this activity to malignancy remains unclear.

L1 Hypomethylation Enables Tumor-Specific
Mobilization
To assess whether L1 activity and L1 methylation state were

correlated in HCC samples, we performed bisulphite conversion
1, March 28, 2013 ª2013 Elsevier Inc. 105



Figure 4. Downregulation of MCC

(A) Relative expression of MCC and CTNNB1 in control liver tissue compared

to tumor and nontumor liver tissue from donors 33, 70, 95, and 116. An

immunoblot performed against anti-MCC, anti-CTNNB1, and anti-GAPDH

(loading control) antibodies detected strong MCC expression only in controls

and strong CTNNB1 expression only in MCC mutant donors. MCC was also

detected weakly in donor 70NT, in line with qRT-PCR results shown in (B).

Expected protein molecular weights are marked on right. Note: anti-MCC and

anti-CTNNB1 antibodies produce double bands. See Figure S1 for donor 116

CTNNB1 immunohistochemistry.

(B) Downregulation of MCC transcription in MCC mutant donors: qRT-PCR

revealed thatMCCmRNA was significantly reduced compared to control liver

tissue in donors 33 (tumor only), 70 (tumor only), 95 (tumor and nontumor), and

116 (tumor and nontumor). **p < 0.002 and *p < 0.02, two-tailed t test, df = 19.

In all four donors, MCC was also strongly downregulated in tumor versus

nontumor samples (p < 0.0001, two-tailed t test, df = 10). Data are presented

as mean ± SD. See Figure S2 for APC qRT-PCR.

Figure 5. L1 Promoter Activation in HCC

(A) Bisulphite analyses in HCC patients versus controls revealed a significant

decrease in L1 promoter methylation in tumor samples. Each column repre-

sents the methylation of 20 CpG residues found within the internal L1-Ta

promoter. Values are presented as the mean percent of CpG methylation ±

SEM (***p < 0.0005, ****p < 2.53 10�18, chi-square test). Please see Figure S4

for detailed analysis.

(B) TaqMan qRT-PCR measurement of L1 ORF2 indicated significantly in-

creased L1 transcription in tumor and adjacent matched liver tissue versus

controls. Data for each group (tumor, nontumor, and control) were pooled and

presented as mean ± SEM (**p < 0.003, two-tailed t test, df = 22, Bonferroni

correction).

(C) As for (B), except observed at the L1 50 UTR (*p < 0.006). Please see Fig-

ure S3 for an example of a somatic L1 insertion in nontumor liver.
of gDNA and capillary sequenced the CpG island present in the

canonical L1 promoter. Eight tumors (15T, 47T, 48T, 62T, 89T,

95T, 106T, and 116T) matched adjacent liver samples, and

control liver samples were analyzed. In the tumor group,

54.8% of L1-promoter CpG dinucleotides were methylated,

compared with 69.2% in nontumor liver, a strongly significant

difference (p < 2.5 3 10�18, chi-square test, n = 8) (Figure 5A).

On average, all but one CpG was hypomethylated in tumor,

with the remaining CpG being equally methylated in tumor and

nontumor liver (Figure S4A). Hypomethylation was not observed

in grouped adjacent nontumor liver tissue versus controls.

As shown in Figure S4B, a subset of four individuals (donors

47, 89, 106, and 116) presented much stronger L1-promoter

hypomethylation in their tumor (40.5%) versus nontumor liver

(72.3%) samples compared with the remaining individuals

(69.2% versus 66.1%). The three individuals with tumor-specific

L1 insertions and L1 methylation data (donors 15, 47, and 89)

yielded a strong correlation between L1 hypomethylation per-

centage and tumor-specific L1 insertion count (r = 0.97; n = 3).

Donor 89 exhibited the strongest tumor-specific L1 hypomethy-
106 Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc.
lation and also had the most tumor-specific L1 insertions (Fig-

ure S4C). Donor 15 showed only tumor-specific hypomethylation

distal to the L1 50 end, whereas donors 47 and 89 were hypome-

thylated across the L1 promoter (Figure S4C).

Hypomethylation of the L1 promoter enables transcription

of full-length L1 mRNAs that are translated to form the L1 mobi-

lization machinery (Ostertag and Kazazian, 2001a). We therefore

used cDNA synthesized with L1-specific primers (Wissing et al.,

2012) to quantify L1 expression levels by TaqMan qRT-PCR. In

this analysis, wemeasured L1mRNA levels using primers target-

ing L1 ORF2 (Figure 5B) and the L1 50 UTR (Figure 5C). In both



Figure 6. A Tumor-Specific L1 Insertion

Causes Induction of ST18

(A) ST18 mutant allele: a 0.4 kb L1-Ta insertion

antisense to ST18. Primers used for PCR valida-

tion (1,2) are indicated above the gene.

(B) L1 insertion, magnified view: RC-seq detected

the L1 50 and 30 termini, indicating a 17 nt TSD and

a 50 inversion.
(C) Insertion-site PCR validation: the L1 was

detected only in 47T, whereas the empty site was

found in both 47T and 47NT.

(D) qRT-PCR: ST18 was upregulated 4-fold in 47T

versus 47NT (*p < 0.005, two-tailed t test, df = 4).

Data are presented as mean ± SD.

(E) ST18 immunoblot: ST18 (115 kDa) was en-

riched in 47T versus 47NT and normal liver

controls.

(F) ST18 immunohistochemistry: accumulation of

ST18 (brown) was observed in tumor nodules

compared to surrounding nontumor regions.

Nuclei were stained with hematoxylin (blue).

(G) A palindromic sequence motif was bisected by

the L1. Each 8 nt unit (a and b, light green) con-

tained a subsequence 1 nt different to a PIT1-

enhancer motif known to bind MYT1 (Rhodes

et al., 1993). A second motif �58 bp from the L1

integration site matched the consensus CEBPA

binding motif (orange).

(H) ChIP followed by quantitative real-time PCR in

Huh7 cells confirmed enrichment for ST18 bound

to the putative ST18-enhancer element illustrated

in (G), compared to GAPDH. Data from antibodies

targeting both the N termini and C termini of ST18

are shown. Significance values were calculated

using two-tailed t tests (df = 4). Data are presented

as mean ± SD.

Please see Tables S6 and S7 and Figures S5

and S6 for further information regarding tumor-

specific L1 insertions and additional ST18 char-

acterization.
cases, significant enrichment was observed in tumor and non-

tumor versus normal controls (p < 0.003 for ORF2, p < 0.006

for 50 UTR, t tests, df = 22). Together, these data showed that

L1 was activated and transcribed in HCC, coincident with hypo-

methylation of the L1 promoter.

ST18 Activated by a Tumor-Specific L1 Insertion
Tumor-specific L1 insertionswere observed in six protein-coding

genes (Table S6). Quantitative RT-PCR indicated that two of

these genes (STXBP5L and SLC5A8) were not expressed in liver.

The expression of three other genes was reduced 2-fold to 6-fold

in tumor versus adjacent liver (p < 0.05, t test, df = 4), including

a 30 UTR insertion in SLC2A1 and intronic insertions in PHGDH

and EFHD1 (Figure S5). These examples resemble those seen

in other cancers in which intragenic L1 insertions in tumors coin-

cided with reduced host gene expression (Lee et al., 2012). To

our knowledge, downregulation of SLC2A1, PHGDH, or EFHD1

has not previously been associated with cancer.

The remaining tumor-specific L1 insertion occurred in donor

47 and was associated with activation of the transcriptional
repressor suppression of tumorigenicity 18 (ST18), a member

of the MYT1 zinc-finger transcription factor family (Yee and Yu,

1998). Contrasting reports depict ST18 as a tumor suppressor

and as an oncogene in different cancers (Jandrig et al., 2004;

Steinbach et al., 2006). ST18 is, however, very poorly expressed

in liver (Jandrig et al., 2004), making it unlikely to act as a tumor

suppressor in this context. Ectopic host gene expression was an

unusual consequence of an L1 insertion given that these events

are usually repressive (Han et al., 2004). As such, we hypothe-

sized that ST18 was a candidate liver oncogene activated via

an unknown mechanism triggered by an intronic L1 insertion.

Initial data from RC-seq indicated a heavily 50 truncated,

410 bp L1-Ta arranged antisense to ST18 (Figure 6A). The

integration site incorporated a 17 nt TSD, a degenerate L1 endo-

nuclease motif (GC/AAAA), and a 112 bp 50 inversion of the L1

(Figure 6B), consistent with twin priming (Ostertag and Kazazian,

2001b). We then confirmed these features by PCR amplification

and capillary sequencing of the L1 50 and 30 junctions, indicating
a tumor-specific L1 insertion (Figure 6C). PCR on DNA extracted

from three distinct biopsies taken from the same tumor detected
Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc. 107



the L1 in all three regions, suggesting clonal amplification of

tumor cells with the L1 mutant ST18.

As noted above, qRT-PCR indicated that ST18 expression

was significantly increased in tumor versus adjacent nontumor

liver (p < 0.005, t test, df = 4) (Figure 6D). To corroborate this

result, we performed an immunoblot and immunohistochemistry

with an anti-ST18 antibody and found ST18 was indeed ectopi-

cally expressed in donor 47 tumor (Figures 6E and 6F). Chromo-

somal gain and regional copy number variation (CNV) have

previously been reported for chromosome 8q, the genomic

region containing ST18 (Guichard et al., 2012). However, quanti-

tative real-time PCR on gDNA indicated no ST18 CNV in donor

47 tumor. Thus, tumor cells containing the ST18 L1 mutation

were clonally amplified without CNV of the ST18 locus, followed

by ST18 transcriptional activation.

In response, we predicted that ST18 was activated by inser-

tional mutagenesis of a cis-regulatory element proximal to the

L1. In silico analysis of the L1 integration site indicated that it

bisected a palindromic motif containing two 8 bp units differing

by one nucleotide and separated by 3 bp (Figure 6G). The prob-

ability of a random insertion in this motif, even allowing for

a mismatch in the palindrome and a generous gap of %11bp,

was less than 1/1,000 (permutation test). Intriguingly, each unit

was only one nucleotide different to a strong MYT1 binding motif

found in the enhancer of PIT1 (Rhodes et al., 1993). Previous

experiments predicted that these units would bind MYT1 with

reduced efficiency (Jiang et al., 1996), though transcription

factors incorporating two zinc-finger domains, as for MYT1,

are known to greatly gain efficiency through binding tandem

DNA motifs (Yee and Yu, 1998). The putative MYT1 binding

site was proximal to a strong binding site for CEBPA, a transcrip-

tion factor enriched in liver and known to bind active enhancers

(Johnson et al., 1987).

Based on this computational analysis, we predicted that the

L1 bisected an enhancer normally bound to the zinc fingers of

the ST18 MYT1 domain. To test this experimentally, we per-

formed chromatin immunoprecipitation (ChIP) of DNA bound to

the ST18 protein in Huh7 cells, followed by PCR amplification

of the putativeST18 enhancer. This assay confirmed that, absent

an L1 insertion, ST18 was preferentially bound to its own

enhancer (p < 0.0004, t test, df = 4) (Figure 6H). An L1 insertion

in the ST18 binding site would reasonably be expected to

displace this repressive mark from the enhancer. Thus, we

experimentally validated a model of ST18 activation in which

a negative feedback loop was interrupted by a tumor-specific

L1 insertion.

Finally, in view of the clonal amplification of tumor cells con-

taining ectopically expressed ST18, we engaged complemen-

tary in vitro and in vivo experimental models to assess ST18

oncogenic function in HCC. Although ST18 is poorly expressed

in liver, we found it to be abundant in several liver cancer cell

lines (Figure S6A). We then determined the frequency of ST18

CNV in an Mdr2�/� mouse model of inflammation-driven HCC.

TaqMan quantitative real-time PCR detected ST18 amplification

in 4/23 Mdr2�/� HCC nodules and no deletions (Table S7). A

disproportionately high percentage of advanced tumors (75%)

presented ST18 amplification. ST18 expression was also signif-

icantly higher in nodules with amplified ST18 compared with
108 Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc.
wild-type mouse liver (p < 0.0001, t test, df = 19) (Figure S6B).

These experiments demonstrate concordance of frequent

ST18 amplification and upregulation in human and mouse

models of HCC, results consistent with ST18 functioning as

a candidate liver oncogene.

DISCUSSION

The present study highlights endogenous L1-mediated retro-

transposition in the germline and somatic cells of HCC patients.

We report two archetypal mechanisms revealingMCC and ST18

as HCC candidate genes. MCC is, for the many reasons high-

lighted above, a highly plausible liver tumor suppressor. Four

out of 19 individuals studied here, including two cases each of

HBV and HCV infection, presented distinct germline L1 or Alu

insertions contributing to MCC suppression in tumor and non-

tumor liver tissue. Strong upregulation of CTNNB1 in all four

donors was consistent with prior observations that CTNNB1 is

inhibited by MCC (Fukuyama et al., 2008). It is also interesting

that MCC-L1-a was homozygous in donor 95, and therefore,

MCC was almost certainly downregulated in the liver of this

patient prior to HBV infection, i.e., preceding viral challenge,

cirrhosis, and tumorigenesis.

We also demonstrate that MCC transcriptional repression in

all four affected donors was exclusive of APC. Mutated APC

is common in colorectal cancer but rare in HCC (Guichard

et al., 2012; Powell et al., 1992). Even in colon, MCC presents

numerous properties of a tumor suppressor (Bouwmeester

et al., 2004; Fukuyama et al., 2008; Kohonen-Corish et al.,

2007; Matsumine et al., 1996). Indeed, a Sleeping Beauty trans-

poson mutagenesis screen using a mouse model of colorectal

cancer found specific mutations in MCC and APC at a 1:9 ratio

(Starr et al., 2009). Very recently, exome resequencing identified

sporadic MCC point mutations in HCC (Guichard et al., 2012).

Thus,MCC has potential to act as a liver tumor suppressor inde-

pendent of APC, and our results support this potentially pivotal

line of enquiry.

Tumorigenic retrotransposition in somatic cells was first ob-

served 20 years ago, coincidentally in the APC gene of an indi-

vidual with colorectal cancer (Miki et al., 1992). High-throughput

sequencing has since provided the means to test whether

tumor-specific retrotransposition is a common feature of cancer.

Our results indicate that L1 mobilization occurs in a minority of

HCC tumors, adding to the list of epithelial cancers (lung, colon,

ovarian, and prostate) known to support the phenomenon (Iskow

et al., 2010; Lee et al., 2012; Miki et al., 1992; Solyom et al.,

2012). Although transformed tumor cells, including liver cancer

cell lines, support frequent transgenic L1 mobilization (Moran

et al., 1996), it is unknown whether endogenous L1 activation

precedes neoplastic transformation in vivo. For this reason, it

was interesting that L1 transcription was found in liver tissue

adjacent to tumors, in addition to an example of somatic L1

mobilization. Finally, in a small cohort of tumor-specific L1 inser-

tions, we identified mobilization via TPRT, twin priming, and

a third mechanism resulting in a small deletion and no TSD, as

reported elsewhere (Gilbert et al., 2002). These observations

highlight the multiple routes by which L1 mobilization alters the

tumor cell genome.



The results presented here corroborate recent data generated

via whole-genome sequencing of other cancers. As in our study,

Lee et al. (2012) described tumor-specific L1 insertions bearing

the hallmark features of TPRT and also found intragenic L1 inser-

tions in differentially expressed genes (Lee et al., 2012). One

distinct feature of the current study is our discovery that germline

L1 and Alu insertions significantly perturb expression of genes

relevant to HCC. Another advance is our explanation for the

occasional activation of host genes by tumor-specific L1 inser-

tions, based on an example of an interrupted negative feedback

loop. The method presented by Lee et al. (2012) is convenient

inasmuch as existing whole-genome sequencing data can be re-

analyzed to identify novel retrotransposon insertions. However,

we generated similar results with per sample sequencing depth

1/12 that of Lee et al. (2012), suggesting RC-seq is more efficient

for new studies specifically focused on retrotransposons.

L1-mediated insertional mutagenesis revealed ST18 as a

candidate oncogene in HCC. Numerous corroborating observa-

tions support this possibility, including (1) clonal amplification of

tumor cells containing the L1mutantST18, (2) ectopic ST18 tran-

scription and translation in tumor not seen in adjacent nontumor

liver or control liver, (3) consistent ST18 expression in trans-

formed liver cancer cell lines, (4) frequent amplification of ST18

in HCC nodules taken from Mdr2�/� mice, and (5) induction of

ST18 transcription in those animals. However, we do not make

any conclusion regarding the function of ST18 as a tumor

suppressor or oncogene outside of the liver and draw attention

in this matter to KLF4, a transcriptional repressor known to func-

tion as a tumor suppressor and as an oncogene, depending on

context (Rowland et al., 2005).

Overall, our results illustrate the confluence of multiple genetic

aberrations in HCC, where inherited and de novo retrotransposi-

tion events form part of a wider mutational landscape. The

experiments presented here and elsewhere suggest L1 activity

varies substantially between individuals and cancer types (Iskow

et al., 2010; Lee et al., 2012; Solyom et al., 2012). It remains to be

proven whether this phenomenon correlates with prognosis, is

useful in a diagnostic capacity, or can be subjected to exoge-

nous interference in vivo. Nonetheless, we can conclude that

L1-mediated retrotransposition is a potentially crucial source of

mutations that can reduce the tumor suppressive capacity of

somatic cells in HCC.

EXPERIMENTAL PROCEDURES

Full protocols can be found in the Extended Experimental Procedures.

Samples

Tumor and nontumor liver tissues from 19 HCC patients with a confirmed HBV

or HCV infection were provided by the Centre Hépatobiliaire, Paul-Brousse

Hospital. DNA and RNA were extracted with a DNeasy Blood and Tissue Kit

(QIAGEN, Hilden, Germany) and a mirVana miRNA Isolation Kit (Life Technol-

ogies, Carlsbad, CA, USA), respectively. Control liver samples from five donors

were provided by the Edinburgh Sudden Death Brain and Tissue Bank. DNA

and RNA were isolated through standard phenol-chloroform extraction and

RNA-Bee RNA isolation reagent (Tel-Test), respectively. Samples were

analyzed with approval from the French Institute of Medical Research and

Health (Ref: 11-047), the East of Scotland Research Ethics Service (Ref:

LR/11/ES/0022), and the Mater Health Services Human Research Ethics

Committee (Ref: 1915A).
RC-Seq Library Preparation, Sequencing, and Analysis

Multiplexed DNA sequencing libraries were constructed for HCC tumor and

nontumor samples using a paired-end Illumina TruSeq Kit with substantial

modifications. Briefly, 1 mg of sonicated DNA size selected for an insert size

of 200–250 bp was used for each library and amplified by six cycles of liga-

tion-mediated PCR (LM-PCR). Libraries were then pooled in groups of 4 to 6

and hybridized to an updated custom Roche NimbleGen sequence capture

array comprising oligos tiling the 50 and 30 termini of active human retrotrans-

poson consensus sequences (Figure 1; Table S1). Libraries were again ampli-

fied by six cycles of LM-PCR and sequenced on an Illumina HiSeq2000. After

quality filtering, each read pair was assembled into a contig, aided by 23 150-

mer sequencing and a 220 nt insert size. Read contigs were then aligned to

retrotransposon consensus sequences to determine their retrotransposon

donor family, aligned to the human reference genome (hg19) to determine their

genomic position, and finally formed into clusters.

PCR Validation

Germline retrotransposon insertions detected by RC-seq were first validated

by a standard empty site/filled site PCR assay and then, if unsuccessful,

with PCR targeting an insertion site 50 or 30 end. Tumor-specific insertions

were characterized with a similar strategy but also incorporated 50 and 30

end capillary sequencing. All validation was performed on nonamplified DNA

stored and handled separately from postamplification RC-seq products.

Primers were designed using custom Python scripts and Primer3.

qRT-PCR

Complementary DNA was synthesized from total RNA using random hexam-

ers, except for L1 analyses, where a specific sense L1 primer was used.

qRT-PCR was performed using a LightCycler 480 (Roche, Indianapolis, IN,

USA), and values were normalized to TATA-binding protein (TBP). For primer

sequences, see Table S8.
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la Santé et de la Recherche Médicale (INSERM), the Association pour la

Recherche contre le Cancer (ARC 4866), and the Institut National du Cancer

(INCa 2009-PAIR-CHC). G.J.F. acknowledges the support of a New Investi-

gator Award from the British BBSRC (BB/H005935/1) and a C.J. Martin Over-

seas Based Biomedical Fellowship from the Australian NHMRC (575585).
Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc. 109

http://dx.doi.org/10.1016/j.cell.2013.02.032
http://dx.doi.org/10.1016/j.cell.2013.02.032


Received: July 27, 2012

Revised: December 21, 2012

Accepted: February 19, 2013

Published: March 28, 2013

REFERENCES

Baillie, J.K., Barnett, M.W., Upton, K.R., Gerhardt, D.J., Richmond, T.A., De

Sapio, F., Brennan, P.M., Rizzu, P., Smith, S., Fell, M., et al. (2011). Somatic

retrotransposition alters the genetic landscape of the human brain. Nature

479, 534–537.

Beck, C.R., Collier, P., Macfarlane, C., Malig, M., Kidd, J.M., Eichler, E.E.,

Badge, R.M., and Moran, J.V. (2010). LINE-1 retrotransposition activity in

human genomes. Cell 141, 1159–1170.

Bennett, E.A., Keller, H., Mills, R.E., Schmidt, S., Moran, J.V., Weichenrieder,

O., and Devine, S.E. (2008). Active Alu retrotransposons in the human genome.

Genome Res. 18, 1875–1883.

Bouwmeester, T., Bauch, A., Ruffner, H., Angrand, P.O., Bergamini, G.,

Croughton, K., Cruciat, C., Eberhard, D., Gagneur, J., Ghidelli, S., et al.

(2004). A physical and functional map of the human TNF-alpha/NF-kappa B

signal transduction pathway. Nat. Cell Biol. 6, 97–105.

Brouha, B., Schustak, J., Badge, R.M., Lutz-Prigge, S., Farley, A.H., Moran,

J.V., and Kazazian, H.H., Jr. (2003). Hot L1s account for the bulk of retrotrans-

position in the human population. Proc. Natl. Acad. Sci. USA 100, 5280–5285.

Burns, K.H., and Boeke, J.D. (2012). Human transposon tectonics. Cell 149,

740–752.

Cordaux, R., and Batzer, M.A. (2009). The impact of retrotransposons on

human genome evolution. Nat. Rev. Genet. 10, 691–703.

Cost, G.J., Feng, Q., Jacquier, A., and Boeke, J.D. (2002). Human L1 element

target-primed reverse transcription in vitro. EMBO J. 21, 5899–5910.

Coufal, N.G., Garcia-Perez, J.L., Peng, G.E., Yeo, G.W., Mu, Y., Lovci, M.T.,

Morell, M., O’Shea, K.S., Moran, J.V., and Gage, F.H. (2009). L1 retrotranspo-

sition in human neural progenitor cells. Nature 460, 1127–1131.

Crooks, G.E., Hon, G., Chandonia, J.M., and Brenner, S.E. (2004). WebLogo:

a sequence logo generator. Genome Res. 14, 1188–1190.

Esnault, C., Heidmann, O., Delebecque, F., Dewannieux, M., Ribet, D., Hance,

A.J., Heidmann, T., and Schwartz, O. (2005). APOBEC3G cytidine deaminase

inhibits retrotransposition of endogenous retroviruses. Nature 433, 430–433.

Evrony, G.D., Cai, X., Lee, E., Hills, L.B., Elhosary, P.C., Lehmann, H.S.,

Parker, J.J., Atabay, K.D., Gilmore, E.C., Poduri, A., et al. (2012). Single-neuron

sequencing analysis of L1 retrotransposition and somatic mutation in the

human brain. Cell 151, 483–496.

Ewing, A.D., and Kazazian, H.H., Jr. (2010). High-throughput sequencing

reveals extensive variation in human-specific L1 content in individual human

genomes. Genome Res. 20, 1262–1270.

Faulkner, G.J. (2011). Retrotransposons: mobile and mutagenic from concep-

tion to death. FEBS Lett. 585, 1589–1594.

Faulkner, G.J., Kimura, Y., Daub, C.O., Wani, S., Plessy, C., Irvine, K.M.,

Schroder, K., Cloonan, N., Steptoe, A.L., Lassmann, T., et al. (2009). The regu-

lated retrotransposon transcriptome of mammalian cells. Nat. Genet. 41,

563–571.

Fornace, A.J., Jr., and Mitchell, J.B. (1986). Induction of B2 RNA polymerase

III transcription by heat shock: enrichment for heat shock induced sequences

in rodent cells by hybridization subtraction. Nucleic Acids Res. 14, 5793–

5811.

Fukuyama, R., Niculaita, R., Ng, K.P., Obusez, E., Sanchez, J., Kalady, M.,

Aung, P.P., Casey, G., and Sizemore, N. (2008). Mutated in colorectal cancer,

a putative tumor suppressor for serrated colorectal cancer, selectively

represses beta-catenin-dependent transcription. Oncogene 27, 6044–6055.

Futreal, P.A., Coin, L., Marshall, M., Down, T., Hubbard, T., Wooster, R., Rah-

man, N., and Stratton,M.R. (2004). A census of human cancer genes. Nat. Rev.

Cancer 4, 177–183.
110 Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc.
Garcia-Perez, J.L., Marchetto, M.C., Muotri, A.R., Coufal, N.G., Gage, F.H.,

O’Shea, K.S., and Moran, J.V. (2007). LINE-1 retrotransposition in human

embryonic stem cells. Hum. Mol. Genet. 16, 1569–1577.

Gilbert, N., Lutz-Prigge, S., andMoran, J.V. (2002). Genomic deletions created

upon LINE-1 retrotransposition. Cell 110, 315–325.

Groden, J., Thliveris, A., Samowitz, W., Carlson, M., Gelbert, L., Albertsen, H.,

Joslyn, G., Stevens, J., Spirio, L., Robertson, M., et al. (1991). Identification

and characterization of the familial adenomatous polyposis coli gene. Cell

66, 589–600.

Guichard, C., Amaddeo, G., Imbeaud, S., Ladeiro, Y., Pelletier, L., Maad, I.B.,

Calderaro, J., Bioulac-Sage, P., Letexier, M., Degos, F., et al. (2012).

Integrated analysis of somatic mutations and focal copy-number changes

identifies key genes and pathways in hepatocellular carcinoma. Nat. Genet.

44, 694–698.

Han, J.S., Szak, S.T., and Boeke, J.D. (2004). Transcriptional disruption by the

L1 retrotransposon and implications for mammalian transcriptomes. Nature

429, 268–274.

Hancks, D.C., and Kazazian, H.H., Jr. (2012). Active human retrotransposons:

variation and disease. Curr. Opin. Genet. Dev. 22, 191–203.

Higgins, M.E., Claremont, M., Major, J.E., Sander, C., and Lash, A.E. (2007).

CancerGenes: a gene selection resource for cancer genome projects. Nucleic

Acids Res. 35(Database issue), D721–D726.

Huang, C.R., Schneider, A.M., Lu, Y., Niranjan, T., Shen, P., Robinson, M.A.,

Steranka, J.P., Valle, D., Civin, C.I., Wang, T., et al. (2010). Mobile interspersed

repeats are major structural variants in the human genome. Cell 141, 1171–

1182.

Iskow, R.C., McCabe, M.T., Mills, R.E., Torene, S., Pittard, W.S., Neuwald,

A.F., Van Meir, E.G., Vertino, P.M., and Devine, S.E. (2010). Natural mutagen-

esis of human genomes by endogenous retrotransposons. Cell 141, 1253–

1261.

Jandrig, B., Seitz, S., Hinzmann, B., Arnold, W., Micheel, B., Koelble, K., Sie-

bert, R., Schwartz, A., Ruecker, K., Schlag, P.M., et al. (2004). ST18 is a breast

cancer tumor suppressor gene at human chromosome 8q11.2. Oncogene 23,

9295–9302.

Jemal, A., Bray, F., Center, M.M., Ferlay, J., Ward, E., and Forman, D. (2011).

Global cancer statistics. CA Cancer J. Clin. 61, 69–90.

Jiang, Y., Yu, V.C., Buchholz, F., O’Connell, S., Rhodes, S.J., Candeloro, C.,

Xia, Y.R., Lusis, A.J., and Rosenfeld, M.G. (1996). A novel family of Cys-Cys,

His-Cys zinc finger transcription factors expressed in developing nervous

system and pituitary gland. J. Biol. Chem. 271, 10723–10730.

Johnson, P.F., Landschulz, W.H., Graves, B.J., and McKnight, S.L. (1987).

Identification of a rat liver nuclear protein that binds to the enhancer core

element of three animal viruses. Genes Dev. 1, 133–146.

Jurka, J. (1997). Sequence patterns indicate an enzymatic involvement in inte-

gration of mammalian retroposons. Proc. Natl. Acad. Sci. USA 94, 1872–1877.

Kano, H., Godoy, I., Courtney, C., Vetter, M.R., Gerton, G.L., Ostertag, E.M.,

and Kazazian, H.H., Jr. (2009). L1 retrotransposition occurs mainly in embryo-

genesis and creates somatic mosaicism. Genes Dev. 23, 1303–1312.

Kinzler, K.W., Nilbert, M.C., Vogelstein, B., Bryan, T.M., Levy, D.B., Smith,

K.J., Preisinger, A.C., Hamilton, S.R., Hedge, P., Markham, A., et al. (1991).

Identification of a gene located at chromosome 5q21 that is mutated in colo-

rectal cancers. Science 251, 1366–1370.

Kohonen-Corish, M.R., Sigglekow, N.D., Susanto, J., Chapuis, P.H., Bokey,

E.L., Dent, O.F., Chan, C., Lin, B.P., Seng, T.J., Laird, P.W., et al. (2007).

Promoter methylation of the mutated in colorectal cancer gene is a frequent

early event in colorectal cancer. Oncogene 26, 4435–4441.

Lander, E.S., Linton, L.M., Birren, B., Nusbaum, C., Zody, M.C., Baldwin, J.,

Devon, K., Dewar, K., Doyle, M., FitzHugh, W., et al.; International Human

Genome Sequencing Consortium. (2001). Initial sequencing and analysis of

the human genome. Nature 409, 860–921.

Lee, E., Iskow, R., Yang, L., Gokcumen, O., Haseley, P., Luquette, L.J., 3rd,

Lohr, J.G., Harris, C.C., Ding, L., Wilson, R.K., et al.; Cancer Genome Atlas



Research Network. (2012). Landscape of somatic retrotransposition in human

cancers. Science 337, 967–971.

Levin, H.L., and Moran, J.V. (2011). Dynamic interactions between transpos-

able elements and their hosts. Nat. Rev. Genet. 12, 615–627.

Liu, J., Nau,M.M., Zucman-Rossi, J., Powell, J.I., Allegra, C.J., andWright, J.J.

(1997). LINE-I element insertion at the t(11;22) translocation breakpoint of

a desmoplastic small round cell tumor. Genes Chromosomes Cancer 18,

232–239.

Llovet, J.M., Ricci, S., Mazzaferro, V., Hilgard, P., Gane, E., Blanc, J.F., de Oli-

veira, A.C., Santoro, A., Raoul, J.L., Forner, A., et al.; SHARP Investigators

Study Group. (2008). Sorafenib in advanced hepatocellular carcinoma. N.

Engl. J. Med. 359, 378–390.

Matsumine, A., Senda, T., Baeg, G.H., Roy, B.C., Nakamura, Y., Noda, M.,

Toyoshima, K., and Akiyama, T. (1996). MCC, a cytoplasmic protein that

blocks cell cycle progression from the G0/G1 to S phase. J. Biol. Chem.

271, 10341–10346.

Miki, Y., Nishisho, I., Horii, A., Miyoshi, Y., Utsunomiya, J., Kinzler, K.W., Vogel-

stein, B., and Nakamura, Y. (1992). Disruption of the APC gene by a retrotrans-

posal insertion of L1 sequence in a colon cancer. Cancer Res. 52, 643–645.

Mills, R.E., Bennett, E.A., Iskow, R.C., and Devine, S.E. (2007). Which

transposable elements are active in the human genome? Trends Genet. 23,

183–191.

Moran, J.V., Holmes, S.E., Naas, T.P., DeBerardinis, R.J., Boeke, J.D., and

Kazazian, H.H., Jr. (1996). High frequency retrotransposition in cultured

mammalian cells. Cell 87, 917–927.

Nhieu, J.T., Renard, C.A., Wei, Y., Cherqui, D., Zafrani, E.S., and Buendia, M.A.

(1999). Nuclear accumulation of mutated beta-catenin in hepatocellular carci-

noma is associated with increased cell proliferation. Am. J. Pathol. 155,

703–710.

Ostertag, E.M., and Kazazian, H.H., Jr. (2001a). Biology of mammalian L1 ret-

rotransposons. Annu. Rev. Genet. 35, 501–538.

Ostertag, E.M., and Kazazian, H.H., Jr. (2001b). Twin priming: a proposed

mechanism for the creation of inversions in L1 retrotransposition. Genome

Res. 11, 2059–2065.

Perz, J.F., Armstrong, G.L., Farrington, L.A., Hutin, Y.J., and Bell, B.P. (2006).

The contributions of hepatitis B virus and hepatitis C virus infections to

cirrhosis and primary liver cancer worldwide. J. Hepatol. 45, 529–538.

Powell, S.M., Zilz, N., Beazer-Barclay, Y., Bryan, T.M., Hamilton, S.R., Thibo-

deau, S.N., Vogelstein, B., and Kinzler, K.W. (1992). APCmutations occur early

during colorectal tumorigenesis. Nature 359, 235–237.

Rhodes, S.J., Chen, R., DiMattia, G.E., Scully, K.M., Kalla, K.A., Lin, S.C., Yu,

V.C., and Rosenfeld, M.G. (1993). A tissue-specific enhancer confers Pit-1-

dependent morphogen inducibility and autoregulation on the pit-1 gene.

Genes Dev. 7, 913–932.
Rowland, B.D., Bernards, R., and Peeper, D.S. (2005). The KLF4 tumour

suppressor is a transcriptional repressor of p53 that acts as a context-depen-

dent oncogene. Nat. Cell Biol. 7, 1074–1082.

Senda, T., Matsumine, A., Yanai, H., and Akiyama, T. (1999). Localization of

MCC (mutated in colorectal cancer) in various tissues of mice and its involve-

ment in cell differentiation. J. Histochem. Cytochem. 47, 1149–1158.

Solyom, S., Ewing, A.D., Rahrmann, E.P., Doucet, T., Nelson, H.H., Burns,

M.B., Harris, R.S., Sigmon, D.F., Casella, A., Erlanger, B., et al. (2012). Exten-

sive somatic L1 retrotransposition in colorectal tumors. Genome Res. 22,

2328–2338.

Starr, T.K., Allaei, R., Silverstein, K.A., Staggs, R.A., Sarver, A.L., Bergemann,

T.L., Gupta, M., O’Sullivan, M.G., Matise, I., Dupuy, A.J., et al. (2009). A trans-

poson-based genetic screen in mice identifies genes altered in colorectal

cancer. Science 323, 1747–1750.

Steinbach, D., Schramm, A., Eggert, A., Onda, M., Dawczynski, K., Rump, A.,

Pastan, I., Wittig, S., Pfaffendorf, N., Voigt, A., et al. (2006). Identification of

a set of seven genes for the monitoring of minimal residual disease in pediatric

acute myeloid leukemia. Clin. Cancer Res. 12, 2434–2441.

Swergold, G.D. (1990). Identification, characterization, and cell specificity of

a human LINE-1 promoter. Mol. Cell. Biol. 10, 6718–6729.

Tateishi, R., and Omata, M. (2012). Hepatocellular carcinoma in 2011: geno-

mics in hepatocellular carcinoma—a big step forward. Nat. Rev. Gastroen-

terol. Hepatol. 9, 69–70.

Thurman, R.E., Rynes, E., Humbert, R., Vierstra, J., Maurano, M.T., Haugen,

E., Sheffield, N.C., Stergachis, A.B., Wang, H., Vernot, B., et al. (2012). The

accessible chromatin landscape of the human genome. Nature 489, 75–82.

Totoki, Y., Tatsuno, K., Yamamoto, S., Arai, Y., Hosoda, F., Ishikawa, S., Tsut-

sumi, S., Sonoda, K., Totsuka, H., Shirakihara, T., et al. (2011). High-resolution

characterization of a hepatocellular carcinoma genome. Nat. Genet. 43,

464–469.

Turelli, P., Mangeat, B., Jost, S., Vianin, S., and Trono, D. (2004). Inhibition of

hepatitis B virus replication by APOBEC3G. Science 303, 1829.

Unitt, E., Rushbrook, S.M., Marshall, A., Davies, S., Gibbs, P., Morris, L.S.,

Coleman, N., and Alexander, G.J. (2005). Compromised lymphocytes infiltrate

hepatocellular carcinoma: the role of T-regulatory cells. Hepatology 41,

722–730.

Wang, J., Song, L., Grover, D., Azrak, S., Batzer, M.A., and Liang, P. (2006).

dbRIP: a highly integrated database of retrotransposon insertion polymor-

phisms in humans. Hum. Mutat. 27, 323–329.
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Supplemental Information

EXTENDED EXPERIMENTAL PROCEDURES

Sample Preparation
Snap frozen HCC tissue samples were obtained from 19 patients who underwent surgery at the Centre Hépatobiliaire, Paul-Brousse

Hospital (Table 1). The study was reviewed and approved by the Institutional Review Board (IRB) of the French Institute of Medical

Research andHealth INSERM (IRBNumber 11-047). Specimens were obtained after surgical resection or from liver explants at trans-

plantation. For each patient, we analyzed tumor and distal nontumor tissue (T/NT pairs). Ten patients presented HBV-induced

cirrhoses, confirmed by initial pathology and by detection of HBV-surface antigen and HBx protein (see the Extended Experimental

Procedures). HCV infection was confirmed for nine patients by enzyme-linked immunosorbent assay (Monolisa HCV Ag-Ab; BIO-

RAD) according to the manufacturer’s instructions. Total DNA was isolated using the DNeasy blood & tissue kit (QIAGEN). Total

RNA was extracted using the mirVana miRNA isolation kit (Life Technologies). DNA and RNA were eluted in 100mL nuclease-free

water. RNA was quantified by spectrometry, with quality and integrity assessed on an Agilent 2100 Bioanalyzer.

Snap frozen control liver samples from 5 donors were provided by the Edinburgh Sudden Death Brain and Tissue Bank with ethical

approval to be used as described (East of Scotland Research Ethics Service, Reference: LR/11/ES/0022). Autopsy revealed no

evidence of liver disease. Tissue was shaved with a scalpel on dry ice and then resuspended in TE buffer with 2% SDS and

100mg/ml proteinase K at 65C until dissolved. For DNA extraction, RNase A was added to each sample to a final concentration of

10mg/ml and incubated at 37�C for 30 min. DNA was then extracted through phenol, phenol:chloroform:isoamyl alcohol (25:24:1)

then chloroform:isoamyl alcohol (24:1). DNA was precipitated by adding 0.1 volume of 3 M NaOH and 2.5 volumes of 100% isopro-

panol and inverting tubes until DNA was completely precipitated. Precipitated DNA was spooled with a pipette tip, washed in 500ml

70%EtOH, minimally air-dried and resuspended in T0.1E buffer. RNAwas extracted using RNA-Bee RNA isolation reagent (Tel-Test)

and assessed for quality and quantity by NanoDrop. Further experiments at the Mater Medical Research Institute were performed

with the approval of the Mater Health Services Human Research Ethics Committee (Reference: 1915A).

RC-Seq Library Preparation and Sequencing
Multiplexed paired-end libraries were constructed using an IlluminaTruSeq DNA sample preparation kit with the following modifica-

tions: Genomic DNA was sonicated in 120ml T0.1E using a Covaris S220 (Duty cycle: 10%, Intensity: 5, Cycles per burst: 200, Time:

150 s). Sonicated DNA was concentrated using 160ml Ampure XP beads and eluted in 55ml 10 mM Tris (pH 8.0) then quantified using

a Quant-iT picogreen assay. 1 mg of sonicated DNA was used for the construction of each library. Following end repair, DNA was

purified using 110ml Ampure XP beads. Libraries were size selected for 320-370bp fragments (insert size 200 – 250bp), then amplified

by ligation mediated PCR (LM-PCR) comprised of 50ml 2x Phusion HF PCR Master Mix (New England BioLabs, Cat# F-531L), 2mM

LM-PCR primers (IDT) (LM-PCR 1.0: 50-AATGATACGGCGACCACCGAGA-30, LM-PCR 2.0:50-CAAGCAGAAGACGGCATACGAG-

30), 30ml Library and PCR grade water to 100ml. Amplification proceeded via the following program: 98�C for 30 s, 6 cycles of

98�C for 10 s, 60�C for 30 s and 72�C for 30 s, final extension at 72�C for 5 min and hold at 10�C. Amplified libraries were purified

using 110ml Ampure XP beads, and eluted in 30ml molecular grade water. Libraries were quantified, and insert size confirmed using

an Agilent Bioanalyzer 2100 with a DNA1000 chip (Cat# 5067-1504).

For sequence capture, equimolar quantities of 4 to 6 libraries were pooled, with T/NT pairs kept together, to give a total quantity of

800ng DNA. Sequence capture was performed using a Roche NimbleGen SeqCap EZ Library SR kit with Plant Capture Enhancer

(PCE) in place of COT DNA, and custom blocking oligos (IDT) (TS-Uni: 50-AAT GAT ACG GCG ACC ACC GAG ATC TAC ACT CTT

TCC CTA CAC GAC GCT CTT CCG ATC*/3InvdT/-30 and TS-HexI: 50-CAA GCA GAA GAC GGC ATA CGA GAT III III GTG ACT

GGA GTT CAG ACG TGT GCT CTT CCG ATC T */3InvdT/-30) in place of TS-HE Universal and TS-INV-HE Index oligos. Libraries

were again amplified by LM-PCR with the same conditions as above except with 200ml volumes and primers at 1mM final concen-

tration. Library capture was confirmed with an Agilent DNA1000 chip. Libraries were sequenced in multiplex using six lanes of an

Illumina HiSeq2000 (ARK-Genomics, Edinburgh and University of Queensland Centre for Clinical Genomics, Brisbane).

RC-Seq Computational Analysis
2x150-mer sequencing of �220nt inserts enabled assembly of each read pair into a ‘‘contig’’ before genomic alignment. This

substantially improved the existing computational interrogation of RC-seq reads (Baillie et al., 2011). Briefly, reads were trimmed

from their 50 and 30 ends to remove any bases with quality <10, then assembled into contigs using FLASH (Mago�c and Salzberg,

2011) with default parameters. Read contigs were then aligned to Illumina linker sequences by BLAST to remove possible ligation

artifacts (-m 8 -a 8 -F F, minimum score 22) and then aligned to retrotransposon consensus sequences (Baillie et al., 2011) with

LAST (Kie1basa et al., 2011) using the parameters –s2 –l10 –d30 –q3 –e30. Readswere retained if a suitable matchwas found (identity

R95%, R33nt alignment spanning one contig end) and annotated as performed previously (Baillie et al., 2011). At this stage, read

contigs were arranged with a 50 nonretrotransposon section (R33nt) followed by a 30 retrotransposon section (R33nt), as illustrated

in Figure 1.

Rigorous genomic alignment was then performed in sequential fashion against hg19, starting with SOAP2 (Li et al., 2009) (param-

eters -M 4 -v 2 -r 1). Reads that could be aligned in full in this step detected reference genome insertions. Reads that could not be

aligned were mapped again to hg19 using LAST (s2 –l11 –d30 –q3 –e30), which excels in reporting split alignments found for trans-

locations and, for RC-seq, where one end of the assembled read contig maps to one location on the genome and the other endmaps

Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc. S1



elsewhere. Any read with an alignment of the nonretrotransposon section plus 10nt was removed as a potential molecular chimera.

The remaining reads with a uniquely mapped nonretrotransposon section were used to indicate the nucleotide position and strand of

nonreference genome insertions. These were then formed into clusters as described previously (Baillie et al., 2011) except opposing

clusters were only joined if separated by%100nt. This strategy resulted in single nucleotide resolution of novel insertion breakpoints

and a more than 10-fold reduction in CPU time per library. A complete list of annotated novel insertions supported by at least two

unique amplicons separated by R5nt (the minimum threshold for reporting) is provided in Table S3.

PCR Validation of Novel Insertions
Germline retrotransposon insertions detected by RC-seq were assayed by PCR using a standard empty site / filled site assay.

Primers were positioned on either side of the insertion site. For examples with a predicted filled site > 1kb in length, or shorter inser-

tions where a filled site was not detected using the standard assay, additional retrotransposon specific primers were designed and

paired with the existing insertion site primers. PCR reactions contained 2U MyTaq hot-start DNA polymerase (Bioline #BIO-21112),

1X PCR buffer, 1mM of each primer and 10ng genomic DNA in a 25mL reaction. The following cycling conditions were used: 95�C for

2 min, then 35 cycles of 95�C for 15 s, 60�C for 15 s, 72�C for 1 min, followed by a single extension step at 72�C for 10 min. Optimi-

zation in some cases required adjusted annealing temperatures, cycle number, or changing polymerase enzymes. If multiple PCR

products similar to the correct size were observed capillary sequencing was used to clarify validation.

Tumor-specific insertions detected by RC-seqwere assessed using a strategy similar to that used for germline insertions except, in

this case, additional primers were generated to characterize insertion 50 and 30 ends (Table S6). All products were capillary

sequenced using an ABI3730 (GenePool, Edinburgh and AGRF, Brisbane). All primers were designed using custom Python scripts

and Primer3 (Rozen and Skaletsky, 2000). Input DNA for all PCR validation reactions, for both germline and tumor-specific insertions,

was stored and handled separately to postamplification Illumina libraries.

DNA Methylation Analyses
We followed previously described protocols to analyze the level of L1 promoter methylation (Coufal et al., 2009; Wissing et al., 2012).

Briefly, 2mg of genomic DNA was bisulfite converted using an Epitect Kit (QIAGEN) following manufacturer instructions. After purifi-

cation, 300-500ng of bisulphite converted genomic DNA was used as template in a PCR reaction with 10Us Taq polymerase (Roche

Expand High Fidelity Taq), 0.2 mM dNTPs (Invitrogen), and 200ng of L1_Bis-F and L1_Bis-R primers (see Table S8) in a 50ul reaction.

The following cycling conditions were used: 2 min at 95�C, then 35 cycles of 30 s at 94�C, 30 s at 54�C, 60 s at 72�C, followed by

a single extension step at 72�C for 5 min. Negative controls were included at each step using RNA/DNA-free water (Invitrogen).

PCR fractions were then resolved on agarose gels, the �350bp amplification band excised, purified using a QIAquick gel extraction

kit (QIAGEN), and cloned into the pGEM-T Easy Vector (Promega). More than 20 independent clones per sample were capillary

sequenced using universal primers. Sequences were aligned to a mock bisulphite converted consensus L1-Ta sequence (L1.3,

accession L19088.1) using ClustalX (Thompson et al., 1997) and the methylation status of CpG dinucleotides was scored by

hand. The 7 sequences with the highest identity compared to the consensus sequence were used to graphically represent the overall

level of L1 promoter methylation, as shown in Figure S4C. Chi-square tests were used to calculate the significance of the proportion

of methylated and unmethylated CpG dinucleotides in each sample or group.

Cell Culture
Human hepatocellular cell lines Huh7, HepG2, PLC/PRF/5 and HeP3B were a kind gift from Dr. Bakary Sylla (International Agency for

Research on Cancer, Lyon, France). Cells were cultured in DMEM-F12 (1:1) media supplemented with 10% fetal bovine serum, 2mM

Glutamax, 0.5 mM sodium pyruvate and 1% nonessential amino acids at 37�C and 5% CO2.

Immunoblot
Tissues or cell line pellets were lysed in western lysis buffer containing 50mMHEPESpH 7.1, 1%Triton X-100, 50mMNaCl, protease

inhibitor cocktail (Roche #11836 153001) and phosphatase inhibitors cocktails (Sigma #P2850, #P5726). Protein was estimated by

Bradford method and 30mg of protein extracts were loaded on 7.5% sodium dodecyl sulfate-polyacrylamide gel (SDS-PAGE). After

electrophoresis, proteins were transferred to polyvinylidene difluoride membranes (Millipore #IPVH00010). Membranes were

blocked with 5% milk and then immunoblotting was done with the required primary antibody (anti-ST18 (Abcam #ab127900,

1:1000), anti-MCC (Santa Cruz #sc-135982,1:500), anti-CTNNB1 (Santa Cruz #sc-7199, 1:1000), anti-GAPDH (Abcam

#ab125247,1:5000)) followed by peroxidase-conjugated secondary anti-rabbit (Cell Signaling #7074, 1:5000) or anti-mouse (Cell

Signaling #7076, 1:5000) antibody and visualized using an enhanced chemiluminescence detection system (GE Amersham

#RPN2132).

Immunohistochemistry
4 mm-thick sections of formalin-fixed, paraffin-embedded liver samples were de-waxed in xylene prior to rehydration. Antigen

retrieval was performed by boiling slides in 1 mM EDTA pH 8.0 for 20 min (for CTNNB1 staining) and in 10 mM citrate buffer pH

6.0 for 10 min (for ST-18 staining). Sections were incubated for 1 hr at room temperature with mouse CTNNB1 monoclonal antibody

(1:300 dilution, clone 17C2, Abcys) or rabbit ST-18 polyclonal antibody (1:200 dilution, Abcam Ab86563). Incubation with primary

S2 Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc.



antibody was followed by incubation with either peroxidase-conjugated donkey anti-mouse or rabbit antibody. Immunoreactive

staining was detected using the Dako Envision System HRP (DAKO, CA, USA). Nuclei were counterstained with hematoxylin.

Chromatin Immunoprecipitation
Huh7 cells were fixedwith 1% formaldehyde for 10min at room temperature, fixingwas neutralized by 125mMglycine and cells were

harvested using a cell scraper. 107 cells were used per group andwere sonicated in a Covaris S220 at 4�C for 20min. 10 mg anti-ST18

antibodies (Abcam #ab86563 and #ab127900) were utilized for immunoprecipitation, rabbit IgG (Millipore #12-370) was used as

a control. Coimmunoprecipitated chromatin fragments were reverse crosslinked and analyzed for target and nontarget regions using

quantitative real-time PCR. Primers are given in Table S8.

Expression Analysis
Total RNA was treated with a Turbo DNA-free kit (Ambion #AM1906) and reverse transcribed with the SuperscriptIII first-strand

synthesis system (Invitrogen #18080-044). For L1 analyses, cDNA synthesis required a specific sense L1 primer. For all other anal-

yses, cDNA was prepared using random hexamers. qRT–PCR was performed using LightCycler 480 SYBR green mix (Roche

#04707516001) or LightCycler probe master mix (Roche #04707494001) according to the manufacturer’s instructions (primer

sequences are given in Table S8) and run on a LightCycler 480 (Roche). TBP, GAPDH and HPRT were assessed as normalization

controls. TBP provided the most precise measurements across individuals and was selected as the control for all qRT-PCR exper-

iments presented here.

HBV Detection
PCR reactions contained 0.5mL MyTaq DNA polymerase (Bioline), 1X PCR buffer, 1mM of each primer and 100ng genomic DNA in

a 50mL reaction volume. The following cycling conditions were used: 94�C for 2 min, then 35 cycles of 94�C for 15 s, 55�C for

15 s, 70�C for 10 s, followed by a single extension step at 70�C for 10 min. Primer sequences are given in Table S8.

ST18 Copy Number and Expression Analysis in Mdr2�/� Mice
TheMdr2�/�mouse is an established animal model of inflammation driven HCC (Mauad et al., 1994). A total of 27 nodules represent-

ing different time points of tumor progression (Table S7) were collected from 10Mdr2�/� mice (7 males + 3 females) sacrificed at 13-

16 months, together with matched normal tissue (kidney). Stage of disease and tumor content were assessed through pathological

inspection. 4 nodules were found to not include HCC cells. Genomic DNA was extracted from samples using DNeasy Tissue kit

(QIAGEN) according to the manufacturer’s protocols. Total DNA concentration and quantity were assessed by measuring absor-

bance at 260nm with a NanoDrop 1000 Spectrophotometer (Thermo Fisher Scientific). ST18 copy number was assessed by quan-

titative real-time PCR using a TaqMan copy number assay (gene probe: Mm00040629_cn) on a 7900HT Fast Real-Time PCR System

(Applied Biosystems) with sequence detection systems software 2.2.2. TERT (Applied Biosystems, part number 4458373) was used

as a reference. All samples were plated in quadruplicates with 20ng DNA for each reaction. CNV calling was done with CopyCaller

v2.0 (Applied Biosystems) and normalized to kidney. For qRT-PCR, total RNA was extracted from nodules and wild-type mouse liver

samples using an RNeasy kit (QIAGEN) according to the manufacturer’s instructions. 500ng total RNA from each sample was then

used for cDNA synthesis with ImProm-II Reverse Transcriptase (Promega). 1 ml cDNA from each reaction was used for qRT-PCR

using the mouse ST18 primers listed in Table S8. qRT-PCR (SYBR-green) analysis was performed on an Applied Biosystems

7500 Real-time PCR system. Values were normalized to TBP.
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Figure S1. Immunohistochemistry Reveals Aberrant CTNNB1 Expression in Donor 116, Related to Figure 4

Sections taken from the nontumor/tumor interface indicated CTNNB1 expression in the plasma membrane and cytoplasm of many non-tumor cells and strong

CTNBB1 expression in the plasmamembrane, cytoplasm and nuclei of most tumor cells. Non-tumor and tumor are arranged left-to-right in each interface image.

Images were taken at 10x (left) and 20x (right) magnification. Brown indicates CTNNB1, blue indicates nuclei.
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Figure S2. APC Expression Was Not Affected by Nearby MCC Mutations, Related to Figure 4

qRT-PCR revealed no significant changes inAPC transcription in tumor or non-tumor tissue versus normal control liver (two-tailed t test, df = 16). Changes inAPC

expression in tumor versus non-tumor were far less pronounced than forMCC (Figure 4B), with only one individual (donor 95) showing a significant reduction in

expression (p < 0.003, two-tailed t test, df = 4). Data are mean +/� SD.
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Figure S3. Detection of a Liver-Specific L1 Insertion, Related to Figure 5

The L1 (filled site) was located in an intergenic region (chr13:27423763) and was detected by site-specific PCR only in 47NT while the empty site was found in 47T

and 47NT, indicating a heterozygous, liver-specific insertion. See Table S6 for further details.
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Figure S4. L1 Promoter Methylation in Tumor, Nontumor Liver, and Control Liver, Related to Figure 5

(A) Global L1 promoter methylation analysis in tumor (T) and nontumor (NT) bisulphite converted genomic DNAs. The graph shows percentage methylation for

each of 20 distinct CpG dinucleotides for 8 grouped tumor samples and 8 grouped adjacent nontumor controls. Donors 15, 47, 48, 62, 89, 95, 106 and 116 were

included. The x axis indicates the position of each CpG dinucleotide, using L1.3 as a reference (accession number L19088.1).

(B) The L1 promoter is strongly hypomethylated in tumors from donors 47, 89, 106, and 116. Each column represents the overall percentage methylation for 20

CpG residues within the L1-Ta promoter. Data are mean +/� SEM. A strong difference was observed in tumor versus nontumor (p < 5.2x10�40, chi-square test).

(C) L1 promoter methylation in HCC T/NT pairs. Shown are the 7 clones with the highest sequence similarity to L1.3. In the cartoon, white and black circles

represent unmethylated and methylated CpG dinucleotides respectively. Mutated CpG dinucleotides are represented by the absence of a circle. P values were

calculated using chi-square tests.
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Figure S5. PHGDH, EFHD1, and SLC2A1 Are Expressed in Liver and Downregulated by Intragenic, Tumor-Specific L1 Insertions, Related to

Figure 6

qRT-PCR revealed significantly reduced transcription in tumor versus nontumor in all three genes. P values were calculated using a two-tailed t test (df = 4). Three

other genes contained intronic, tumor-specific L1 insertions:SLC5A8,STXBP5L andST18 (Table S6). Of these,SLC5A8 andSTXBP5Lwere not expressed in liver

according to our qRT-PCR results and ST18 was upregulated in tumor (Figure 6D). Values were normalized to TBP. Data are mean +/� SD.

S8 Cell 153, 101–111, March 28, 2013 ª2013 Elsevier Inc.



Figure S6. Pronounced ST18 Expression in HCC Model Systems, Related to Figure 6

(A) An immunoblot for ST18 (115kDa) found enrichment in 4 analyzed human HCC cell lines compared to normal liver controls.

(B) qRT-PCR indicated ST18 transcription was strongly upregulated in four Mdr2�/� mouse nodules with amplified ST18 (Table S7) versus wild-type liver

(p < 0.0001, two-tailed t test, df = 19). Values were normalized to TBP. Data are mean +/� SD.
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