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RESEARCH Open Access

Genome-wide identification and functional
analysis of Apobec-1-mediated C-to-U RNA
editing in mouse small intestine and liver
Valerie Blanc1, Eddie Park2, Sabine Schaefer3, Melanie Miller1, Yiing Lin4, Susan Kennedy1, Anja M Billing5,
Hisham Ben Hamidane5, Johannes Graumann5, Ali Mortazavi2, Joseph H Nadeau3 and Nicholas O Davidson1*

Abstract

Background: RNA editing encompasses a post-transcriptional process in which the genomically templated sequence
is enzymatically altered and introduces a modified base into the edited transcript. Mammalian C-to-U RNA editing
represents a distinct subtype of base modification, whose prototype is intestinal apolipoprotein B mRNA, mediated by the
catalytic deaminase Apobec-1. However, the genome-wide identification, tissue-specificity and functional implications of
Apobec-1-mediated C-to-U RNA editing remain incompletely explored.

Results: Deep sequencing, data filtering and Sanger-sequence validation of intestinal and hepatic RNA from wild-type
and Apobec-1-deficient mice revealed 56 novel editing sites in 54 intestinal mRNAs and 22 novel sites in 17 liver mRNAs,
all within 3′ untranslated regions. Eleven of 17 liver RNAs shared editing sites with intestinal RNAs, while 6 sites are unique
to liver. Changes in RNA editing lead to corresponding changes in intestinal mRNA and protein levels for 11 genes.
Analysis of RNA editing in vivo following tissue-specific Apobec-1 adenoviral or transgenic Apobec-1 overexpression
reveals that a subset of targets identified in wild-type mice are restored in Apobec-1-deficient mouse intestine and liver
following Apobec-1 rescue. We find distinctive polysome profiles for several RNA editing targets and demonstrate
novel exonic editing sites in nuclear preparations from intestine but not hepatic apolipoprotein B RNA. RNA editing is
validated using cell-free extracts from wild-type but not Apobec-1-deficient mice, demonstrating that Apobec-1 is
required.

Conclusions: These studies define selective, tissue-specific targets of Apobec-1-dependent RNA editing and show the
functional consequences of editing are both transcript- and tissue-specific.

Background
There is considerable interest in understanding both the
repertoire of and mechanisms for RNA-DNA differences
reported from deep sequencing (RNA-seq) of mammalian
transcriptomes [1-6]. Among the mechanisms for
RNA-DNA differences is RNA editing, in which genomi-
cally templated RNA sequences are enzymatically altered.
The most prevalent type of editing involves a base change
from adenosine to inosine (A-to-I), mediated by adenosine
deaminases acting on (double-stranded) RNA (ADARs)

[7]. A second, much less prevalent type of RNA editing
involves deamination of cytidine to uridine (C-to-U) in
single-stranded RNA, mediated by Apobec-1, a member
of the APOBEC family of cytidine deaminases [8].
The prototype for mammalian C-to-U RNA editing is
apolipoprotein B (apoB) RNA, where Apobec-1-mediated
deamination of a CAA codon introduces a translational
termination (UAA) codon in the edited transcript. ApoB
mRNA editing is a critical adaptive pathway for lipid
transport in both the mouse intestine and liver, and
exhibits distinctive developmental and metabolic regulation
[9], mediated via the expression and stoichiometric
interactions of two dominant trans-acting proteins,
Apobec-1 and Apobec-1 complementation factor (ACF),
although other proteins are implicated [9-12].
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Although much is known about the regulation and
functional consequences of apoB mRNA editing, re-
markably little is known about the range of other targets
of C-to-U RNA editing. A recent transcriptome-wide
analysis of mouse enterocytes identified 32 novel
(non-apoB) Apobec-1-dependent editing targets, all within
3′ untranslated regions (3′ UTRs) [13]. These newly
identified RNA targets share features with apoB
RNA, including a preference for cytidines embedded
in AU-rich regions along with variations of a downstream
11-nucleotide cassette referred to as a 'mooring sequence'
with the consensus sequence WRAUYANUAU [13,14].
Those findings raise the corollary questions of whether
any of the novel editing targets identified in mouse
intestine are also modified in other tissues expressing
Apobec-1, particularly the liver, and, if so, are they
modified at the same site and to the same extent, and
do these editing events lead to differences in mRNA
or protein levels?
Here we used stringent filtering and sequence validation

to reveal multiple new sites of Apobec-1-dependent
C-to-U RNA editing, with examples of both tissue-specific
and common targets (Figure 1). We show that RNA editing
led to corresponding changes in mRNA and protein
expression in a subset of mRNAs. We also find enrichment
in the edited forms of certain mRNAs in cytoplasmic
compared to nuclear fractions. We further show that
mRNA editing regulates polysome distribution of a
subset of targets. We demonstrate editing of some
but not all novel targets using cell-free extracts from
wild-type (WT) but not Apobec-1-deficient mice,
demonstrating that Apobec-1 is necessary for RNA
editing. Taken together, our findings demonstrate that
C-to-U RNA editing exerts distinct tissue-specific
consequences, including a spectrum of outcomes on
protein expression.

Results
Overview
We undertook a comprehensive comparison of Apobec-
1-dependent C-to-U RNA editing, starting with
transcriptome-wide analyses of small intestine mucosa
and liver from WT and Apobec-1-/- mice (Figure 1). We
then extended those analyses to other lines of mice with
low or high transgenic intestinal overexpression of
Apobec-1 in either an Apobec-1-/- (that is, Apobec-1Int/O)
or WT background (Apobec-1Int/+) [15] (Figure 1). We
further studied livers from Apobec-1-/- mice following
adenoviral delivery of Apobec-1 (ad-Apobec-1) or a
LacZ control virus (Figure 1). This strategy permitted an
evaluation of tissue-specific (that is, intestine versus liver)
and dose-dependent (that is, WT versus Apobec-1Int/+and
Apobec-1Int/OLo versus Apobec-1Int/OHi) changes in C-to-U
RNA editing at different levels of Apobec-1 expression [15].

Identification of novel intestinal and hepatic Apobec-1-
dependent editing targets
The first task was to examine the 70 to 200 million
RNA-seq reads for intestine and liver from WT and
Apobec-1-/- mice identifying mRNA sequences with
C-to-U differences. C-to-U mismatches found in both
WT and Apobec-1-/- mice as well as sites with less
than three reads were excluded from further analysis.
Results for WT intestine revealed a total of 438 putative
editing sites (including apoB), 372 (85%) of which were
located in the 3′ UTR, and with the remainder residing in
5′ UTR (7; 1.6%), exonic (7; 1.6%) or intergenic regions
(52; 12%). We selected an arbitrary cutoff of 30% C-to-U
editing in 3' UTR calls and then validated 56 of 70 calls
(80% true positive) in 54 RNAs (App mRNA was edited
at two sites) (Tables 1 and 2) by Sanger sequencing,
including cohort validation of a subset of 23 of the 31
RNA targets identified by Rosenberg et al. [16] (74% true
positive) (Table 1). Of the seven exonic sites (six RNAs),
two were in apoB (one novel), two others were previously
unreferenced SNPs, and the remaining three were false
positives based on Sanger sequencing (Table S1A in
Additional file 1). C-to-U RNA editing efficiency among
the novel 3′ UTR targets ranged from 31 to 84% (Table 2).
Together the results (Tables 1 and 2) identify 54 validated
Apobec-1-dependent RNA editing targets from mouse
intestine, 32 of which have not been reported previously.
We attempted to account for discordances between our

results and those of Rosenberg et al. [13] (Table S1B in
Additional file 1). In two instances, miscalled bases reflected
the spurious mapping of reads with errors to a small re-
gion ('island') of otherwise unexpressed paralogs of an
unedited expressed gene. In one instance the location of
the editing site was within a homopolymeric stretch of
six thymidine residues (Table S1B in Additional file 1),
known to be vulnerable to nucleotide insertions [17].
Four targets (BC003331, Ptpn3, Rb1 and Abcb7) were
below our 30% editing threshold, but Sanger sequen-
cing nevertheless validated these mRNAs as Apobec-1
targets (Table S1C in Additional file 1). Finally, six
additional targets were originally identified in isolated
enterocytes [13], rather than from mucosal RNA as in the
current study. We then investigated whether the cellular
origin of the RNAs might account for these discordances.
Sites in Casp6 and Atf2 were sequence-validated using
isolated enterocyte RNA (Table S1D in Additional file 1).
The other four targets were not validated, for reasons that
remain to be determined.
Turning to hepatic RNA targets, we identified a total

of 39 putative editing sites, of which 27 were located in
3′ UTRs, with the remainder located in 5′ UTR (2; 5%),
exonic (6; 15%) and intergenic regions (4; 10%). Because
our filtering algorithms indicated fewer putative editing
targets in the liver compared to the small intestine, we
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undertook sequence validation of the entire set and con-
firmed 22 of 27 3′ UTR sites (81% true positive) distrib-
uted across 17 novel RNA targets (Table 3). Of these 17

liver targets, 11 were also verified by sequence analysis
in small intestine, and 6 were unique to liver (Table 3
and Figure 1). Of the 11 RNAs edited in both liver and

Figure 1 RNA-seq identification of Apobec-1-dependent RNA-editing targets. (A) RNA-seq procedure and analyses of 3' UTR C-to-U calls
identified in wild-type (WT) small intestine and liver. Five murine lines with distinctive Apobec-1 expression profiles were used for intestinal
transcriptome analysis. Apobec-1-/- mice exhibit no intestinal or hepatic apoB RNA editing. Apobec-1Int/+, intestine-specific Apobec-1 transgenic
mice [15], were crossed with Apobec-1-/- mice generating Apobec-1Int/OHi and Apobec-1Int/OLo transgenic mice, with high (Hi) and low (Lo) levels
of Apobec-1 expression [15]. WT hepatic transcriptomes were compared to Apobec-1-/- mice. Apobec-1-/- + ad-Apobec-1 or ad-LacZ indicates
Apobec-1-/- mice injected with adenovirus expressing Apobec-1 or Lac Z. Overexpression of Apobec-1 in the liver restores apoB RNA editing.
Uniquely mapped reads were aligned to the C57BL/6 mouse genome (NCBI37/mm9) containing 23,334 reference genes. To minimize false positive
calls, sites identified in both WT and Apobec-1-/- mice, known SNPs from dbSNP128 and sites lying outside the gene boundaries were excluded. The
remaining sites were corrected for strand sense and qualified when supported by 3 minimum non-identical reads, a minimum frequency of 10% with
a minimum coverage of 10 reads. An arbitrary cutoff of 30% editing frequency was set to sequence-validate calls identified in the intestine. Due to the
low number of calls identified in WT liver, all calls (27) were sequenced. (B) Numbers of C-to-U editing events and RNAs Sanger-sequence-validated
(SSV). Blue circles represent the 56 3' UTR C-to-U calls identified in 54 WT intestine RNAs. Red circles show the 22 validated C-to-U sites identified in 17
hepatic RNAs. The shaded regions represent the 11 C-to-U sites or RNAs identified in both small intestine and liver. Forty-five sites were specific to the
intestine, 11 were liver-specific.
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small intestine, all revealed lower levels of editing in liver
(Serinc1: 60 to 66% in intestine by Sanger/RNA-seq
versus 9.5 to 38% in liver by Sanger/RNA-seq; Cd36: 85
to 84% in intestine by Sanger/RNA-seq versus 23 to 24%
in liver by Sanger/RNA-seq). Most of the shared liver-
intestine targets (7/11) were below our threshold for
RNA-seq, although Sanger sequencing revealed editing
ranging from 4 to 32% (Table 3). Of the six putative
exonic editing sites, two (apoB and a novel site in
BC005561), were Sanger sequence validated, while four,
not validated by Sanger sequencing, were considered as
false positives (Table S1E in Additional file 1).

Sequence context features for C-to-U RNA editing
Prompted by findings that a close or exact match to the
mooring sequence in apoB RNA was present in almost
every other Apobec-1-dependent editing site [16], we
examined the flanking sequence of editing sites identified
above for features that might explain why some RNAs are
edited at much higher efficiency than others. We found

the region flanking edited 3′ UTRs to be significantly
more AU-rich than a random set of 3′ UTRs in both
intestine and liver (Figure S1A,B in Additional file 1),
which was confirmed by examination of a 101-nucleotide
region overlapping the edited sites (Figure S1C,D in
Additional file 1). Nearest-neighbor nucleotide analysis
revealed a strong preference for adenosine and uridine
both upstream (-1) and downstream (+1) of the editing
site for both intestinal and liver targets (Figure S1E,F in
Additional file 1). However, mismatches in the mooring
sequence, which are required for apoB RNA editing [14],
did not correlate with intestinal target editing efficiency.
For example, Rab1 RNA contained a perfect match to the
consensus mooring site and demonstrated 32% editing,
while Reps2 RNA contained two mismatches yet exhibited
75% editing (Table S2 in Additional file 1). Thus, the
immediate sequence context favors Apobec-1-dependent
C-to-U RNA editing, but does not distinguish editing
targets by tissue type and does not explain the differences
in editing efficiency.

Table 1 Validation cohort of 3’ UTR Apobec-1 RNA targets

Rosenberg et al. [16] Current

RNA Chr Position Reference base Editing frequency Sanger RNA-seq Reads Sanger Edited/total

1. Sult1d1 5 87984364 (-) G 79% 82% 92% 26 91% (20/22)

2. Mfsd7b 1 192830761 (-) G 78% 78% 148 50% (10/20)

3. Aldh6a1 12 85772761 (-) G 56% 68% 38 50% (10/20)

4. Usp25 16 77116537 (+) C 50% 68% 44 58% (11/19)

5. Serinc1 10 57235791 (-) G 75% 66% 50 60% (12/20)

6. Tmem30a 9 79617629 (-) G 55% 65% 29 61% (11/18)

7. Bche 3 73442586 (-) G 36% 61% 52 64% (14/22)

8. 2010106E10Rik X 109671648 (+) C 46% 61% 544 54% (12/22)

9. Gramd1c 16 43981376 (-) G 29% 59% 68 68% (13/19)

10. Cmtm6 9 114658289 (+) C nd 54% 305 75% (15/20)

11. BC013529 1 152209582 (-) G 45% 50% 35 40% (8/20)

12. Cyp4v3 8 46391931 (-) G 38% 36% 49% 3381 29% (5/17)

13. Sh3bgrl X 106355759 (+) C 30% 20% 43% 70 40% (8/20)

14. Clic5 17 44416335 (+) C 31% 37% 1243 23% (5/22)

15. App 16 84954758 (-) G 21% 34% 221 4% (1/22)

App 16 84955113 (-) G 21% 30% 1539 21% (4/19)

16. Hprt1 X 50374459 (+) C 22% 31% 168 20% (4/20)

17. B2m 2 121978638 (+) C 18% 28% 803 27% (6/22)

18. Tmbim6 15 99239051 (+) C 20% 24% 1145 30% (6/20)

19. Rnf128 X 136207009 (+) C 20% 24% 779 18% (4/22)

20. Rrbp1 2 143811725 (-) G 38% 22% 269 5% (1/20)

21. Sep15 3 144259976 (+) C 54% 15% 14% 738 23% (5/22)

22. Ank3 10 69486962 (+) C 36% 13% 400 5% (1/21)

23. Lrrc19 4 94304303 (-) G 26% 11% 26 4% (1/22)

(+) Sense strand.
(-) Antisense strand.
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Apobec-1 abundance modulates tissue-specific editing
efficiency
Previous work demonstrated that transgenic liver
overexpression of Apobec-1 produced additional editing
sites (so called ‘hyperediting’) in apoB mRNA and in other
targets [18,19]. In order to understand the importance of
Apobec-1 expression levels in editing target selection and
efficiency, we generated intestinal Apobec-1 transgenic
mice on either a WT or Apobec-1-/- background [15]
and compared editing efficiencies at different levels of
transgene expression among shared RNAs from the
indicated genotypes. Specifically, we compared editing

efficiencies of shared targets between WTand Apobec-1Int/+

and editing efficiencies of RNA targets shared between
Apobec-1Int/OLo and Apobec-1Int/OHi. Among Apobec-1-
dependent editing targets in WT mice (Table 2), a subset
demonstrated increased RNA editing in response to
increasing levels of Apobec-1 expression (Table S3A in
Additional file 1). For example, ATP6ap2 demonstrated 28
to 30% editing in WT and 57 to 62% with transgenic over-
expression (Apobec-1Int/+), but no detectable editing in
Apobec-1-/- mice. Similarly, editing efficiency of ATP6ap2
increased in Apobec-1Int/Hi versus Apobec-1Int/Lo mice
(Table S3A inAdditional file 1). The fold increase observed

Table 2 Wild-type intestine 3' UTR Apobec-1 RNA targets (>30% editing efficiency)

RNA Chr Position Reference base RNA-seq Reads Sanger Edited/total

1. Cd36 5 17288955 (-) G 84% 44 85% (17/20)

2. Reps2 X 158851906 (-) G 75% 12 50% (10/20)

3. Siglec5 7 50614573 (+) C 72% 43 10% (2/20)

4. Fmn1 2 113556683 (+) C 71% 17 65% (13/20)

5. 0610010O12Rik 18 36562329 (+) C 67% 2900 55% (11/20)

6. Mcmbp 7 135841366 (-) G 63% 155 30% (7/23)

7. Man2a1 17 65104330 (+) C 60% 119 15% (3/20)

8. Herc2 7 63486942 (+) C 60% 15 5% (1/20)

9. Ddx60 8 64516163 (+) C 59% 22 30% (6/20)

10. Tmem195 12 38308269 (+) C 56% 466 44% (11/25)

11. Mtmr2 9 13610423 (+) C 53% 19 25% (5/20)

12. Cyp2c65 19 39168358 (+) C 50% 1011 9.5% (2/21)

13 Cnih 14 47395982 (-) G 48% 25 59% (13/22)

14. Atp11c X 57477477 (-) G 46% 13 5% (1/19)

15. Sh3bgrl X 106356686 (+) C 45% 83 35% (7/20)

16. Fgl2 5 20883372 (+) C 42% 72 33% (7/21)

17. Nr1d2 14 19036726 (-) G 39% 82 25% (5/20)

18. Tmem135 7 96290044 (-) G 39% 28 20% (4/20)

19. Slc4a4 5 89668527 (+) C 38% 21 45% (9/20)

20. Dpyd 3 119134696 (+) C 38% 66 25% (5/20)

21. Ttc9c 19 8885447 (-) G 37% 16 18% (4/22)

22. Yes1 5 32989151 (+) C 36% 22 30% (6/20)

23. 1110020G09Rik 15 9038469 (+) C 36% 22 10% (2/20)

24. Actr2 11 19963383 (-) G 35% 52 41% (9/22)

25. Kctd12 14 103379573 (-) G 35% 63 28% (5/18)

26. Nr3c1 18 39571801 (-) G 33% 18 17% (4/24)

27. Skil 3 31018375 (+) C 33% 16 5% (1/20)

28. Ccny 18 9315769 (-) G 32% 25 25% (5/20)

29. Rab1 11 20125336 (+) C 32% 508 15% (3/20)

30. mCG_2776 6 8378189 (+) C 31% 36 20% (4/20)

31. Lrba 4 9503468 (+) C 31% 37 6% (1/16)

32. Dek 13 47181166 (-) G 31% 26 5% (1/20)

(+) Sense strand.
(-) Antisense strand.
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was variable among RNAs, ranging from 1.2- (Usp25)
to 4-fold (Rab1) in WT versus Apobec-1Int/+ mice and
from 3 to 80 fold in Apobec-1Int/Lo versus Apobec-1Int/Hi

mice. Occasional discordance was found for editing
efficiency as inferred from RNA-seq versus Sanger
sequencing. For example, Atp6ap2 in Apobec-1Int/Lo

mice demonstrated 52% editing by RNA-seq but only
4.5% by Sanger sequencing (1/22 clones edited). Overall,
most but not all RNA targets demonstrated increased
editing efficiency with increasing Apobec-1 expression
(Table S3A in Additional file 1).
Examination of eight hepatic RNA editing targets

identified in both WT and Apobec-1-/- mice following
ad-Apobec-1 transduction revealed increased editing
efficiencies for all shared targets from two- (Tmem30a)
to nine-fold (Serinc1) (Table S3B in Additional file 1).
Additional C-to-U editing sites (hyper-editing) were also
detected (Table S3C in Additional file 1); among the eight
shared targets, seven RNAs exhibited from one to nine

additional editing sites (Table S3C inAdditional file 1). In
addition, as noted above, alignment of nucleotides
flanking these edited sites revealed a strong preference
for A or U immediately upstream (96%) and down-
stream (92%) of the edited site, respectively (Figure S1F
in Additional file 1) and, as noted above, alignment with
the mooring sequence failed to reveal a predictive cor-
relation with hepatic editing efficiency (Table S4 in
Additional file 1).

In vitro validation of Apobec-1-dependent RNA editing
Because C-to-U RNA editing of a synthetic apoB RNA
template can be accomplished using recombinant
Apobec-1 and ACF, we asked if editing of these novel
targets might also be replicated in an in vitro system.
We used a cell-free in vitro editing assay in which RNA
from Apobec-1-/- liver was incubated with tissue S100
extract and analyzed by poisoned primer extension
analysis [9]. This strategy was employed on two candidate

Table 3 Wild-type liver 3’ UTR Apobec-1 RNA targets

RNA Chr Position Reference base RNA-seq Reads Sanger Edited/total

1. Serinc1 10 57235791 (-) G 38% 186 9.5% (2/21)

2. Dcn* 10 96980667 (+) C 30% 104 14% (3/21)

Dcn* 10 96980535 (+) C 14% 370 14% (3/21)

3. Cd36 5 17288955 (-) G 24% 45 23% (5/21)

4. Cybb* X 9012717 (-) G 23% 13 18% (4/22)

Cybb* X 9012852 (-) G 23% 13 4.5% (1/22)

Cybb* X 9013390 (-) G 14% 21 14% (2/16)

5. Colec10* 15 54297696 (+) C 18% 17 5% (1/20)

Colec10* 15 54295026 (+) C 13% 39 5% (1/20)

6. Ube2l3* 16 17152203 (-) G 16% 271 45% (9/20)

7. Abcc9* 6 142538042 (-) G 14% 28 14% (3/22)

Abcc9* 6 142538035 (-) G 11% 52 18% (4/22)

8. Aldh6a1 12 85772761 (-) G 12% 854 14% (3/22)

9. Tmem30a 9 79617629 (-) G 11% 95 8% (2/23)

10. Mpeg1* 19 12539179 (+) C 11% 66 5% (1/21)

11. Usp25 16 77116537 (+) C BTa 12 9% (2/22)

12. Sh3bgrl X 106355759 (+) C BTb,c 49 17% (3/18)

13. Cmtm6 9 114658289 (+) C BTb,c 147 4% (1/22)

14. Sep15 3 144259976 (+) C BTb 379 19% (4/19)

15. Cyp4v3 8 46391931 (-) G BTb 350 14% (3/22)

16. Rnf128 X 136207009 (+) C BTb,c 260 32% (7/22)

17. B2m 2 121978638 (+) C BTb 8013 9% (2/21)

BT, below threshold.
aLess than three reads supporting C-to-U editing.
bLess than 10% C-to-U editing.
cDoes not have one read per strand.
(+) Sense strand.
(-) Antisense strand.
RNAs with asterisk are liver-specific (compare Figure 1).
Remaining RNAs are shared between liver and intestine.
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RNAs, selected based on their prior identification in small
intestine [16] and independently in brain [4]. We found
that Dpyd was approximately 30% edited (Figure 2A), while
Tmbim6 site 99239051 demonstrated almost complete
editing with increasing amounts of WT extracts. For both
RNAs, editing was absent in extracts prepared from
Apobec-1-/- mice (Figure 2B). C-to-U RNA editing
could not be replicated using recombinant Apobec-1
and ACF alone (Figure 2B), conditions previously
shown to support in vitro RNA editing of apoB [9]. We
note that other targets, including Cmtm6, Sh3bgrl,
Serinc1 and Cyp4v3, failed to replicate C-to-U editing in
this cell-free system (data not shown). Together these

findings show that Apobec-1 is required for C-to-U RNA
editing and suggest that other factors in addition to ACF
may be required for target selectivity and in vitro C-to-U
deamination.

Nucleo-cytoplasmic distribution of edited RNAs
Earlier studies demonstrated that apoB RNA undergoes
post-transcriptional RNA editing in the nucleus of rat liver
[20]. Those findings demonstrated that C-to-U RNA edit-
ing was virtually complete on spliced, polyadenylated
intranuclear apoB RNA and that little if any additional
editing took place in the cytoplasmic compartment [20].
We confirmed that >90% intestinal apoB RNA was edited

Figure 2 In vitro editing assay of 3' UTR targets. Total hepatic RNA from Apobec-1-/- mice was incubated with increasing amounts of WT
hepatic S100 extract. RNA was used for cDNA synthesis followed by PCR amplification of Apobec-1 3′ UTR targets using specific targets. (A) Endogenous
Dpyd RNA editing of cytidine 119134696 was determined by poisoned primer extension. The relative mobility of the unedited (C 4696) and edited
product (U 4690) is indicated to the right. Vertically is shown the sequence surrounding the editing site. The targeted cytidine is indicated in red. Upon
editing, the primer extension reaction proceeds until the next C (represented in green). The 32P-labeled primer is shown in blue. (B) Endogenous Tmbim6
RNA editing of cytidine 99239051. Total hepatic RNA from Apobec-1-/- mice was incubated with recombinant Apobec-1 and ACF or with increasing
amounts of hepatic WT S100 extract. C-to-U editing of cytidine 9051 was determined by poisoned primer extension. To the right is shown the sequence
surrounding the editing site. The edited cytidine (9051) is shown in red. Cytidine 9043 also appears to be targeted, resulting in an extension product
terminating at cytidine 9035.
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at the canonical site (6666) in both nucleus and cyto-
plasm, but in addition observed several subpopulations of
edited apoB RNAs with distinctive nucleo-cytoplasmic
distributions (Figure 3A). Specifically, intestinal nuclear

apoB RNA contained a cluster of C-to-U sites distributed
between positions 6702 and 6968 in addition to the
canonical 6666 site (Figure 3A). None of these sites was
edited in liver RNA (Figure 3B). Unexpectedly, intestinal

Figure 3 Nucleo-cytoplasmic distribution of Apobec-1-dependent mRNA editing targets. (A,B) Distribution of WT small intestine (A) and
hepatic (B) edited apoB RNA. A 738 bp amplicon (nucleotides 6,508 to 7,246) from nuclear and cytoplasmic apoB mRNA was cloned and
sequenced. Twenty-two clones from each subcellular fraction (from three independent nuclear-cytoplasmic isolations) were analyzed. Left panel:
graphic representation of percentage of edited clones in nuclear and cytoplasmic apoB RNA. Right panel: targeted cytidines identified in nuclear
apoB RNA are indicated with green circles; cytidines identified in cytoplasmic apoB RNA are represented by blue circles. All cytidines are aligned
with the nucleotide position to the left. (C) Nuclear-cytoplasmic distribution of intestinal Apobec-1 3′ UTR targets identified by RNA-seq and
validated by Sanger sequencing. A 550 bp (ATP6ap2) and a 667 bp (Usp25) amplicon were generated from nuclear and cytoplasmic RNA and
analyzed by sequencing 19 to 22 clones. For both ATP6Ap2 and Usp25 RNAs, the edited RNA is predominantly exported to the cytoplasm.
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nuclear apoB RNA also demonstrated extensive (>90%)
exonic C-to-U editing at positions 6583 and 6659. These
sites were again not edited in liver RNA (Figure 3B). RNA
editing at position 6583 modifies an ACA to an AUA
codon, resulting in a threonine to isoleucine substitution,
while editing at position 6659 (UAC to UAU) is a silent
modification (Tyr-Tyr) (Figure 3A). In addition, a much
lower proportion (19 to 33%) of cytoplasmic apoB RNA
contained these two additional edited exonic sites (6583,
6659) compared with what was observed (approximately
90%) in the nucleus.
We next turned to the nucleo-cytoplasmic distribution

for other editing targets. For Atp6ap2, we identified two
edited sites (positions 12193607 and 12193524; Figure 3C).
Atp6ap2 RNA edited at both sites was detected only in the
cytoplasm and at low frequency (4%, 1/22 clones edited).
By contrast, Atp6ap2 RNA containing only the edited site
12193607 was abundantly represented in cytoplasm
(45%, 10/22 edited clones) compared to nucleus (23%, 5/22
edited clones sequenced). For Usp25, we identified only a
single RNA population edited at site 77116537 and found
68% of the transcripts containing the edited site in
cytoplasm (13/19 edited clones) but only 18% editing
in nuclear transcripts (4/22 edited clones). Among the
testable hypotheses to account for these observations
is that RNA editing of Atp6ap2 and Usp25 may favor
cytoplasmic export or influence the pathways modulating
turnover of the edited RNA. The extent to which other
edited RNAs show differences in subcellular distribution
remains to be determined.

Apobec-1-mediated changes in mRNA abundance and
microRNA seed sites
We next asked whether RNA editing exerts functional
effects on the modified transcripts. We undertook
transcriptome-wide comparison of intestinal mRNA
abundance of the 58 validated editing targets, of
which 32 derived from Table 2, 22 from Table 1, and
4 from Table S1B in Additional file 1. The data show that
approximately half (27) were significantly down-regulated
in Apobec-1-/- intestine (lower FPKM (fragments per
kilobase of exon per million), as inferred from RNA-seq
alignment frequency; see Materials and methods) and a
subset of these same samples were validated with quantita-
tive PCR (Table S5 in Additional file 1). The remainder
showed either no change or (in a single case, Dek) a trend
to increased mRNA abundance (more than two-fold) in
Apobec-1-/- mice (Table S5 in Additional file 1). Simi-
lar analysis of liver RNA revealed one target (Cd36)
down-regulated (more than two-fold) in Apobec-1-/-, but
the majority of targets (11/16) showed no change in
expression (Table S6 in Additional file 1). Among the 335
differentially expressed mRNAs (Figure 4A), a subset of
17 demonstrated C-to-U RNA editing, although there was

no correlation between the extent of editing and mRNA
abundance (Figure S2A,B in Additional file 1).
Several studies show that A-to-I RNA editing modifies

microRNA (miRNA) sites and influences mRNA
abundance [5,21,22]. Accordingly, we investigated the
possibility that C-to-U editing might create, eliminate
or change the affinity of miRNA seed sequences that
in turn might influence gene expression. For intestinal
targets, the Siglec 5 editing site is contained within
four miRNA seed motifs (Table S7 in Additional file 1).
Interestingly, loss of Siglec5 RNA editing in Apobec-1-
deficient mice resulted in a nine-fold decrease in mRNA
abundance (Table S5 in Additional file 1) and not only
eliminates four of those miRNA sites (from WT mice),
but simultaneously creates five new seed motifs (Table S7
in Additional file 1). By contrast, C-to-U editing creates
miRNA seed motifs in five other RNA targets (App, Cnih,
Β2m, Mtmr2 and Sh3bgrl) that show no change in mRNA
expression (Table S7 in Additional file 1). For liver samples,
loss of CD36 editing in Apobec-1-/- mice led to a two-fold
mRNA decrease compared to WT samples, yet simul-
taneously eliminated a miRNA seed motif (Table S8 in
Additional file 1). Furthermore, RNA editing created
miRNA seed motifs in three other hepatic targets whose
mRNA abundance either increased in Apobec-1-/- mice or
remained unchanged (Table S8 in Additional file 1).
Taken together, the findings reveal no consensus mechan-
ism by which C-to-U editing within the 3′ UTR alters
miRNA binding sites and influences mRNA abundance.

Apobec-1-dependent C-to-U RNA editing influences
protein abundance
Since we did not observe a consensus mechanism by
which RNA editing regulates mRNA abundance, we
asked if RNA editing might influence translational
efficiency. We turned to a proteome-wide approach
using mass spectrometry-based shotgun proteomics in
conjunction with metabolic labeling for quantification
to identify 893 proteins that were differentially expressed
in small intestine from WT versus Apobec-1-/- mice
(Table S9 in Additional file 1). Comparison with our
transcriptome-wide analyses revealed 26 differentially
expressed proteins encoded by an RNA target of
Apobec-1 dependent C-to-U editing (Figure 4A; Table S10
in Additional file 1). Using a two-fold change in protein
expression as a cutoff, we demonstrated a concordant in-
crease in both mRNA and protein expression in WT com-
pared to Apobec-1-deficient mice in 10 targets (Table S10
in Additional file 1). One additional target (Ido1)
showed a decrease in both RNA and protein abundance
in WT compared to Apobec-1-deficient mice (Tables S10
and S11 in Additional file 1). We confirmed this pattern
of differential intestinal protein expression for two targets,
Cd36 (which showed the greatest magnitude of C-to-U
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RNA editing, 84%) and Ido1 (Figure 4B,C). Cd36 RNA was
demonstrated to be approximately two-fold down-
regulated in Apobec-1-/- intestine (FPKM and quantitative
PCR) (Table S5 in Additional file 1). Western blot analysis
showed an approximately four-fold decrease of Cd36 pro-
tein expression in Apobec-1-/- intestine (Figure 4B). Analysis
of Ido1 revealed a trend towards increased protein expres-
sion in Apobec-1-/- intestine, consistent with the find-
ings from the proteomic survey (Figure 4C).

In seeking an explanation for the changes in protein
expression, we considered the possibility that RNA edit-
ing influenced mRNA translation by shifting transcript
distribution within translating ribosome subfractions.
WT intestinal extracts revealed 95% apoB RNA segregated
into polysomal fractions while apoB RNA from Apobec-1-
deficient mice was distributed into both polysome and
monosome fractions (Figure 5A,B). We extended this
analysis to editing targets that demonstrated alterations in

Figure 4 Apobec-1 editing targets in relation to RNA and protein expression. (A) Schematic representation of Apobec-1-dependent editing
targets in relation to RNA and protein expression. Total proteins were extracted from WT Apobec-1-/- intestine and submitted for proteomic analysis
(Materials and methods). The relative expression and editing status of the RNAs encoding the differentially expressed proteins were analyzed in parallel.
Data comparison between WT and Apobec-1-/- data sets revealed 238 Apobec-1 RNA editing targets (blue circle), 335 differentially expressed RNAs
(green circle) and 893 differentially expressed proteins (orange circle). Overlapping these three groups led to the identification of only 11 edited RNAs
showing altered expression concomitant with altered protein level: 10 RNAs and proteins were up-regulated in WT (blue upward arrow) and one RNA
and its protein product were down-regulated in WT compared to Apobec-1-/- (red downward arrow). (B) Reduced expression of Cd36 in intestinal
extracts from Apobec-1-/- mice. Total cell lysates from three individual WT mice and four individual Apobec-1-/- animals were separated by SDS-PAGE
probed with an anti-Cd36 and anti-α-actin antibody. * Indicates p < 0.05 for difference in protein abundance (C) Trend to increased expression of Ido1
protein expression in western blots of intestinal extracts from two individual Apobec-1-/- mice and two individual WT mice, normalized to α-actin as a
loading control. Error bars represent mean ± se of relative protein abundance by genotype.
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both mRNA and protein abundance. Cyp2c65 RNA from
WT mice fractionated predominantly into polysomes but
Apobec-1-deficient mice showed distinctive populations of
RNA associated with monosome fractions (Figure 5C). By
contrast, intestinal Hpgd mRNA revealed virtually over-
lapping profiles in WT and Apobec-1-/- mice (Figure 5D).
Intestinal Cyp2j6 mRNA associated mostly with high
molecular weight polysome fractions in WT animals but
revealed a shift into lighter fractions in Apobec-1-/- mice
(Figure 5E). Intestinal Ido1 mRNA demonstrated a shift
into monosome-associated fractions in Apobec-1-/-

mice (Figure 5F). These findings together suggest that
Apobec-1 and C-to-U RNA editing individually influence
polysome loading of a subset of target RNAs (including
apoB), and (with the exception of Ido1 whose protein
abundance was increased in Apobec-1-deficient mice)
suggest a plausible mechanism whereby editing might
selectively influence protein expression (Table S10 in
Additional file 1).

Discussion and conclusions
Here we report a comprehensive, comparative analysis
of Apobec-1-dependent C-to-U RNA editing in mouse
intestine and liver and show that the functional effects
are both transcript- and tissue-specific. These tissues
were selected because they represent the dominant sites
of expression of both Apobec-1 as well as its canonical
target, apoB. Our approach included Sanger sequence
validation to reinforce the confidence of the findings
(74 to 81% true positive), an important consideration
in view of recent transcriptome-wide analyses reporting
approximately 49% false discovery rates for non A-to-I
RNA editing [5]. Given that we restricted our analysis to 3′
UTR targets and for the small intestine to targets showing
at least 30% C-to-U RNA editing, the findings represent a
conservative view of the scale of Apobec-1-dependent
C-to-U RNA editing and its functional implications.
We validated most but not all the findings of

transcriptome-wide Apobec-1-mediated RNA editing in
enterocytes [16]. Some of the discordances were

Figure 5 Polysomal distribution of Apobec-1 mRNA editing
targets. (A) Absorbance profile (A260) of fractions harvested from
WT (green) and Apobec-1-/- (blue) mouse small intestine cytoplasmic
extracts separated on sucrose gradients. Cytoplasmic extracts (two
to five preparations) were prepared, each with three to four animals
per genotype. (B) Sucrose gradient fractionation of apoB RNA from
WT (green) and Apobec-1-/- small intestine cytoplasmic extracts
(blue). ApoB RNA content in each fraction was analyzed in triplicate
by quantitative PCR. Data were normalized to the expression of 18S
mRNA and expressed as percentage of total apoB RNA. Data
represent the mean of four to five separate isolations. (C-F)
Polysomal distributions of Cyp2c65, Hpgd, Cyp2j6 and Ido1 RNAs,
respectively, evaluated by quantitative PCR as described above. WT
distribution (green), Apobec-1-/- distribution (blue).
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accounted for by differences in the optimized parameters
[23] used in the current report, including filters for
sequence quality, strand bias, distance to end of reads,
paired-end reads and genomic single nucleotide variants.
But it remains possible that other, cell-specific events,
including nutritional or circadian factors, might contribute
to the differences noted. In addition, the current findings
show a restricted subset of shared RNA editing targets
between intestine and liver. Other work showed 25%
overlap in RNA editing targets in mouse liver and
adipose [2], while another study found approximately 53
to 61% concordance in RNA editing (overwhelmingly
A-to-I) in seven mouse tissues (including brain and
liver but not small intestine) [4]. Nevertheless, among
those studies and in the present report, there was
conservation in the editing sites identified within each
target. The demonstration of fewer C-to-U editing targets
in the liver (27) compared to small intestine (372), as well
as the reduced range of hepatic (<45%) versus intestinal
(approximately 85%) editing efficiency, further emphasize
tissue-specific requirements for target selection and
cytidine deamination by the hepatic editing machinery. In
keeping with this suggestion, only a single edited site was
detected for apoB RNA editing in both nuclear and
cytosolic hepatic RNA, compared to eight additional
sites in intestinal apoB.
Examination of nuclear and cytoplasmic RNA targets

revealed unanticipated results. We found that nuclear
apoB RNA from WT intestine (but not liver) exhibited
extensive C-to-U editing at two exonic sites upstream of
the canonical site 6666, one of which (6583) introduces
a threonine to isoleucine coding change. There were
additional RNA editing sites in nuclear apoB RNA,
predominantly 3′ of the canonical site, which were
detectable at much lower levels in cytoplasmic RNA.
These findings suggest nuclear transcriptomes are
relatively enriched with C-to-U edited targets, as sug-
gested recently for A-to-I RNA editing [22]. Among the
possibilities to account for the observed differences in
nuclear versus cytoplasmic distribution and efficiency of
apoB RNA editing, it is tempting to speculate that nuclear
apoB transcripts edited at the canonical site may be
preferentially exported to the cytoplasm and/or that
C-to-U RNA editing influences nucleo-cytoplasmic
transport of apoB RNA in a site-specific manner.
These possibilities will require formal evaluation in
future studies. In this regard, it is worth noting that
both Apobec-1 and its RNA binding cofactor ACF
have been shown to shuttle between nuclear and
cytoplasmic compartments [24,25]. In addition, it
should be emphasized that the physiological relevance
of compartmentalization of editing targets remains
unresolved, with some studies showing A-to-I edited
RNAs to be retained in the nucleus [26] while others

found A-to-I edited mRNAs preferentially distributed
in cytoplasmic translating polysome fractions [27].
The finding that editing sites were concentrated in

3′ UTRs suggests a regulatory role in the transport,
stability, translation or other function of these targeted
RNAs. Elimination of A-to-I RNA editing in ADAR-null
flies resulted in upregulation of hundreds of RNAs [28]. By
contrast, we found that mRNA abundance of the majority
of edited mRNAs was either unchanged or decreased in
Apobec-1-deficient mouse intestine. In addition, while
other work has demonstrated ADAR-mediated editing of
both miRNAs and mRNAs [21], we found no evidence for
C-to-U editing of miRNAs from WT small intestine
(data not shown). That said, it is possible that either
Apobec-1 binding and/or editing affect the stability of
the target mRNA-polysome complexes and selectively
modulates translational efficiency. For example, RNAs
bound to a subset of yeast RNA binding proteins
interact with RNA recognition elements located in the
3′ UTR that, in turn, regulate translation [29]. It is worth
noting that the 26 differentially expressed proteins encoded
by Apobec-1 RNA targets (Table S10 in Additional file 1)
represent approximately 3% of the 893 differentially
expressed proteins (Figure 4A). By contrast, the 54
Apobec-1 C-to-U RNA editing targets identified by
RNA-seq (Tables 1 and 2) represent approximately
1.7% of the total proteins identified in our proteomic
survey (Materials and methods), suggesting a two-fold
enrichment of proteins encoded by Apobec-1 RNA
targets within the pool of differentially expressed proteins
(P-value 0.0163).
The search to understand the functional implications

of RNA editing led to another intriguing observation: a
subset of 10 targets exhibited downregulation of both
mRNA and protein abundance while a single edited
target, Ido1, was upregulated in Apobec-1-deficient
intestine. We confirmed that another highly edited
intestinal Apobec-1-dependent target, Cd36, also showed
concordant decreases in RNA and protein abundance in
Apobec-1 null mice. The functional implications of these
changes will require formal confirmation but targets
including Rfk, Tes, Pde5a, Yme1l1 and Ido1 have been
implicated in tumorigenesis [30-35]. This possibility is
intriguing in view of findings that Apobec-1 deletion
attenuates the tumor burden in ApcMin/+ mice [36] while
deficiency of Deadend1 (Dnd1), a paralog of ACF,
increases intestinal polyposis susceptibility in ApcMin/+

mice [37]. Among the down-regulated targets in Apobec-
1-deficient intestine, Cyp3a11, Cyp2c65, Abcd3, Cyp4v3
and Pde5a are either directly or indirectly modulated by
lipid mediators and it is possible that the changes
observed are a secondary consequence of alterations
in lipid flux rather than a direct effect of eliminating RNA
editing [35,38-40]. The consequences for intestinal lipid
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metabolism of the changes in the fatty acid translocase
Cd36 [41] are particularly intriguing and will be the focus
of future investigation. Alternatively, and by analogy to
events described with ADAR-mediated RNA editing, it is
conceivable that the changes in protein expression in
targets undergoing Apobec-1-dependent C-to-U RNA
editing could reflect subtle protein-RNA interactions that
influence polysome distribution and in turn modulate
gene expression [42]. The current findings demonstrate
that Apobec-1-dependent C-to-U RNA editing exerts
broad functional effects in a tissue-specific manner,
beyond its canonical target apoB and in most cases
unrelated to a restricted role in chylomicron assembly.

Materials and methods
Animals
All studies were performed using C57BL/6 from JAX
(C57BL/6J) or Apobec-1-/- mice (both genders) back-
crossed for >12 generations onto a C57BL/6 background.
Apobec-1Int/O mice and intestinal Apobec-1 transgenic
mice [15] were on a mixed background (C57BL/6 and
6xCBA). Apobec-1-/- mice were injected with 6 × 108

plaque-forming units of recombinant adenovirus en-
coding either β-galactosidase (Lac-Z) or rat Apobec-1
(ad-Apobec-1) resulting in hepatic Apobec-1 overexpres-
sion. Mice were 8 to 10 weeks old and fed an ad libitum
chow diet. All animals were treated following National
Institutes of Health guidelines and all protocols (#20130037)
were approved by the Washington University Institutional
Animal Care and Use Committee.

Accession numbers
RNA sequencing data from deep sequencing are available
in the Gene Expression Omnibus under the accession
number [GEO:GSE57910]. The mass spectrometry proteo-
mics data have been deposited to the ProteomeXchange
Consortium [43] via the PRIDE partner repository [44]
with the dataset identifier PXD001007.

RNA-seq library
Total RNA was extracted from intestinal mucosa from
WT, Apobec-1-/- and Apobec-1Int/O mice and from livers
isolated from WT, Apobec-1-/-, Apobec-1-/- + ad-LacZ
and Apobec-1-/- + ad-Apobec-1 mice (three mice per
genotype), using TRIZol reagent (Invitrogen, Grand
Island, NY, USA). DNAse-free RNAs were used for
cDNA preparation as previously described [6]. Pooled
RNA (10 μg) was subjected to oligo(dT) selection. After
chemical fragmentation RNA was reverse transcribed
using random hexamer and sequencing adapters (Illumina)
ligated to each end of double-stranded cDNA. The
fragments were then PCR-amplified using linker-specific
primers (Illumina). All libraries were diluted to 10 nM and
an equal volume of each sample was combined to form

the final sequencing pool that was run on an Illumina
HiSeq2000.

RNA-seq analysis
RNA-seq reads for each genotype were mapped to the
mouse reference genome (NCBI37/mm9) and single
nucleotide variants were called using a modified version
from [23]. Reads from each sample were mapped with
Bowtie version 0.12.8, with at most three mismatches,
suppressing all alignments for a particular read if more
than one reportable alignment exist for it, and using
only those alignments that fell into the best stratum The
alignment files were sorted and indexed using Samtools
version 0.1.18 [45]. Variants were called using the mpileup
command. We called a single nucleotide variant when at
least three independent reads support a non-reference
variant, and the variant is present at a minimum frequency
of 10% with minimum coverage of 10 reads and is
supported by at least one read per strand. Sites were
removed if they had three or more different observed
nucleotide variants and a minimum frequency greater than
1.5%. Editing candidate sites were required to have no
more than a 5% variant frequency in Apobec-1 knockout
genotypes. Known SNPs from dbSNP128 that were not
annotated as based on cDNA and sites lying outside of
the 5′ and 3′ gene boundaries were set aside, and the
remaining sites were corrected for strand sense. These
sites were then annotated using ANNOVAR [46] with a
splicing threshold of 5.

Sanger sequencing validation of Apobec-1-dependent
editing sites
Genomic DNA and total RNA were isolated from intes-
tine and liver of WT, Apobec-1-/-, Apobec-1Int/O and
Apobec-1-/- + ad-Apobec-1 mice. Genomic DNA was
prepared as follows: 100 ng of liver tissue was incubated
at 55°C overnight in 600 μl cell lysis solution (QIAGEN,
Valencia, CA, USA). After protein removal, DNA was
precipitated and resuspended. Total RNA was TRIzol-
extracted and subjected to cDNA synthesis using random
hexamers and MultiScribe Reverse Transcriptase from
High Capacity cDNA Reverse Transcription kit (Applied
Biosystems, Foster city, CA, USA). Both isolated genomic
DNA and cDNA were used as templates to amplify
sequences containing RNA-seq-identified Apobec-1-
dependent putative editing sites. PCR amplifications
were performed using Pfultra II DNA polymerase
(Agilent Technologies, Santa Clara, CA, USA). Primer
sequences are listed in Tables S13 and S14 in Additional
file 1. Quality-controlled PCR products were then cloned
into pCR-Blunt II-TOPO vector (Invitrogen) following
the manufacturer’s recommendations. Twenty individual
clones were sequenced using Applied Biosystems BigDye
terminator mix version 3.1. C-to-U calls are referred to as
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true positives when validated by Sanger sequencing. By
contrast, C-to-U calls made from RNA-seq but not
verified by Sanger sequencing are referred to as false
positives.

Nuclear-cytoplasmic RNA isolation
Intestines were harvested from three to four mice per
genotype. Preparation of nuclear and cytoplasmic
RNAs was undertaken as described [47]. Briefly, scraped
intestinal mucosa was resuspended in ice-cold buffer B
(10 mM tris pH 7.4, 140 mM NaCl, 1.5 mM MgCl2,
0.5% NP-40, 1 mM DTT, 20 units/μl RNAse inhibitor
(Promega Madison, WI, USA) and 1× protease inhibitor)
homogenized and centrifuged at 7,000 g for 10 minutes
at 4°C. Supernatant was saved as cytoplasmic fraction.
Nuclear pellets were resuspended in 2 volumes of buffer B
supplemented with one- tenth volume detergent (3.5%
sodium deoxycholate (w/v) and 6.6% Tween 20 (v/v))
incubated for 30 minutes at 4°C and centrifuged at 1,000 g
for 5 minutes. Supernatant was combined with the
previous cytoplasmic fraction and nuclear pellet was
rinsed once in buffer B. Cytoplasmic and nuclear
RNAs were extracted using TRiZol (Invitrogen) following
the manufacturer’s protocol, treated with DNAse (Ambion
Life Technology, Grand Island, NY, USA) and subjected to
cDNA synthesis as described above. Targets of interest
(apoB, Usp25 and ATP6ap2) were then PCR amplified
using specific primers (Table S13 in Additional file 1). PCR
products were cloned and sequenced as described above.

Protein extraction and western blotting
Scraped mucosa was homogenized in tissue lysis buffer
containing 20 mM Tris (pH 8), 0.15 M NaCl, 2 mM
EDTA, 1 mM sodium vanadate, 0.1 M sodium fluoride,
50 mM β-glycerophosphate, 5% glycerol, 2× protease
inhibitor (Roche Applied Science Indianapolis, IN, USA),
1% Triton, and 0.1% SDS. Aliquots of homogenate (60 μg
protein) were resolved by SDS-PAGE, transferred to
PVDF membrane, and probed with goat anti-CD36
antibody (AF2519, R&D Minneapolis, MN, USA),
mouse anti-IDO1 (BioLegend, San Diego, CA, USA).
Equal loading was verified using a rabbit anti-α-actin
antibody (Sigma-Aldrich St. Louis, MO, USA).

Polysome isolation
Each polysome isolation used three to four mice with
two to five isolations per genotype. Intestinal mucosa
was prepared in ice-cold phosphate-buffered saline
supplemented with 100 μg/ml cyclohexamine (Sigma,
St Louis, MO, USA) was incubated in 1 ml lysis buffer
(25 mM Tris-HCl pH 7.5, 250 mM NaCl, 5 mM MgCl2,
0.5 mM PMSF, 200 μg/ml heparin (Sigma), 5 mM dithio-
threitol, 20 U/ml RNAsin, 100 μg/ml cycloheximide, 1%
Triton X-100, 1× protease inhibitor). Scraped mucosa was

homogenized and centrifuged at 10,000 g for 10 minutes
at 4°C. The supernatant was loaded onto a 10 to 50%
sucrose gradient and centrifuged at 40,000 rpm for 2.25 h
at 4°C using an SWT41i rotor (Beckman Brea, CA, USA).
Fractions (900 μl) were collected from the bottom of the
gradient and 260 nm absorbance monitored by spectro-
photometry. RNA was phenol/chloroform extracted from
each fraction, precipitated, resuspended in 20 μl H2O and
used for cDNA synthesis followed by PCR amplification
of specific targets (apoB, Usp25, Atp6ap2). PCR products
were cloned and sequenced as described above.

In vitro editing analysis by poisoned primer extension
Total hepatic RNA was isolated from Apobec-1-/- mice
and treated with DNA-free reagent (Ambion). Resulting
RNA (1 μg) was incubated for 3 h at 30°C with variable
amount of hepatic S100 extract prepared from either
WT or Apobec-1-/- mice liver [9]. Following incubation with
S100 extracts, the RNA was phenol/chloroform extracted,
precipitated and resuspended in cDNA synthesis reaction
mix (High Capacity cDNA Reverse Transcription kit
(Applied Biosystems). Single-stranded DNA was then
subjected to PCR amplification using primers specific
for a Sanger-validated Apobec-1-dependent RNA target
followed by poisoned primer extension using γ-ATP 5′
end-labeled primer annealing approximately three to six
nucleotides downstream of the identified editing site
as previously described [9]. Extension products were
separated by electrophoresis on a 7 M urea-acrylamide gel
and analyzed by autoradiography.

Proteomics analysis
Total proteins were isolated from three WT and three
Apobec-1-/- intestine samples using a buffer containing 2%
SDS, 30 mM Tris pH 8, supplemented with protease inhibi-
tors (Complete EDTA-free, Roche), phosphatase inhibitors
(PhosStop, Roche) and benzonase (25 U/μl, Sigma).
Proteins were methanol/chloroform precipitated and
resuspended in urea/thiourea buffer (6 M/2 M, 30 mM Tris,
pH 8). Protein concentration was estimated using Bradford.
Unlabeled samples were mixed with a lys6-labeled
SILAC standard (analogously extracted from intestine
from lys6-labeled mice; Silantes GmbH, Munich,
Germany) at a ratio of 1:1. Samples were in-solution
digested [48] using Lys-C (Wako Richmond, VA, USA)
only. Peptides (200 μg) were separated by in-solution
isoelectric focusing (Offgel fractionator, Agilent) into
12 fractions over a pH range of 3 to 10. Fractionation
was performed according to the manufacturer’s protocol
with adaptations. Glycerol and ampholytes in the separation
buffer were reduced to 0.3% (original, 6%) and 0.1% (1%),
respectively. Peptides were focused for 20 kVhr and
harvested including a well washed with 50 μl 50:49:1
methanol:MilliQ:TFA for 15 minutes. Fractionated peptides
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were dried down with a speedvac (Eppendorf Hauppauge,
NY, USA) prior to desalting using C18 StageTips according
to [49]. The fractions obtained were individually sub-
mitted to liquid chromatography (LC) coupled to mass
spectrometry (MS) [48]. After trimming to avoid ampholyte
interference with data analysis using RecalOffline (Thermo-
Fisher Scientific Waltham, MA, USA), mass spectrometry
data were analyzed using the MaxQuant suite of algorithms
(version 1.3.0.5; Cox and Mann, 2008). The data were
searched against the Mus musculus UniProtKB protein
sequence database (as of 8 May 2013) consisting of 79,342
entries, including canonical and isoform sequences. Search
parameters were set as follows. Lys-C was selected with a
maximum of two missed cleavages. Precursor mass
tolerance was set to 20 ppm for the first search and
to 6 ppm for the main search. Oxidized methionines
and amino-terminal protein acetylation were allowed
as variable, carbamidomethylation as a fixed modification.
The false discovery rate for peptide and protein identifica-
tion was set to 1%. Minimum peptide length was set to 7
with no maximum. Peptide identification by chromatog-
raphy alignment and ID transfer ('match between runs')
was enabled and led to identification of 3,210 proteins.
Differentially expressed genes were identified by t-test
(significance cutoff of 0.1) in R, a language and environ-
ment for statistical computing and graphics [50].

Apobec-1-dependent editing sites: analysis of flanking
sequence features
Analysis of bases flanking the editing sites was performed
by aligning 10 nucleotides surrounding the editing sites
(5 nucleotides immediately upstream and 5 nucleotides
immediately downstream). Frequency plots and logos
were generated using the WebLogo application [51,52].
Identification of consensus mooring sequence was
performed by aligning 100 nucleotides surrounding the
editing sites and looking for the consensus mooring
sequence previously identified [16]. To determine the AU
content of the targeted 3′ UTRs, the average AU content
of both the full length 3′ UTR and a 101-bp window
surrounding each editing site were compared to the distri-
bution of 100,000 random sets of 101-bp windows in 3′
UTRs and whole 3′ UTRs of equivalent size.

Gene expression analysis
Differential gene expression analysis was performed
using the Tuxedo suite of tools [53]. RNA-seq reads
were mapped onto the transcriptome (mm9 UCSC
knownGene) using Bowtie version 2.0.0b7 [54] and
TopHat version 2.0.5 [54]. Differentially expressed genes
were called using fragments per kilobase of exon per
million fragments mapped (FPKM) and reported as a
measure of relative transcript abundance using Cufflinks
version 2.0.2 [55].

Statistical analysis
Degree of enrichment of the Apobec-1 targets was
represented by the difference in hypergeometric distribu-
tion using one-tailed Fisher’s exact test. Correlation
between editing frequency and fold protein expression is
reflected by Spearman’s rho (ρ) rank correlation coefficient.
Statistical significance was set at a P value <0.05. All
analyses were performed using Graphpad Prism 4.0
(GraphPad Software, Inc. La Jolla, CA, USA).

Additional file

Additional file 1: The following supplemental data are available with
the online version of this paper. Table S1A. lists WT intestinal Apobec-1
exonic targets. Table S1B-D. list WT intestine discordant RNA targets.
Table S1E. lists the WT liver Apobec-1 exonic targets. Table S2. shows
alignment of mooring sequence-like motifs of WT intestine Apobec-1 RNA
targets. Table S3A. lists intestinal RNA targets with increased editing efficiency
correlating with increased Apobec-1 expression. Table S3B. lists hepatic
C-to-U RNA editing targets shared in WT and Apobec-1-/- mice following
ad-Apobec-1 rescue. Table S3C. lists C-to-U editing targets shared between
WT and Apobec-1-/- + ad-Apobec-1 showing hyperediting following
ad-Apobec-1 rescue. Table S4. shows alignment of mooring sequence-like
motifs of WT liver Apobec-1 RNA targets. Tables S5 and S6. show,
respectively, RNA expression of intestinal and hepatic Apobec-1 targets.
Tables S7 and S8. show, respectively, intestinal and hepatic Apobec-1 editing
sites in miRNA seed sequences. Table S9. lists the proteins differentially
expressed between WT and Apobec-1-/- intestine. Table S10. shows intestinal
Apobec-1 RNA editing targets with altered protein expression. Table S11. lists
miRNA seed sequences in Apobec-1 C-to-U RNA editing targets with altered
RNA and protein expression. Tables S12 and S13. list primer sequences for
PCR amplification of, respectively, intestine and hepatic 3' UTR Apobec-1 RNA
targets. Figure S1. shows frequency plot analysis of nearest nucleotides
flanking Apobec-1 3' UTR RNA editing sites. Figure S2A,B. shows that the
extent of differential mRNA expression for each edited transcript is unrelated
to the percent C-to-U editing.

Abbreviations
ACF: Apobec-1 complementation factor; ADAR: adenosine deaminase acting on
RNA; ApoB: apolipoprotein B; FPKM: fragments per kilobase of exon per million;
miRNA: microRNA; PCR: polymerase chain reaction; SNP: single-nucleotide
polymorphism; UTR: untranslated region; WT: wild type.

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

Authors’ contributions
VB, NOD, JHN and AM designed the experiments. VB, EP, SS, MM, YL, SK,
AMB, HBH and JG conducted the experiments. EP and AM undertook the
bioinformatics analysis. VB, EP, NOD, JHN, SS, MM and AM analyzed the
results. SS, AMB, HBH and JG undertook the proteomic analyses. VB
undertook the RNA editing assays and polysome isolation and analyses. VB,
NOD, JHN, SS and AM wrote the manuscript with input from all the authors.
All authors read and approved the final manuscript.

Authors’ information
Ali Mortazavi, Joseph H Nadeau and Nicholas O Davidson shared supervision
of this work.

Acknowledgements
The authors wish to thank Jianyang Luo and members of the Davidson
Laboratory for help with the mouse breeding and for their helpful input and
support, as well as Shaima S Dib for assistance with the proteomics. AM was
supported by grants NIH U54HG006998 as well as EU-FP7 project STATegra
(306000). HBH, JG and the Proteomics Core at WCMC-Q were supported by
'Biomedical Research Program' funds at Weill Cornell Medical College in
Qatar, a program funded by Qatar Foundation. AMB was supported by a

Blanc et al. Genome Biology 2014, 15:R79 Page 15 of 17
http://genomebiology.com/2014/15/6/R79

http://www.biomedcentral.com/content/supplementary/gb-2014-15-6-r79-S1.pdf


grant from Qatar National Research Fund’s National Priority Research Program
(4-1267-1-194) to JG. JHN was supported by NCI grant CA75056. NOD was
supported by NIH grants, HL-38180, DK-56260 and P30 DK-52574. We thank
the Genome Technology Access Center in the Department of Genetics at
Washington University School of Medicine for help with genomic analysis. The
Center is partially supported by NCI Cancer Center Support Grant #P30
CA91842 to the Siteman Cancer Center and by ICTS/CTSA Grant# UL1TR000448
from the National Center for Research Resources (NCRR), a component of the
National Institutes of Health (NIH), and NIH Roadmap for Medical Research. Our
gratitude also extends to the PRIDE team at EBI and particularly to Attila Csordas
for support with depositing the proteomics data. This publication is solely the
responsibility of the authors and does not necessarily represent the official view
of NCRR or NIH.

Author details
1Department of Medicine, Washington University St Louis, St Louis, MO
63110, USA. 2Department of Developmental and Cell Biology and Center for
Complex Biological Systems, University of California Irvine, Irvine, CA 92697,
USA. 3Pacific Northwest Research Institute, Seattle, WA 98122, USA.
4Departments of Surgery, Washington University St Louis, St Louis, MO
63110, USA. 5Proteomics Core, Weill Cornell Medical College in Qatar, Doha,
Qatar.

Received: 6 January 2014 Accepted: 19 June 2014
Published: 19 June 2014

References
1. Gu T, Buaas FW, Simons AK, Ackert-Bicknell CL, Braun RE, Hibbs MA:

Canonical A-to-I and C-to-U RNA editing is enriched at 3′UTRs and
microRNA target sites in multiple mouse tissues. PLoS One 2012, 7:e33720.

2. Lagarrigue S, Hormozdiari F, Martin LJ, Lecerf F, Hasin Y, Rau C, Hagopian R,
Xiao Y, Yan J, Drake TA, Ghazalpour A, Eskin E, Lusis AJ: Limited RNA
editing in exons of mouse liver and adipose. Genetics 2013,
193:1107–1115.

3. Bahn JH, Lee JH, Li G, Greer C, Peng G, Xiao X: Accurate identification of
A-to-I RNA editing in human by transcriptome sequencing. Genome Res
2012, 22:142–150.

4. Danecek P, Nellaker C, McIntyre RE, Buendia-Buendia JE, Bumpstead S,
Ponting CP, Flint J, Durbin R, Keane TM, Adams DJ: High levels of
RNA-editing site conservation amongst 15 laboratory mouse strains.
Genome Biol 2012, 13:26.

5. Peng Z, Cheng Y, Tan BC, Kang L, Tian Z, Zhu Y, Zhang W, Liang Y, Hu X,
Tan X, Guo J, Dong Z, Liang Y, Bao L, Wang J: Comprehensive analysis of
RNA-Seq data reveals extensive RNA editing in a human transcriptome.
Nat Biotechnol 2012, 30:253–260.

6. Mortazavi A, Williams BA, McCue K, Schaeffer L, Wold B: Mapping and
quantifying mammalian transcriptomes by RNA-Seq. Nat Methods 2008,
5:621–628.

7. Nishikura K: Functions and regulation of RNA editing by ADAR
deaminases. Annu Rev Biochem 2010, 79:321–349.

8. Smith HC, Bennett RP, Kizilyer A, McDougall WM, Prohaska KM: Functions
and regulation of the APOBEC family of proteins. Semin Cell Dev Biol 2012,
23:258–268.

9. Blanc V, Davidson NO: Mouse and other rodent models of C to U RNA
editing. Methods Mol Biol 2011, 718:121–135.

10. Chen Z, Eggerman TL, Patterson AP: ApoB mRNA editing is mediated by a
coordinated modulation of multiple apoB mRNA editing enzyme
components. Am J Physiol Gastrointest Liver Physiol 2007, 292:G53–G65.

11. Lellek H, Kirsten R, Diehl I, Apostel F, Buck F, Greeve J: Purification and
molecular cloning of a novel essential component of the apolipoprotein
B mRNA editing enzyme-complex. J Biol Chem 2000, 275:19848–19856.

12. Mehta A, Kinter MT, Sherman NE, Driscoll DM: Molecular cloning of
apobec-1 complementation factor, a novel RNA-binding protein involved
in the editing of apolipoprotein B mRNA. Mol Cell Biol 2000,
20:1846–1854.

13. Rosenberg BR, Dewell S, Papavasiliou FN: Identifying mRNA editing
deaminase targets by RNA-Seq. Methods Mol Biol 2011, 718:103–119.

14. Backus JW, Smith HC: Apolipoprotein B mRNA sequences 3′ of the editing
site are necessary and sufficient for editing and editosome assembly.
Nucleic Acids Res 1991, 19:6781–6786.

15. Blanc V, Xie Y, Luo J, Kennedy S, Davidson NO: Intestine-specific expression of
Apobec-1 rescues apolipoprotein B RNA editing and alters chylomicron
production in Apobec1(-)/(-) mice. J Lipid Res 2012, 53:2643–2655.

16. Rosenberg BR, Hamilton CE, Mwangi MM, Dewell S, Papavasiliou FN:
Transcriptome-wide sequencing reveals numerous APOBEC1 mRNA-editing
targets in transcript 3′ UTRs. Nat Struct Mol Biol 2011, 18:230–236.

17. Minoche AE, Dohm JC, Himmelbauer H: Evaluation of genomic
high-throughput sequencing data generated on Illumina HiSeq and
genome analyzer systems. Genome Biol 2011, 12:R112.

18. Yamanaka S, Balestra ME, Ferrell LD, Fan J, Arnold KS, Taylor S, Taylor JM,
Innerarity TL: Apolipoprotein B mRNA-editing protein induces
hepatocellular carcinoma and dysplasia in transgenic animals. Proc Natl
Acad Sci U S A 1995, 92:8483–8487.

19. Yamanaka S, Poksay KS, Arnold KS, Innerarity TL: A novel translational
repressor mRNA is edited extensively in livers containing tumors caused
by the transgene expression of the apoB mRNA-editing enzyme.
Genes Dev 1997, 11:321–333.

20. Lau PP, Xiong WJ, Zhu HJ, Chen SH, Chan L: Apolipoprotein B mRNA
editing is an intranuclear event that occurs posttranscriptionally
coincident with splicing and polyadenylation. J Biol Chem 1991,
266:20550–20554.

21. Borchert GM, Gilmore BL, Spengler RM, Xing Y, Lanier W, Bhattacharya D,
Davidson BL: Adenosine deamination in human transcripts generates
novel microRNA binding sites. Hum Mol Genet 2009, 18:4801–4807.

22. Chen L: Characterization and comparison of human nuclear and
cytosolic editomes. Proc Natl Acad Sci U S A 2013, 110:E2741–E2747.

23. Park E, Williams B, Wold BJ, Mortazavi A: RNA editing in the human
ENCODE RNA-seq data. Genome Res 2012, 22:1626–1633.

24. Chester A, Somasekaram A, Tzimina M, Jarmuz A, Gisbourne J, O’Keefe R,
Scott J, Navaratnam N: The apolipoprotein B mRNA editing complex
performs a multifunctional cycle and suppresses nonsense-mediated
decay. EMBO J 2003, 22:3971–3982.

25. Blanc V, Henderson JO, Kennedy S, Davidson NO: Mutagenesis of apobec-1
complementation factor reveals distinct domains that modulate RNA
binding, protein-protein interaction with apobec-1, and complementation
of C to U RNA-editing activity. J Biol Chem 2001, 276:46386–46393.

26. Zhang Z, Carmichael GG: The fate of dsRNA in the nucleus: a
p54(nrb)-containing complex mediates the nuclear retention of
promiscuously A-to-I edited RNAs. Cell 2001, 106:465–475.

27. Hundley HA, Krauchuk AA, Bass BL: C. elegans and H. sapiens mRNAs with
edited 3′ UTRs are present on polysomes. RNA 2008, 14:2050–2060.

28. St Laurent G, Tackett MR, Nechkin S, Shtokalo D, Antonets D, Savva YA,
Maloney R, Kapranov P, Lawrence CE, Reenan RA: Genome-wide analysis of
A-to-I RNA editing by single-molecule sequencing in Drosophila.
Nat Struct Mol Biol 2013, 20:1333–1339.

29. Hogan DJ, Riordan DP, Gerber AP, Herschlag D, Brown PO: Diverse
RNA-binding proteins interact with functionally related sets of RNAs,
suggesting an extensive regulatory system. PLoS Biol 2008, 6:e255.

30. Hirano G, Izumi H, Yasuniwa Y, Shimajiri S, Ke-Yong W, Sasagiri Y, Kusaba H,
Matsumoto K, Hasegawa T, Akimoto M, Akashi K, Kohno K: Involvement of
riboflavin kinase expression in cellular sensitivity against cisplatin. Int J
Oncol 2011, 38:893–902.

31. Segditsas S, Sieber O, Deheragoda M, East P, Rowan A, Jeffery R, Nye E,
Clark S, Spencer-Dene B, Stamp G, Poulsom R, Suraweera N, Silver A, Ilyas M,
Tomlinson I: Putative direct and indirect Wnt targets identified through
consistent gene expression changes in APC-mutant intestinal adenomas
from humans and mice. Hum Mol Genet 2008, 17:3864–3875.

32. Bianchini M, Levy E, Zucchini C, Pinski V, Macagno C, De Sanctis P, Valvassori L,
Carinci P, Mordoh J: Comparative study of gene expression by cDNA
microarray in human colorectal cancer tissues and normal mucosa. Int J
Oncol 2006, 29:83–94.

33. Tobias ES, Hurlstone AF, MacKenzie E, McFarlane R, Black DM: The TES gene at
7q31.1 is methylated in tumours and encodes a novel growth-suppressing
LIM domain protein. Oncogene 2001, 20:2844–2853.

34. Cherayil BJ: Indoleamine 2,3-dioxygenase in intestinal immunity and
inflammation. Inflamm Bowel Dis 2009, 15:1391–1396.

35. Tinsley HN, Gary BD, Keeton AB, Zhang W, Abadi AH, Reynolds RC, Piazza GA:
Sulindac sulfide selectively inhibits growth and induces apoptosis of
human breast tumor cells by phosphodiesterase 5 inhibition, elevation of
cyclic GMP, and activation of protein kinase G. Mol Cancer Ther 2009,
8:3331–3340.

Blanc et al. Genome Biology 2014, 15:R79 Page 16 of 17
http://genomebiology.com/2014/15/6/R79



36. Blanc V, Henderson JO, Newberry RD, Xie Y, Cho SJ, Newberry EP, Kennedy S,
Rubin DC, Wang HL, Luo J, Davidson NO: Deletion of the AU-rich RNA
binding protein Apobec-1 reduces intestinal tumor burden in Apc(min)
mice. Cancer Res 2007, 67:8565–8573.

37. Zechel JL, Doerner SK, Lager A, Tesar PJ, Heaney JD, Nadeau JH:
Contrasting effects of Deadend1 (Dnd1) gain and loss of function
mutations on allelic inheritance, testicular cancer, and intestinal
polyposis. BMC Genet 2013, 14:54.

38. den Bosch HM DV-v, Bunger M, de Groot PJ, Bosch-Vermeulen H, Hooiveld GJ,
Muller M: PPARalpha-mediated effects of dietary lipids on intestinal barrier
gene expression. BMC Genomics 2008, 9:231.

39. Makishima M, Lu TT, Xie W, Whitfield GK, Domoto H, Evans RM, Haussler MR,
Mangelsdorf DJ: Vitamin D receptor as an intestinal bile acid sensor.
Science 2002, 296:1313–1316.

40. Norkina O, Kaur S, Ziemer D, De Lisle RC: Inflammation of the cystic
fibrosis mouse small intestine. Am J Physiol Gastrointest Liver Physiol 2004,
286:G1032–G1041.

41. Drover VA, Ajmal M, Nassir F, Davidson NO, Nauli AM, Sahoo D, Tso P,
Abumrad NA: CD36 deficiency impairs intestinal lipid secretion and
clearance of chylomicrons from the blood. J Clin Invest 2005,
115:1290–1297.

42. St Laurent G 3rd, Savva YA, Reenan R: Enhancing non-coding RNA information
content with ADAR editing. Neurosci Lett 2009, 466:89–98.

43. EMBL-EBI: ProteomeExchange. [http://www.proteomexchange.org/]
44. Vizcaino JA, Deutsch EW, Wang R, Csordas A, Reisinger F, Rios D, Dianes JA,

Sun Z, Farrah T, Bandeira N, Binz PA, Xenarios I, Eisenacher M, Mayer G,
Gatto L, Campos A, Chalkley RJ, Kraus HU, Albar JP, Martinez-Bartolomé S,
Apweiler R, Omenn GS, Martens L, Jones AR, Hermjakob H: ProteomeXchange
provides globally coordinated proteomics data submission and dissemination.
Nat Biotechnol 2014, 32:223–226.

45. Li M, Wang IX, Li Y, Bruzel A, Richards AL, Toung JM, Cheung VG:
Widespread RNA and DNA sequence differences in the human
transcriptome. Science 2011, 333:53–58.

46. Wang C, Hanly EK, Wheeler LW, Kaur M, McDonald KG, Newberry RD: Effect
of alpha4beta7 blockade on intestinal lymphocyte subsets and
lymphoid tissue development. Inflamm Bowel Dis 2010, 16:1751–1762.

47. Holden P, Horton WA: Crude subcellular fractionation of cultured
mammalian cell lines. BMC Res Notes 2009, 2:243.

48. Liberski AR, Al-Noubi MN, Rahman ZH, Halabi NM, Dib SS, Al-Mismar R,
Billing AM, Krishnankutty R, Ahmad FS, Raynaud CM, Rafii A, Engholm-Keller K,
Graumann J: Adaptation of a commonly used, chemically defined medium
for human embryonic stem cells to stable isotope labeling with amino
acids in cell culture. J Proteome Res 2013, 12:3233–3245.

49. Rappsilber J, Ishihama Y, Mann M: Stop and go extraction tips for
matrix-assisted laser desorption/ionization, nanoelectrospray, and LC/MS
sample pretreatment in proteomics. Anal Chem 2003, 75:663–670.

50. The R Project for Statistical Computing. [http://www.r-project.org/index.
html]

51. WebLogo. [http://weblogo.berkeley.edu/]
52. Crooks GE, Hon G, Chandonia JM, Brenner SE: WebLogo: a sequence logo

generator. Genome Res 2004, 14:1188–1190.
53. Trapnell C, Roberts A, Goff L, Pertea G, Kim D, Kelley DR, Pimentel H,

Salzberg SL, Rinn JL, Pachter L: Differential gene and transcript expression
analysis of RNA-seq experiments with TopHat and Cufflinks. Nat Protoc
2012, 7:562–578.

54. Langmead B, Trapnell C, Pop M, Salzberg SL: Ultrafast and memory-efficient
alignment of short DNA sequences to the human genome. Genome Biol
2009, 10:R25.

55. Trapnell C, Williams BA, Pertea G, Mortazavi A, Kwan G, van Baren MJ,
Salzberg SL, Wold BJ, Pachter L: Transcript assembly and quantification by
RNA-Seq reveals unannotated transcripts and isoform switching during
cell differentiation. Nat Biotechnol 2010, 28:511–515.

doi:10.1186/gb-2014-15-6-r79
Cite this article as: Blanc et al.: Genome-wide identification and
functional analysis of Apobec-1-mediated C-to-U RNA editing in
mouse small intestine and liver. Genome Biology 2014 15:R79.

Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

Blanc et al. Genome Biology 2014, 15:R79 Page 17 of 17
http://genomebiology.com/2014/15/6/R79

http://www.proteomexchange.org/
http://www.r-project.org/index.html
http://www.r-project.org/index.html
http://weblogo.berkeley.edu/

	Genome-wide identification and functional analysis of Apobec-1-mediated C-to-U RNA editing in mouse small intestine and liver
	Please let us know how this document benefits you.
	Recommended Citation
	Authors

	Abstract
	Background
	Results
	Conclusions

	Background
	Results
	Overview
	Identification of novel intestinal and hepatic Apobec-1-dependent editing targets
	Sequence context features for C-to-U RNA editing
	Apobec-1 abundance modulates tissue-specific editing efficiency
	In vitro validation of Apobec-1-dependent RNA editing
	Nucleo-cytoplasmic distribution of edited RNAs
	Apobec-1-mediated changes in mRNA abundance and microRNA seed sites
	Apobec-1-dependent C-to-U RNA editing influences protein abundance

	Discussion and conclusions
	Materials and methods
	Animals
	Accession numbers
	RNA-seq library
	RNA-seq analysis
	Sanger sequencing validation of Apobec-1-dependent editing sites
	Nuclear-cytoplasmic RNA isolation
	Protein extraction and western blotting
	Polysome isolation
	In vitro editing analysis by poisoned primer extension
	Proteomics analysis
	Apobec-1-dependent editing sites: analysis of flanking sequence features
	Gene expression analysis
	Statistical analysis

	Additional file
	Abbreviations
	Competing interests
	Authors’ contributions
	Authors’ information
	Acknowledgements
	Author details
	References

