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Planarians are capable of regenerating any missing body part and present an attractive system for molecular
investigation of regeneration initiation. The gene activation program that occurs at planarian wounds to
coordinate regenerative responses remains unknown. We identified a large set of wound-induced genes during
regeneration initiation in planarians. Two waves of wound-induced gene expression occurred in differentiated
tissues. The first wave includes conserved immediate early genes. Many second-wave genes encode conserved
patterning factors required for proper regeneration. Genes of both classes were generally induced by wounding,
indicating that a common initial gene expression program is triggered regardless of missing tissue identity.
Planarian regeneration uses a population of regenerative cells (neoblasts), including pluripotent stem cells. A class
of wound-induced genes was activated directly within neoblasts, including the Runx transcription factor-encoding
runt-1 gene. runt-1 was required for specifying different cell types during regeneration, promoting heterogeneity in
neoblasts near wounds. Wound-induced gene expression in neoblasts, including that of runt-1, required SRF
(serum response factor) and sos-1. Taken together, these data connect wound sensation to the activation of specific
cell type regeneration programs in neoblasts. Most planarian wound-induced genes are conserved across meta-
zoans, and identified genes and mechanisms should be important broadly for understanding wound signaling and
regeneration initiation.
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Responses to wounds must be rapid and elicit the proper
reparative outcome. In highly regenerative animals,
wound responses trigger the initiation of missing body
part regrowth. However, the wound-induced gene pro-
grams that control regeneration initiation remain largely
uncharacterized. Because common wound repair path-
ways can be activated at animal wounds (e.g., grainy head
and extracellular signal-regulated kinase ½ERK� are active
at both Drosophila and mouse wounds) (Mace et al. 2005;
Ting et al. 2005), genetic study of regenerative model
systems has the potential to elucidate broadly used
wound response mechanisms that elicit regeneration.

Planarians (freshwater flatworms) are well known
for their capacity to regenerate any missing body part
(Reddien and Sánchez Alvarado 2004). Given the ease

with which gene expression and gene function can be
assessed in planarians using newly developed molecular
tools (Reddien et al. 2005a; Robb et al. 2008), planarians
present a powerful system for studying wound response
programs that mediate regeneration. Proliferating regen-
erative cells in adult Schmidtea mediterranea planarians
are called neoblasts (Reddien and Sánchez Alvarado 2004)
and include pluripotent stem cells (Wagner et al. 2011).
Neoblasts respond to injuries with two distinct phases of
cell division (Saló and Baguñà 1984; Wenemoser and
Reddien 2010), migration to wounds (Dubois 1949;
Wenemoser and Reddien 2010), and local differentiation
(Eisenhoffer et al. 2008; Wenemoser and Reddien 2010).
The first described neoblast response to injury (elevated
mitotic numbers) occurs within 3–6 h, is body-wide, and
is generically induced by wounding. This first response is
followed by a local, regeneration-specific proliferative
response (i.e., injuries that do not require significant
new tissue formation do not robustly elicit this response).
Molecular responses to wounds in planarians, however,
have not previously been systematically explored.
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In addition to closing wounds and triggering neoblast
responses, injury sites must specify regeneration pro-
grams appropriate to the identity of the lost tissue,
a process that remains mysterious. It is known that
Wnt signaling is activated to specify tail rather than
head regeneration at posterior-facing planarian wound
sites (Gurley et al. 2008; Iglesias et al. 2008; Petersen and
Reddien 2008, 2009; Adell et al. 2009). However, wnt1,
which activates the pathway, is generically induced at
all wound sites within 6 h following injury (Petersen and
Reddien 2009). The selectivity of Wnt activity for
posterior-facing wounds is accomplished by feedback
activation of the Wnt inhibitor notum at anterior-facing
wound sites in response to local tissue polarity (Petersen
and Reddien 2011). These observations indicate that
generic wound signaling might have an active role in
specification of tissue regeneration programs.

Using differential expression analysis, we identified
the transcriptional changes that occur in pre-existing,
differentiated tissue and in neoblasts following wounding
in planarians. We identified four categories of wound-
induced genes, differing in timing and location of expres-
sion. We show that RNAi of wound-induced genes can
lead to a variety of regeneration defects and identify a con-
nection between wounding and gene expression changes in
neoblasts for cell type specification in regeneration.

Results

Wound-induced genes in differentiated tissues

To identify genes associated with planarian regeneration
initiation, we performed expression microarray analyses
with RNA isolated from transversely amputated animals
at different time points post-injury (30 min to 12 h) (Fig.
1A). We reasoned that many important factors signaling
information about injuries would be induced in differen-
tiated cells adjacent to wounds. To distinguish between
wound-induced genes expressed in differentiated tissue
versus the neoblasts, we also performed expression micro-

array analyses on lethally irradiated (neoblast-depleted)
(Dubois 1949) animals (Fig. 1A). Three-hundred-seventy-
four genes were significantly up-regulated at any time point
in both irradiated and nonirradiated conditions and were
selected as candidates to be induced in differentiated
tissues. Three-hundred-eighty-eight genes were signifi-
cantly down-regulated and were not investigated further.
Two temporal gene expression waves were observed within
the first 12 h following wounding. The first wave (215
genes) (Supplemental Table S1) initiated ;30 min following
wounding and reached maximum expression by 3 h (Figs.
1B, 2A). The second wave (159 genes) (Supplemental Table
S1) initiated within 3–12 h following wounding, reaching
maximum expression at 6 h or later (Figs. 1B, 2C).

To validate the microarray data and determine the
spatial expression domains of wound-induced genes, we
assessed the expression of 108 of 374 identified wound-
induced genes using in situ hybridizations on amputated
fragments fixed at different times following injury.
Ninety-four tested genes displayed detectable wound-
induced expression (69 of 94, strong induction) (Supple-
mental Table S2). Genes that were activated within
30 min to 1 h and reached maximum expression by 3 h
were named ‘‘W1’’ genes (wound-induced class 1). Some
W1 genes displayed persisting (past ;6 h) expression,
and others showed transient (declining after ;1–3 h)
expression (Figs. 1B, 2A). For most tested W1 genes,
expression was near wounds and in many cell types,
including prominent expression in subepidermal cells
and epidermis (Fig. 2B; Supplemental Fig. S1). Multiple
W1 genes are homologous to ‘‘immediate early genes’’
in other organisms, including those encoding transcrip-
tion factors such as jun-1, fos-1, egr-2, egr-3, egr-4, and
egrl1 (Muller et al. 1984; Chavrier et al. 1988; Lamph
et al. 1988) and others encoding signaling proteins such
as pi3k-like protein, protein phosphatase 1-1, pim-1,
pim-2, pim-3, and multiple GTPase-encoding genes.
Immediate early genes are rapidly transcribed following
exposure to various stimuli in a translation-independent

Figure 1. (A) Cartoon illustrating microarray design and analysis. Irradiation eliminates neoblasts and their descendants. (B) Two
temporal waves of wound-induced gene expression occur in the differentiated tissue. The graph depicts three examples of wound-
induced expression in differentiated tissues. (First wave short) Genes are expressed within 30 min, but expression ceases within 6–12 h
following wounding (blue, Smed-egr-3). (First wave long) Genes are expressed within 30 min to 1 h, but expression is maintained beyond
12 h (green, Smed-fos-1). (Second wave) Genes are expressed within 3–12 h following wounding (red, TFPI-1).
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manner, can mediate long-term expression changes
(Greenberg et al. 1986; Almendral et al. 1988; Sonnenberg
et al. 1989), and are involved in processes ranging from
serum response to learning (Abraham et al. 1991; Iyer
et al. 1999).

The 159 genes expressed during the second wave
(expression peaking ;6 h after injury) were divided into
two categories, named W2 and W3, based on differences
in spatial expression patterns by in situ hybridizations
(Fig. 2D,E; Supplemental Fig. S1). W2 genes were mostly

Figure 2. Wound-induced genes activated in differentiated tissues are divided into three categories. (A) Heat map of selected genes that
are up-regulated early (30 min to 1 h) in differentiated tissues; log2(time point/intact); (red) up, (blue) down; P < 0.05. (B) W1 genes. In
situ hybridizations probing for genes in which wound-induced expression peaked within 3 h, typically initiating within 30 min to 1 h.
(C) Heat map of selected genes that are up-regulated late (3–12 h) in differentiated tissues; log2(time point/intact); (red) up, (blue) down;
P < 0.05. (D) W2 genes. In situ hybridizations probing for wound-induced genes between 3 and 12 h and with subepidermal expression at
the wound site. (E) W3 genes. In situ probing for wound-induced genes with epidermal expression between 3 and 12 h. (F,G) RNAi of
wound-induced genes can perturb regeneration. Animals were fed control, fos-1, or glypican-1 (gpc-1) RNAi food four times (day 0, day
4, day 8, and day 12) and were amputated 6 d later. (F) fos-1(RNAi) caused cyclopic animals with small blastemas and asymmetric
posterior blastemas (10 of 30); control (0 of 30). (G) gpc-1(RNAi) animals had indented blastemas (33 of 37), lacked dorsal–ventral
boundary marker expression (laminB, n = 8 of 8), and had midline defects (netrin1, n = 5 of 5) as shown in the graph to the right (distance
between netrin1+ ganglia, average 6 SD, P < 0.001, two-tailed Student’s t-test). Anterior region of animals is shown. netrin1 (Cebria and
Newmark 2005) labels a subset of the planarian nervous system. Live images, day 9; in situ hybridizations, day 8. (Red and white lines)
Amputation plane; (black arrows) up-regulated expression; (red arrows) down-regulated expression and regeneration defects; (UNIRR)
unirradiated; (IRR) 6000-rad irradiated. Intact animals and amputated trunk fragments are shown; anterior is to the left. Bars, 100 mm.

Wenemoser et al.

990 GENES & DEVELOPMENT



expressed subepidermally and at the wound site. W3 gene
expression, in contrast, occurred in the epidermis and
even far from wounds. Many W2 and W3 genes (Fig. 2C,D)
are predicted to encode secreted factors, such as signal-
ing proteins and matrix remodeling factors ½e.g., W2:
wntless, wnt1, inhibin-1, noggin-like1 (nlg1), follistatin,
glypican-1 (gpc-1), ADAM-1, and ADAM-2; W3: delta-1,
plasminogen-1, and tissue factor pathway inhibitor-1�
(Ogawa et al. 2002; Adell et al. 2009; Molina et al. 2009;
Petersen and Reddien 2009; Yan and Lin 2009). Some of
the eight W3 genes, including delta-1 (encoding a Delta-
like Notch ligand homolog) and a gene we named ‘‘ston’’
(encoding a novel protein), were densely expressed in
epidermal cells throughout amputated body fragments
between 6 and 12 h, but, notably, expression was ex-
cluded from the wound site (Fig. 2E; Supplemental Fig.
S1). A W3 gene we named ‘‘hadrian,’’ which encodes
a novel protein, was expressed around the entire periph-
ery (at the dorsal–ventral midpoint) of injured fragments
between 6 and 12 h following wounding, including at the
wound site (Fig. 2E; Supplemental Fig. S1) (hadrian and
ston are named after well-known walls). Homologs of
tissue factor pathway inhibitor-1 and plasminogen-1
(other W3 genes) were expressed similarly to hadrian
but were not expressed at the wound site (Supplemental
Fig. S1).

W1, W2, and W3 gene expression, which is irradiation-
insensitive (Fig. 2A,C), was found to occur in differenti-
ated cells (Fig. 2B,D,E; Supplemental Figs. S1, S2). Little
to no overlap was found between W1 and W3 or W2 and
W3 genes (Supplemental Fig. S2A). However, W1 and W1,
W2 and W2, and W1 and W2 genes were coexpressed in
numerous subepidermal cells at wounds (Supplemental
Fig. S2B–D). This suggests that a subepidermal popula-
tion of wound-responsive cells might mediate early re-
generation events. Moreover, these findings raise the
possibility of a functional relationship between W1 and
W2 genes.

Roles for W1 and W2 wound-induced genes
in regeneration

Potential roles of W1 genes include wound closure,
apoptosis, pathogen defense, activation of neoblast pro-
liferation, or regulation of W2 gene expression. Many W1
genes failed to display an RNAi phenotype, potentially
reflecting redundancy between the many activated genes.
RNAi of the W1 gene fos-1, however, which encodes
a member of the AP-1 family of transcription factors (Lee
et al. 1987), led to impaired regeneration, including
cyclopic blastemas and asymmetric tails (Fig. 2F).

We identified several W2 genes encoding members of
Wnt and TGF-b signaling pathways, some of which have
roles in body patterning during homeostasis and regener-
ation (Fig. 2C,D; Supplemental Table S1). Early wound-
induced expression of wnt1 (6 h) has been previously
described (Petersen and Reddien 2009); the W2 genes
wnt1 and wntless are known to be required for the
decision to regenerate a head or tail at transverse ampu-
tation planes (Adell et al. 2009; Petersen and Reddien

2009). Several W2 genes encode candidate TGF-b signal-
ing regulators, such as gpc-1, inhibin-1, nlg1, and folli-
statin. Previous studies found roles for Bmp signaling (a
subtype of TGF-b signaling) during regeneration and
patterning (Molina et al. 2007, 2011; Orii and Watanabe
2007; Reddien et al. 2007; Gaviño and Reddien 2011).
RNAi of gpc-1, which encodes a member of a class of
extracellular proteins (glypicans) that can be involved in
TGF-b, Hedgehog, or Wnt signaling (Yan and Lin 2009),
led to indented blastema regeneration lacking midline
expression for genes found at the dorsal–ventral boundary
(Fig. 2G; Supplemental Fig. S3). This phenotype is similar
to that observed previously following Bmp pathway in-
hibition (Molina et al. 2007, 2011; Orii and Watanabe
2007; Reddien et al. 2007; Gaviño and Reddien 2011). gpc-
1(RNAi) animals also displayed midline abnormalities
with the nervous system, similar to a phenotype caused
by RNAi of the BMP pathway component tolloid (Reddien
et al. 2007). These results regarding W2 genes, together
with prior work on wnt1 and the Wnt inhibitor notum
(Petersen and Reddien 2009, 2011), raise the possibility
that generic wounding activates body position control
genes, which subsequently regulate the regeneration out-
come (i.e., the identity of tissue regenerated) depending on
the tissue context of the wound.

W1 and W3 gene induction does not require de novo
protein synthesis

As described above, many W1 genes encode homologs of
immediate early genes, which by definition are expressed
independently of protein translation. We therefore tested
whether new protein synthesis was required for expres-
sion of planarian wound-induced genes. We chose the
NanoString nCounter platform (Geiss et al. 2008) to allow
quantification of expression and assessment of a defined
set of wound-induced genes under many conditions. We
amputated animals in water containing the translation
inhibitor cycloheximide (CHX) and quantified transcript
levels of 72 selected wound-induced genes (33 W1, 31 W2,
and eight W3) (Supplemental Table S3). We also included
seven constitutively expressed ‘‘housekeeping’’ genes as
controls and for normalization purposes in our probe set.

CHX treatment did not affect wound closure, and
treated animals appeared normal (Supplemental Fig.
S4A). At 1.5 h following wounding, induced expression
of most W1 genes tested (n = 32 of 33) was not inhibited
by CHX (Fig. 3A). Eleven of these W1 genes were over-
induced following amputation in CHX. This phenome-
non has been observed for immediate early genes in other
species (Kelley-Loughnane et al. 2002), and can be
explained if new protein synthesis is required for down-
regulation of expression after induction (Lau and Nathans
1987). W1 genes with translation-independent expression
can be considered classical immediate early genes. To
control for CHX efficiency, we performed control exper-
iments involving two rounds of amputation, allowing
longer CHX incubation times (Supplemental Fig. S4B).
Our findings were confirmed by in situ hybridization
on animals amputated in CHX (Fig. 3C,D; Supplemental
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Fig. S4C), and we obtained similar results using anisomy-
cin (Supplemental Fig. S4A,D), a second well-established
translation inhibitor (Grollman 1967).

At 8 h following injury in CHX, 27 (20 of 33 W1) genes
tested were hyperinduced (Fig. 3B,E). W3 genes (n = 5 of 8)
were among the hyperinduced genes (Fig. 3B,E), which

Figure 3. W1 and W3 gene expression does not require de novo protein synthesis, and injury is sufficient to induce the transcriptional
wound response. (A–E) Animals were amputated and kept in CHX (0.1 mg/mL) or DMSO (1:1000; control) until RNA was extracted at
the indicated time points following wounding. RNA hybridizations and counts were performed using the NanoString platform.
Expression changes, log2 ratios (P < 0.05); values, average 6 SEM. (Blue) W1; (red) W2; (green) W3. (A) Effects of CHX treatment at 1.5 h
following amputation. (B) W1 (n = 27 of 33) and W3 (n = 5 of 8) genes are unaffected or overinduced at 8 h following wounding in CHX,
whereas most W2 (n = 25 of 31) genes fail to induce strongly (see also Supplemental Table S3). (C) Cartoon illustrating the experimental
design. (D,E) In situ hybridizations of amputated trunk fragments; treatments, RNA probes, and time points are as indicated. (D) W1
genes are either unaffected or overinduced (n = 11) at 1.5 h following wounding in CHX. (E) In situ hybridizations confirm the effects of
CHX on W gene expression. (F) In situ hybridizations probing for expression of W1, W2, and W3 genes following different degrees of
injury at 3 h, 6 h, and 23 h, respectively. Probes are as indicated. Surgeries are illustrated on top; (red dotted line/circle) injury sites;
(black arrows) up-regulated expression; (double black arrows) overinduced expression; (red arrows) lack of/decreased expression;
anterior to the left. (Insets) Magnified version of the white rectangle area. Bars, 100 mm.
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was unexpected because these genes are induced much
later than W1 genes (between 6 and 12 h). The wound-
induced expression of the majority of tested W2 genes (n =
25 of 31 genes) was strongly inhibited by CHX treatment
(Fig. 3B,E), indicating that intermediate steps between
wound detection and W2 induction exist that require de
novo protein synthesis. Some W1 gene expression was
sensitive to CHX treatment at this time point (seven of
33) (Fig. 3B), indicating that maintenance of their wound-
induced gene expression requires new protein synthesis.
In summary, wound induction of W1 and W3 genes is
largely translation-independent, whereas wound induc-
tion of W2 genes is largely dependent on new protein
synthesis.

A common program of gene expression is activated
at diverse injuries, including those that do not elicit
blastema formation

To determine whether simple wounding (not requiring
blastema formation) or tissue loss (requiring blastema
formation for repair) are key determinants of wound-
induced gene expression, we generated a series of differ-
ent injury types. W1 and W2 genes were induced at every
tested wound type, ranging from a simple needle punc-
ture to transverse amputation, albeit to a lesser degree at
minor wounds (Fig. 3F; Supplemental Fig. S5A,B). Seven-
teen of 17 genes tested showed this generic wound
induction. This is consistent with described findings for
the wnt1 gene (Petersen and Reddien 2009). Therefore,
W1 and W2 gene expression is part of the general response
to wounding and is not specific to regeneration per se.
This does not exclude the potential existence of factors
expressed only at wounds where substantial regeneration
is required for repair. Long-term W1 and W2 expression
(at 23 h) was only maintained at wounds that required
substantial regeneration, and expression was restricted to
certain areas or certain wound types (nlg1, ventral
½Supplemental Fig. S5C; Ogawa et al. 2002�; wnt1, during
tail regeneration ½Petersen and Reddien 2009�). W3 genes
were also induced by both simple wounding and tissue
loss, with expression maintained beyond 23 h for all
injury types. Several W3 genes were expressed broadly,
except directly proximal to the wound site, even at minor
wounds (Supplemental Fig. S5D). We conclude that
simple wounding is sufficient to induce the transcrip-
tional changes associated with regeneration initiation.
We therefore hypothesize that later events and/or the
tissue context in which a common wound response
program is induced serve to tailor the regeneration pro-
gram to the identity of the missing tissue.

Wound-induced gene expression in neoblasts

The microarray experiment described above allowed
identification of 454 genes that were candidates to be
induced in neoblasts or to require the presence of neo-
blasts for their induction. These genes were up-regulated
in injured but otherwise untreated animals, but not in
injured irradiated animals lacking neoblasts, and were
classified as ‘‘W4’’ genes (Fig. 4A; Supplemental Table S4).

W4 genes include those predicted to encode transcription
factors, chromatin remodeling proteins, cell cycle factors,
and histone methyltransferases. Thirty-three of 43 tested
W4 genes were indeed expressed in irradiation-sensitive
parenchymal cells near wounds following injury (Fig. 4B),
consistent with expression occurring in neoblasts and/or
their immediate descendants. Thirty of 43 W4 genes
were normally expressed in neoblasts, with array data
therefore indicating that wounding simply increases
expression. Three of 43 genes tested—runt-1, runt-2,
and cdc25-1—displayed minimal to no detectable expres-
sion prior to injury (Fig. 4B) (cdc25-1 also displays
pharynx expression with an unknown role). runt-1 was
recently found to be expressed near planarian wounds,
included in a large set of genes activated in the first 3 d of
head regeneration (Sandmann et al. 2011), but the cells in
which it is expressed were unknown. Wound-induced
expression of all W4 genes tested was sensitive to trans-
lation inhibition by CHX, except for runt-2 (Supplemen-
tal Fig. S6A). Taking runt-1 as a sample W4 gene, we
observed, with quantitative PCR (qPCR), that runt-1 is
wound-induced, whereas a canonical neoblast gene
(smedwi-1) is not (Supplemental Fig. S6B). Furthermore,
runt-1 expression was not robustly induced following
feeding (another mitotic stimulus) (Baguñà 1974), indi-
cating specificity of response to injury (Supplemental Fig.
S6B). Double fluorescent in situ hybridizations with RNA
probes for neoblast markers and multiple W4 genes
confirmed expression in neoblasts (e.g., 319 of 319 runt-1+

cells were smedwi-1+) (Fig. 4C; Supplemental Fig. S6C).
These data indicate clear heterogeneity in gene expression
in neoblasts near wounds and provide some of the first
genetic insights into the gene expression changes that
occur in neoblasts during regeneration initiation.

Smed-SRF (serum response factor) and Smed-sos-1
mediate wound-induced gene expression in neoblasts

What connects wounds to gene expression changes in the
neoblasts? We performed RNAi of 15 genes that were
candidates to mediate wound sensation, selected based
on similarity to transcription factors and signaling proteins
that can mediate responses to stimuli in other animals. We
assessed potential requirements for these genes in
wound-induced gene expression using the NanoString
nCounter system. Eighteen W4 genes were selected as
probes (Supplemental Table S5). Moreover, probes for
72 other wound-induced transcripts and seven house-
keeping genes were included (Supplemental Table S3).
RNAi of two genes, Smed-SRF and Smed-sos-1, resulted
in specific defects in wound-induced gene expression.

Smed-SRF RNAi led to impaired induction of many W4
genes, such as cycB-1, cycB -2, cycBl, cdc25-1, and runt-1
(Fig. 4D). In situ hybridizations confirmed SRF RNAi
effects for runt-1, cdc25-1, and cycBl induction (Fig. 4D);
in contrast, W1 genes were typically not affected by SRF
RNAi (Supplemental Fig. S6D). Neoblasts can be recog-
nized by their >2N DNA content during replication and
division by flow cytometry (known as X1 cells) (Hayashi
et al. 2006). There were no significant differences in X1
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numbers between control and SRF(RNAi) animals, in-
dicating that the effect of SRF RNAi on W4 gene
expression levels is not explained by decreased neoblast
numbers (Supplemental Fig. S6E). The manner by which
SRF activity impacts wound induction is unknown, but
SRF encodes a homolog of serum response factor, a
MADS-box transcription factor (Norman et al. 1988) that
can regulate responses to stimuli (e.g., serum), consistent

with the possibility that SRF transduces wound stimuli to
transcriptional changes. SRF expression was not wound-
induced (Supplemental Fig. S6F), as can occur in other
species (Latasa et al. 2007). SRF(RNAi) animals regener-
ated smaller than normal blastemas (Supplemental Fig.
S6F; Reddien et al. 2005a). By 48 h after injury, expression
of W4 genes (e.g., runt-1) in SRF(RNAi) animals ulti-
mately reached normal levels, indicating incomplete SRF

Figure 4. Identification of wound-induced genes in neoblasts and their immediate descendants following wounding. (A) Heat map of
genes up-regulated (P < 0.05) in untreated amputated, but not irradiated amputated, animals ½log2(time point/intact); (red) up, (blue)
down�. (UNIRR) Unirradiated; (IRR) 6000-rad irradiated. (B) W4 genes. In situ hybridizations probing for wound-induced genes in
neoblasts. (*) The pharynx. (Right column) Fragments were irradiated 5 d prior to amputation. (C) Fluorescent in situ hybridizations;
W4 genes (runt-1, magenta) were coexpressed with neoblast markers (smedwi-1 and histone h2b) (n = 319 of 319); bars, 10 mm. (D,E)
RNA hybridizations and counts were performed using the NanoString platform at 3 h following wounding. In situ hybridizations are
shown at the right. (D) SRF RNAi is required for induction of multiple W4 genes. (Right) SRF RNAi impact on runt-1 expression was
strong at 3 h, but weak expression was detected at 6 h; therefore, blind scoring was performed at 6 h, and 31 of 34 were scored correctly.
(E) sos-1 RNAi affected wound-induced gene expression. Expression changes, log2 ratios (P < 0.01); values, average 6 SEM. Probes and
time points are indicated. (Black arrowheads) Up-regulated expression; (red arrowheads) absent/decreased expression; (white dotted
lines) amputation planes. Intact and amputated trunk fragments are shown; anterior is to the left. Bars, 100 mm.
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inhibition or the action of additional W4-activating
pathways (Supplemental Fig. S6G). This might provide
a candidate explanation for the mild regeneration defects
observed in SRF(RNAi) animals (Supplemental Fig. S6F).

Smed-sos-1 RNAi specifically affected wound induc-
tion of the W4 gene runt-1 and the W1 gene egr-2 in the
Nanostring nCounter data; these specific defects were
confirmed by in situ hybridizations (Fig. 4E). Sos is a
guanine nucleotide exchange factor (GEF) that can acti-
vate MAP kinase signaling pathways. RNAi of Smed-
sos-1 caused smaller blastemas and asymmetric tail
formation during regeneration (Supplemental Fig. S6H).
sos-1 is expressed in irradiation-sensitive cells following
wounding, among others, and is therefore itself a W4 gene
(Supplemental Fig. S6H). We conclude that SRF and sos-1
have important roles in the induction of wound-induced
gene expression in neoblasts.

Roles for W4 genes in regeneration

Following wounding, neoblasts change cell division prop-
erties (Saló and Baguñà 1984; Wenemoser and Reddien
2010), migrate to wounds (Dubois 1949; Wenemoser and
Reddien 2010), and begin differentiation programs that
eventually lead to regeneration of new tissues (Eisenhoffer
et al. 2008; Wenemoser and Reddien 2010; Lapan and
Reddien 2011; Scimone et al. 2011). A wound-induced
program in neoblasts presumably regulates aspects of
these transitions. We studied two W4 genes predicted to
encode Runt/Runx family transcription factors (Supple-
mental Fig. S7A)—the first transcription factors known
to be specifically wound-induced in neoblasts rapidly
(within 3–6 h) following injury—as case studies for un-
derstanding the linkage between injury and neoblast
regeneration programs. Runt transcription factors are
conserved throughout the Metazoa (Sullivan et al. 2008)
and have been implicated in the developmental balance
between cell proliferation and differentiation in many
systems (Coffman 2003). runt-1 was found recently to
be expressed at planarian wounds and required for eye
regeneration (Sandmann et al. 2011). Here, we found
runt-1 and runt-2 to be wound-induced in a subset of
neoblasts, raising the possibility that runt-1 and/or runt-2
activation in neoblasts near wounds helps transition
undifferentiated cells to differentiation.

To identify the role(s) of wound-induced runt-1 in
neoblasts, we performed expression microarray experi-
ments using RNAi animals and X1 neoblasts from RNAi
animals (Fig. 5A). Most X1 cells (;90%) express smedwi-1
(Reddien et al. 2005b); because all runt-1 cells express
smedwi-1 (see above), the X1 fraction from wounded
animals will contain the runt-1+ cells. The array data
demonstrated that inhibition of wound-induced runt-1
expression by RNAi was efficient (Fig. 5B). We found no
significant changes in numbers of X1s in runt-1(RNAi)
animals (Supplemental Fig. S7B). However, many genes
displayed aberrant expression in X1s from wounded
runt-1(RNAi) animals. Genes that failed to be up-
regulated following injury in runt-1(RNAi) X1 cells
encode homologs of transcription factors that have been

implicated in neuronal development: sp6-9 (Lapan and
Reddien 2011), hmx-1 (Wang et al. 2004), ap2 (Mitchell
et al. 1991), and soxP-5 (Fig. 5B; Lai et al. 2008). Other
transcription factors associated with neuronal develop-
ment, such as six3-1 (Pineda and Salo 2002), otxA
(Umesono et al. 1999; Lapan and Reddien 2011), and
pax6A (Pineda et al. 2002), were significantly overex-
pressed in runt-1(RNAi) neoblasts (Fig. 5B). Additional
gene types, such as those encoding cell cycle regulators,
were also affected by runt-1 RNAi. Several of the identi-
fied transcription factors (ap2, pax6A, and sp6-9) were
expressed within a subset of runt-1+ cells in wounded
animals (Fig. 5C). Because all runt-1+ cells express neo-
blast markers (smedwi-1) (Fig. 4C), these additional
transcription factors must also be induced in neoblasts
but were not broadly expressed in neoblasts in intact
animals (Supplemental Fig. S8A). Indeed, sp6-9 is known
to be expressed in neoblasts during regeneration of eyes
(Lapan and Reddien 2011). ap2 and pax6Awere also found to
be expressed in smedwi-1+ cells early (within 6–24 h)
following wounding (Fig. 5C). These data demonstrate that
substantial heterogeneity is induced in neoblasts by injuries.

runt-1 is required for specification of neuron and eye
precursors in the neoblast population after injury

In situ hybridizations revealed that runt-1 RNAi resulted
in decreased formation of sp6-9+ and ap2+ cells following
wounding, but increased formation of pax6A+ cells (Fig.
6A), as predicted by the microarray data described above.
Because X1 numbers are normal in runt-1(RNAi) animals
(Supplemental Fig. S7B), we conclude that this effect is
not simply explained by changes in numbers of neoblasts
in runt-1(RNAi) animals. The rapid defects in wound-
induced sp6-9, pax6A, and ap2 (detected by 9 h after
wounding in the microarray) is consistent with a defect
in initial wound-induced expression of these transcription
factors in runt-1(RNAi) neoblasts, as opposed to a defect in
proliferative expansion of such cells. Whether these tran-
scription factor+ neoblasts expand through cell division,
with runt-1 also involved in this process, is unknown.

sp6-9 is required for formation of planarian pigmented
optic cup progenitor cells and, consequently, optic cup
regeneration (Lapan and Reddien 2011). runt-1(RNAi)
animals had reduced numbers of sp6-9+/eya+ optic cup
progenitors at day 3 following amputation (Fig. 6B), pro-
viding a cellular explanation for impaired eye regenera-
tion in runt-1(RNAi) animals (Fig. 6B; Supplemental Fig.
S8B). Despite being important for eye formation during
regeneration, runt-1 was not visibly expressed in eye pre-
cursor cells or eyes themselves (Supplemental Fig. S8C),
in contrast to all previously reported planarian eye reg-
ulatory genes (Saló et al. 2002; Mannini et al. 2004; Lapan
and Reddien 2011). Moreover, as described above, in-
duction of runt-1 expression is specific to wounding
(Supplemental Fig. S6B). These observations suggest that
it is the wound-induced expression of runt-1 in neoblasts
that explains its role in optic cup regeneration. To further
test this hypothesis, we performed long-term RNAi
experiments in unamputated animals, comparing RNAi
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of runt-1, sp6-9, and six1/2 (six1/2 is required for planar-
ian eye regeneration) (Mannini et al. 2004; Lapan and
Reddien 2011). six1/2(RNAi) intact animals completely
lost eyes within 40 d of gene inhibition, and sp6-9(RNAi)
animals lost their optic cups within 70 d; in contrast, no
eye defects were observed in runt-1(RNAi) animals dur-
ing 93 d of observation (Supplemental Fig. S8D). At this
time point, we were still able to identify eya+/dlx+/
SMEDWI+ cells within the optic cup cells of runt-1(RNAi)
animals, indicating that active turnover of these cells was
normally occurring (Supplemental Fig. S8E). These data
indicate that runt-1 has a regeneration-specific role for the
planarian eye.

Because runt-1 RNAi impacts expression of many
genes in neoblasts from wounded animals, we reasoned
that multiple cell types would be aberrantly regenerated
in runt-1(RNAi) animals. We therefore characterized the
function of a second candidate runt-1 target: ap2. RNAi of
the ap2 gene does not affect eye regeneration, but instead
disrupts regeneration of a subtype of neurons that are
TrpA+ in the planarian brain (Fig. 6C) (TrpA encodes an
ion channel expressed centrally in the bilobed cephalic
ganglia). Accordingly, runt-1 RNAi also impaired TrpA+

neuron formation during regeneration (Fig. 6C; Supple-
mental Fig. S8F). We conclude that wound-induced runt-1

expression in neoblasts regulates neuron- and eye-specific
cell type formation during regeneration.

Discussion

All animals with long life suffer from injuries and require
robust wound response and repair programs. Relatively
simple anatomy, rapid regeneration, and ease of gene
function studies combine to make planarians an attrac-
tive model for investigation of the molecular programs
acting at wounds to control regeneration. Many genes
were found to be activated in a transcriptome analysis
during the first 3 d of planarian head regeneration, with
two (egrl1 and runt-1) showing expression at wound sites
early in regeneration (Sandmann et al. 2011). We focused
on the first 12 h following wounding (including anterior-
and posterior-facing wounds, and including comparison
with wound-induced expression in irradiated animals
lacking neoblasts) and investigated gene expression of
up-regulated genes with in situ hybridizations. We iden-
tified three major classes of planarian wound-induced
genes that are expressed in differentiated tissues (W1, W2,
and W3 genes) and a class of genes induced in the
proliferative cells that drive regeneration, called neo-
blasts (W4 genes) (Fig. 7). These findings expand the list

Figure 5. Wound-induced runt-1 expression is required for proper expression of developmental regulators in neoblasts during
regeneration. (A) Cartoon depicts the expression microarray design. (B) Heat maps showing all genes that were differentially expressed
(P < 0.05) in X1s from amputated runt-1(RNAi) animals 9 h post-wounding ½(left column) all genes down in X1s; (right column) all genes
up in X1s; (red) up, (blue) down; log2(time point/intact)�. Data from entire fragments are shown as comparison. (C) Fluorescent in situ
hybridizations 6 h (for pax6A and sp6-9) or 24 h (for ap2) following wounding; runt-1 is coexpressed with multiple transcription factors
(ap2, pax6A, and sp6-9) in neoblasts near wounds, and ap2, pax6A, and sp6-9 are coexpressed with the neoblast marker smedwi-1.
Nuclear labeling with Hoechst (gray). Probes are indicated; (yellow arrows) colabeled cells; bars, 10 mm.
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of wound-induced genes with described in vivo expres-
sion pattern at planarian wounds from about five to
more than a hundred (with several hundred more
present in microarray data, and a recent head regener-
ation transcriptome analysis [Sandmann et al. 2011]
providing an additional resource). Given that many of
the genes we identified are evolutionarily conserved,
study of planarian wound response factors could shed
light on broadly used wound response and regeneration
mechanisms.

Wound-induced immediate early gene expression
(W1 and W3 genes) is observed at diverse wound types

W1 genes were expressed within 30 min following
wounding in many tissues, and many encode homologs
of established immediate early genes, such as transcrip-
tion and signaling factors (e.g., jun-1, fos-1, egrl1, egr-2,
egr-3, egr-4, and pp1-1) (Fig. 7A). Like immediate early
genes, many W1 genes are activated in a translation-
independent manner. W3 genes were expressed between

6 and 12 h in the epidermis following wounding (expres-
sion could occur far from wounds and, for some, be
excluded from wounds) and encode candidate extracellu-
lar matrix remodeling proteins (plasminogen-1 and TFPI-1)
as well as a Notch signaling pathway ligand (delta-1) (Fig.
7A). Like W1 genes, many W3 genes also displayed
translation-independent gene activation and can there-
fore also be considered as immediate early genes by this
criterion; this was unexpected because these genes were
induced much later (between 6 and 12 h) following
wounding.

Immediate early genes are expressed in many different
biological contexts and are important mediators of rapid
genomic responses to numerous stimuli (Abraham et al.
1991; Schreiber et al. 1991; Iyer et al. 1999; Cooper et al.
2005). Many factors/pathways can activate immediate
early genes, suggesting that complex and potentially re-
dundant factors can activate these genes in planarians.
Immediate early gene induction at wounds in regenerative
tissues may be widespread. For example, >100 immediate
early genes are up-regulated in injured livers (Mohn et al.

Figure 6. Wound-induced runt-1 expression in
neoblasts is required for neuronal and photore-
ceptor cell type formation during regeneration.
(A) In situ hybridizations on amputated trunk
fragments (anterior top) from control and runt-

1(RNAi) animals, probing for wound-induced
transcription factors identified by microarray
(see Fig. 5). Graphs show number of positive cells
per animal. Time points for quantification: sp6-9

(image 24 h), 40 h (n = 3); ap2, 48 h (n = 3); pax6A,
24 h (n = 10). (*) P < 0.05, (***) P < 0.001. (B)
runt-1 RNAi leads to impaired optic cup pro-
genitor formation (sp6-9+/eya+ cells) on regener-
ation day 3 (n = 12) and, consequently, eye
formation defects on day 10, as shown here by
live images and labeling with tyrosinase (ma-
genta) and opsin (green) (n = 10). (Blue) Hoechst.
tyrosinase and opsin expression mark optic cup
and photoreceptor neurons, respectively. Bars:
100 mm; for tyrosinase/opsin labeling, 10 mm.
(White arrows) sp6-9+/eya+ cells; (yellow arrows)
eye regeneration defects. (C) ap2 RNAi leads to
a strong decrease in TrpA+ neuron (green) re-
generation. TrpA+ neuron regeneration is also
strongly impaired in runt-1(RNAi) animals (n =

4). Bars, 50 mm.
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1991; Su et al. 2002). Gene expression studies of wounded
mice and Drosophila larvae similarly revealed ‘‘activation
genes’’ mainly encoding transcription factors up-regulated
early (i.e., within 30 min to 3 h) and transiently at wounds
(Cooper et al. 2005; Stramer et al. 2008). Immune response
genes can also be activated at animal wounds (Cooper et al.
2005; Stramer et al. 2008), and future identification of
planarian infection-induced genes could allow comparison
with planarian wound-induced genes.

The roles of early wound-induced gene expression are
mostly unexplored, with a few exceptions (Galko and
Krasnow 2004; Mace et al. 2005; Ting et al. 2005). Our
results raise the possibility that conserved mechanisms
involving a diverse cassette of translation-independent,
rapidly induced genes are important for initiating aspects
of the regenerative response to injuries, exemplified by
the phenotype of fos-1(RNAi) animals. This phenotype is
similar to the phenotype of DjerkA(RNAi) planarians
(Tasaki et al. 2011). Given the potential of planarians for
studying wound responses, future experiments based on
these findings should shed light on the mechanisms of
regeneration initiation.

A late wave of wound-induced gene expression—W2
genes—includes factors that are required for proper
patterning during regeneration

W2 genes were induced between 3 and 12 h following
wounding and were expressed subepidermally. W2 genes
include homologs of patterning factors (e.g., wntless,
wnt1, nlg1, inhibin-1, gpc-1, and follistatin) (Fig. 7A).
inhibin-1 and follistatin, regulators of Activin signaling,
are expressed following partial hepatectomy in mice and
also have been implicated in tissue repair and scar
formation following skin injury (Hübner et al. 1996;
Wankell et al. 2001; Su et al. 2002). Wnt genes are
expressed at wounds in other organisms as well, ranging
from skin wounds and during hair follicle regeneration to

cardiac injury in mice (Ito et al. 2007; Duan et al. 2012).
These findings suggest that several common wound-
induced genes might exist among animals.

Several W2 genes, although not required for regenera-
tion per se, are required for the initiation of the proper
type of planarian regeneration or for proper patterning
during regeneration, such as wntless, wnt1 (Adell et al.
2009; Petersen and Reddien 2009), and gpc-1. Notably,
W2 genes were generically induced by all tested wound
types involving epidermal damage. This result is surpris-
ing because different wounds must execute different
regeneration programs for tissue repair and might there-
fore be expected to have highly divergent expression of
signaling/patterning factors. In contrast, our results sug-
gest that early in the process of regeneration, wounds
display very similar expression of signaling/patterning
factors regardless of the nature of the missing tissue or
whether there is significant missing tissue requiring
blastema formation at all. These results are consistent
with the hypothesis (Petersen and Reddien 2009) that
wounding has a role in missing tissue identity determi-
nation in regeneration by activating signaling factors,
which then have different effects depending on the local
tissue environment at wounds. Further investigation of
W2 genes will be an important direction for exploration of
this idea.

runt-1 is a wound-induced Runt transcription factor
in neoblasts required for cell type specification
during regeneration

During planarian head regeneration, neoblasts proliferate
predominantly at the base of the blastema, with the
growing blastema consisting of nonmitotic neoblast
progeny cells (Wenemoser and Reddien 2010). Two
models could explain how neoblasts promote formation
of specific missing cell types in blastemas: (1) In a ‘‘naive
neoblast model,’’ neoblasts are naive to the fate of their

Figure 7. Model of the four different classes of wound-
induced genes in the differentiated tissue (W1, W2, and
W3) (A) and in the neoblasts (W4) (B). Some W3 genes
display expression restricted from the wound site (as
shown), and others (e.g., hadrian) do not. (C) runt-1 is
activated in neoblasts following wounding and is im-
portant for proper eye and TrpA+ neuron regeneration.
SRF and sos-1 are required for normal wound-induced
runt-1 expression (arrows). ‘‘Translation-independent’’
indicates that most genes in this class did not require
new protein synthesis for activation, whereas the
‘‘translation-dependent’’ genes did. See the text for
details.
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progeny cells, with post-mitotic neoblast progeny acquir-
ing identity exclusively by the position at which they find
themselves in the blastema. (2) In a ‘‘specified neoblast
model,’’ regeneration of different cells is accomplished
by neoblasts that are specified to be different in their
fate prior to production of post-mitotic progeny cells.
Neoblasts are the only somatic dividing cells in adult
planarians and have historically been discussed as a ho-
mogeneous population of cells. If true, this would favor
the naive neoblast model. In contrast, our data with
wound-induced expression of runt-1 in neoblasts, consid-
ered together with data demonstrating that planarian eye
and protonephridia progenitors initiate in the neoblast
(Lapan and Reddien 2011; Scimone et al. 2011), favor the
specialized neoblast model (for at least some blastema
cells) (Fig. 7B,C). An important future direction will be to
determine whether the specified neoblast model applies
to many or even all lineages or whether the naive neo-
blast model applies to the regeneration of other cell types.
runt-1 is activated within 3 h of injury and even at
injuries that do not require substantial regeneration,
indicating that runt-1 is generically activated by wounds.
runt-1 is required for the appearance of normal numbers
of sp6-9+ and ap2+ neoblasts near wounds, promoting
optic cup and TrpA+ neuron regeneration, respectively.
Based on these observations, we propose a model in
which generic wounding induces neoblasts to be compe-
tent for specialization by activation of the gene runt-1.

Runt proteins can be important for the decision-
making process between cell cycle and differentiation
(Coffman 2003) and are involved in many developmen-
tally important processes in other species, including
segmentation, hematopoiesis, and eye development in
Drosophila (Lebestky et al. 2000; Coffman 2003); lateral
hypodermal stem cell (seam cell) divisions in Caenorhab-
ditis elegans (Kagoshima et al. 2007); and hematopoesis,
osteogenesis, and neurogenesis in the dorsal root ganglia
in mammals (Speck and Gilliland 2002; Coffman 2003).
Activation of runt-1 and other W4 genes requires Smed-
SRF. SRF is a MADS-box transcription factor (Norman
et al. 1988) that, together with TCF (ternary complex
factor) proteins, binds serum response elements of target
genes (Gille et al. 1992). SRF is also required for induction
of cell cycle components during liver regeneration (Latasa
et al. 2007). Smed-sos-1 was also required for normal
induction of runt-1 (and egr-2) following wounding; Sos
is a GEF, indicating that receptor tyrosine kinase (RTK)
signaling might also be involved in mediation of planar-
ian wound signals. RTK family signaling has been impli-
cated in fin and heart regeneration in zebrafish, midgut
regeneration in Drosophila, and tail regeneration in
Xenopus tadpoles (Whitehead et al. 2005; Lepilina et al.
2006; Lin and Slack 2008; Jiang et al. 2011). A candidate
pathway of action thus connects wounding to regenera-
tion of eyes and specific brain neurons mediated by runt-1
in planarians (Fig. 7C): Following wounding, SRF and Sos
are required for wound-induced activation of runt-1 in
a subset of neoblasts. RUNT-1 then acts as a transcription
factor to promote formation of specialized neoblasts: sp6-
9+ neoblasts for the eye, and ap2+ neoblasts for TrpA+

neurons. Understanding how undifferentiated cells, such
as neoblasts, can transition to committed progenitors
that can replace missing cell types in response to injuries
is an important challenge. Our results indicate that Runt
transcription factors can be wound-induced to promote
such transitions.

Planarians represent an ideal system for investigating
the genetic underpinnings of wound responses for re-
generation initiation. Here we found that wounding
generically induces a common program of regeneration
factors (patterning/signaling genes in differentiated tissue
and runt-1 in neoblasts) that can be involved in the
regeneration of different types of tissue depending on
the wound context. With the discovery and classification
of hundreds of wound-induced genes, wound responses
for regeneration programs can now be systematically
dissected using planarians.

Materials and methods

Exposure to g-irradiation

For lethal irradiation (elimination of all neoblasts), planarians
were exposed to 6000 rad (6K, ;72 min) using a cesium source
(;83 rad/min).

Gene cloning and names

For RNA probes, genes were cloned into pGEM and amplified
using nested PCR with T7 promoter-containing primers or
existing cDNA clones (Supplemental Table S6). For RNAi, genes
were cloned into pPR244 as described (Reddien et al. 2005a). A
list of gene names with BLAST data is provided in Supplemental
Table S7, and nomenclature is described in the Supplemental
Material.

Flow cytometry

Animals were amputated in cold CMFB, and cells were prepared
as described (Scimone and Reddien 2010). For quantification of
X1 cells, five animals were used per RNAi condition, and triplicate
experiments were performed. Analyses and sorting were per-
formed using a Moflo3 FACS sorter and FlowJo.

In situ hybridizations

Fluorescence and NBT/BCIP in situ hybridizations were per-
formed as described (Pearson et al. 2009). For double/triple
labeling, HRP inactivation was performed between labelings in
4% formaldehyde for 30 min.

Immunostaining

Animals were killed in 10% NAC in PBS and labeled with
anti-SMEDWI-1 (1:2000) as described (Newmark and Sánchez
Alvarado 2000). Anti-SMEDWI-1 antibody was generated in
rabbits using the peptide previously described (Guo et al. 2006).

Imaging and analyses

For quantification of pax6A/sp6-9/ap2/TrpA-expressing cells,
anterior blastemas were photographed (7 3 1-mm stacks) from
the wound site to the pharynx (for TrpA only the brain region).
Numbers were determined using AxioVision software (Zeiss)
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and/or manually. Images were acquired using an AxioImager
with an Apotome (Zeiss) or an LSM 700 (Zeiss).

RNAi

RNAi feeding was performed as described (Reddien et al. 2005a),
except bacteria were resuspended 1:30 with a mixture of calf
liver and planaria water (7:3), and no agarose was added. pPR244
containing the C. elegans gene unc-22 was used for control RNAi
(Reddien et al. 2005a). For nCounter experiments and runt-1

microarray experiments, RNA was extracted from animals that
had been subjected to four RNAi feedings (10 animals per RNAi,
in three biological replicates) for the respective gene. RNA was
extracted 3, 9, and 24 h following amputation from RNAi-treated
animals.

Microarray experiments

All microarray experiments used biological triplicates, with RNA
extracted from 10 animals per condition, using TRIzol and DNase
treatment. RNA was amplified using a MessageAmp II aRNA
amplification kit (Ambion) and was labeled using an ASAP
labeling kit (Perkin-Elmer). For the analysis using sorted cells,
600,000 cells were collected for each condition and replicate.
Custom Agilent arrays of 44,000 probes, representing all known
S. mediterranea ESTs and gene predictions (Scimone et al. 2011),
were hybridized according to the manufacturer’s instructions and
scanned using an Agilent scanner. Agilent two-color arrays were
within-array-normalized by loess, followed by between-array
quantile normalization of average intensities across channels
(Aquantile). Differential expression analysis was performed using
a moderated t-test, as implemented in the limma package of
Bioconductor, with P-value correction by false discovery rate.
Log2 ratios of mean expression levels (treatment/control) and
false discovery rate (FDR)-adjusted P-values were used for further
analysis. For the differentiated tissue data set, up-regulation was
defined by a P-value <0.05 and log2 ratios >0.3 in the untreated
data set and >0.6 in the irradiated data set. W1 genes are defined
as peaking in expression before or within 3 h following wound-
ing; W2 genes peak in expression after 3 h following wounding;
and W3 genes peak after 3 h following wounding but are
expressed epidermally. For the W4 genes, up-regulation was
defined by a P-value <0.05 and log2 ratios >0.4 in the untreated
data and <0.4 in the irradiated data. For analysis of the Smed-

runt-1 RNAi data, all significantly (P < 0.05) differentially
expressed genes were selected. Cluster 3.0 and Java TreeView
were used for clustering and microarray data visualization.
Similarity to genes from other organisms was determined using
BLAST with an E-value cutoff of E�10. Microarray data have
NCBI accession numbers GSE36945 and GSE36869.

NanoString experiments

For NanoString nCounter experiments (Geiss et al. 2008), total
RNA (10 animals per condition, three biological replicates) was
isolated using TRIzol and DNase treatment as performed for the
microarray experiments. S. mediterranea-specific code sets were
designed by NanoString, and hybridization and analysis pro-
cedures were performed according to the manufacturer’s pro-
tocol. Differential expression was assayed from NanoString
counts using an overdispersed Poisson model with a Fisher-like
exact test, as implemented in Bioconductor’s edgeR package
(Robinson et al. 2010). A gene was considered differentially
regulated if the FDR-adjusted P-value was P < 0.01 for RNAi
experiments; for all other experiments, P < 0.05.

CHX treatment

Animals were amputated in a dilution of CHX (Sigma) in planaria
water (0.1 mg/mL; 1:1000 dilution of 100 mg/mL in DMSO) or
a 1:1000 dilution of DMSO in planaria water as control and kept in
this solution until fixation or RNA extraction.
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