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Background: Biological roles for intracellular dipeptidyl peptidases 8 and 9 are unknown.
Results: By degradomics, 29 new in vivo substrates were identified (nine validated) for DP8/DP9, including adenylate kinase 2
and calreticulin.
Conclusion: These substrates indicate roles for DP8 and DP9 in metabolism and energy homeostasis.
Significance: Being the first proteomics screen for DP8/DP9 substrates, unexpected new cellular roles were revealed.

Dipeptidyl peptidases (DP) 8 and 9 are homologous, cytoplas-
micN-terminal post-proline-cleaving enzymes that are anti-tar-
gets for the development of DP4 (DPPIV/CD26) inhibitors for
treating type II diabetes. To date, DP8 andDP9have been impli-
cated in immune responses and cancer biology, but their patho-
physiological functions and substrate repertoire remain
unknown.This studyutilizes terminal amine isotopic labeling of
substrates (TAILS), an N-terminal positional proteomic
approach, for thediscovery of in vivoDP8andDP9 substrates. In
vivo roles for DP8 and DP9 in cellular metabolism and homeo-
stasis were revealed via the identification of more than 29 can-
didate natural substrates and pathways affected by DP8/DP9
overexpression. Cleavage of 14 substrates was investigated in
vitro; 9/14 substrates for both DP8 and DP9 were confirmed by

MALDI-TOFMS, including two of high confidence, calreticulin
and adenylate kinase 2. Adenylate kinase 2 plays key roles in
cellular energy and nucleotide homeostasis. These results dem-
onstrate remarkable in vivo substrate overlap between DP8/
DP9, suggesting compensatory roles for these enzymes. This
work provides the first global investigation into DP8 and DP9
substrates, providing a number of leads for future investigations
into the biological roles and significance of DP8 and DP9 in
human health and disease.

Dipeptidyl peptidase 8 (DP8/DPP8/dipeptidyl peptidase IV-
related protein 1 (DPRP-1)) and DP9 (DPP9/DPRP-2) are
highly conserved and ubiquitously expressed intracellular exo-
peptidases of the serine protease SC clan S9b subfamily (which
includes (DPP4/DPIV/DPPIV/CD26 EC 3.4.14.5)) that share
61% identity at the amino acid level in humans (1–4). Studies
utilizing nonselective DP7 inhibitors (5) and more selective
DP8/DP9 inhibitors (6–8) have suggested an important immu-
nological role for DP8/DP9. DP8/DP9 have also been impli-
cated in the allergic response of the lung (9) and inflammatory
bowel disorders (10). In vitro studies have demonstrated non-
enzymatic roles for DP8 and DP9 in cell migration, prolifera-
tion, and apoptosis (11). In cancer, increased DP8 mRNA has
been found in chronic lymphocytic leukemia (12) and DP9
mRNA in testicular cancer (3), and increased levels of DP8/DP9
mRNA, protein, and enzymatic activity have been observed in
humanmeningiomas (13). Ubiquitous but differential expres-
sion of DP8/DP9 has been observed in breast and ovarian
carcinoma cell lines (14), and a study has identified DP8/DP9
as survival factors for the Ewing sarcoma family of tumors
(15). Despite these findings, the mechanism(s) of DP8/DP9

* This work was supported in part by an anonymous philanthropic grant (to
C. A. A.), Canadian Institutes of Health Research Grant MOP-37937 (to
C. M. O.), an infrastructure grant from the Michael Smith Research Founda-
tion (University of British Columbia Centre for Blood Research), and by the
British Columbia Proteomics Network (to C. M. O.).

�This article was selected as a Paper of the Week.
Author’s Choice—Final version full access.

□S This article contains supplemental Figs. S1–S5 and Tables S1–S10.
1 Supported by a Trevor Prescott Freemasons Memorial Scholarship (The

Masonic Foundation, Australia), a Flinders University Overseas Field Trip
Grant to visit the Overall Laboratory (February 2007 to August 2008), and a
Flinders University Research Scholarship (Flinders University, Australia).

2 Present address: Centre for Cancer Biology, SA Pathology, Adelaide, South
Australia, 5000, Australia.

3 Employee of the Faculty of Medicine, Sebelas Maret University, Surakarta
57126, Indonesia. Supported by a Directorate General of Higher Education
Ph.D. scholarship from the Indonesian Government.

4 Both authors are senior authors.
5 To whom proteomics correspondence should be addressed: University of

British Columbia, Centre for Blood Research and Faculty of Dentistry, 4.401
Life Sciences Institute, 2350 Health Sciences Mall, Vancouver, British
Columbia V6T 1Z3, Canada. Tel.: 604-822-2958; Fax: 604-822-7742; E-mail:
chris.overall@ubc.ca.

6 To whom main correspondence should be addressed: School of Biological
Sciences, Flinders University, GPO BOX 2100, Adelaide, SA, 5001, Australia.
Tel.: 61-88201078; Fax: 61-882012030; E-mail: cathy.abbott@flinders.
edu.au.

7 The abbreviations used are: DP, dipeptidyl peptidase; EGFP, enhanced
green fluorescent protein; IPI, International Protein Index; TAILS, terminal
amine isotopic labeling of substrates.

THE JOURNAL OF BIOLOGICAL CHEMISTRY VOL. 288, NO. 20, pp. 13936 –13949, May 17, 2013
Author’s Choice © 2013 by The American Society for Biochemistry and Molecular Biology, Inc. Published in the U.S.A.

13936 JOURNAL OF BIOLOGICAL CHEMISTRY VOLUME 288 • NUMBER 20 • MAY 17, 2013



function in these events has yet to be identified, and their
exact biological roles remain unknown. Uncovering protease
substrates greatly assists in revealing the functions of pro-
teases in vivo and their significance in pathophysiological
processes (16, 17).
In vitro, both DP8 and DP9 cleave the well known DP4 sub-

strates neuropeptide Y(1–36), glucagon-like peptide-1(7–36),
glucagon-like peptide-2(1–33), and peptide YY(1–36) (18, 19).
In vitro, DP8 cleavage of chemokine stromally derived factor 1
(CXCL12)-�/�, interferon-�-inducible protein, and interfer-
on-inducible T cell �-chemoattractant, also known DP4 sub-
strates, has been demonstrated (20). However, as DP8 and DP9
are intracellular enzymes, it is unlikely that these secreted sub-
strates will be of physiological relevance in vivo. Clues for their
in vivo roles come from studies blocking DP8/DP9 or DPIV
expression, which leads to neuropeptide Y-driven cell death
within the Ewing sarcoma family of tumors cells (15). To date,
the first and only in vivo substrate identified for DP9 is the
antigenic peptide renal ubiquitous-1(34–42) with DP9 prote-
olysis preventing major histocompatibility complex class I cell
surface antigen presentation (21). Besides these initial studies,
no comprehensive effort has been made to identify the in vivo
substrates of DP8 and DP9 on a system-wide scale.
This study used a positional N-terminal proteomics approach,

terminal amine isotopic labeling of substrates (TAILS), to iden-
tify the substrate degradome of DP8 andDP9. TAILS is focused
around the isolation of protein and peptide N termini for pro-
teomic identification of neo-N termini resulting from proteo-
lytic events (22). Thismethodwas recently used to detect cleav-
age events in vivo in inflamed mouse skin (23). Stable human
ovarian cancer (SKOV3) cell lines expressing enzyme-active
and catalytically inactive forms of DP8 and DP9 were gener-
ated, and their cytoplasmic proteomes were isolated and ana-
lyzed by TAILS. A number of candidate substrates were identi-
fied and confirmed, including two of biological interest,
calreticulin and adenylate kinase 2. This work reveals the
involvement of DP8 and DP9 in cellular energy homeostasis
pathways in this ovarian cancer cell line.

EXPERIMENTAL PROCEDURES

All chemicals were purchased from Sigma unless stated
otherwise.
Stable Cell Culture and Flow Cytometry—SKOV3 cells were

maintained (14) with G418 addition (500 �g/ml) to stable
transfectants. FuGENE� 6 (RocheDiagnostics)wasused to stably
transfect cells with constructs of pEGFPN1 (Clontech) alone or
with wild-type humanDP8(882 aa) andDP9(863 aa, short form) (where
aa is amino acid) or catalytically inactive mutants DP8(S739A)
andDP9(S729A) (11). Clonal cell lines were generated by single
cell sorting of transfected parental cells using a FACSAria
(Pharmingen) with initial supplementation of growth medium
with 0.5� hybridoma fusion cloning supplement (Roche Diag-
nostics) and gentamicin (16 mg/ml). Stable EGFP-expressing
transfectants were monitored using a FACScan (Pharmingen).
Isolation of Cytoplasmic Proteomes—Cells were grown to

confluence in three T175 flasks, washed with PBS (three times,
10 ml) to remove serum proteins, and then incubated for 3 h in
15ml of phenol red-free, serum-free DMEM (Invitrogen). Cells

were washed with ice-cold PBS, detached with 0.2% (w/v)
EDTA/PBS, and then resuspended in ice-cold PBS. Cells (0.5–
2 � 107) pooled from three flasks were pelleted by centrifuga-
tion (1500 � g, 5 min), resuspended in homogenization buffer
(50mMHEPES, pH 7.2, 200mMNaCl, 10mMCaCl2) containing
protease inhibitors (0.2 mM PMSF, 10 �M E64, 1 �M pepstatin
A, and 1 mM EDTA), and then gently lysed by nitrogen cavita-
tion (800 p.s.i., 30 min on ice) using a Parr Cell Disruptor (Parr
Instrument Co.). Lysates were clarified by centrifugation
(1500 � g, 10 min, and 4 °C), and then supernatants were sub-
jected to ultracentrifugation (type 70.1 Ti rotor, 100,000� g, 60
min at 4 °C; Beckman Coulter Ultracentrifuge; Palo Alto, CA)
for separation of membrane and cytosolic fractions. Cytosolic
fractions were further clarified by additional ultracentrifuga-
tion (100,000 � g, 30 min, 4 °C). Protein concentrations were
determined by micro-Bradford assay (Bio-Rad). Aliquots were
made and stored at �70 °C until TAILS proteome analysis.
TAILS—TAILS was performed using dimethylation labeling

of primary amines of protein N termini and �-amino acids of
lysine side chains as described (22). In brief, equal quantities of
cytosolic proteome (supplemental Table S1) from enzyme-ac-
tive and catalytically inactive cell lines (both DP8 and DP9)
were concentrated and purified by 12% (v/v final) TCA precip-
itation. Protein denaturation, reduction, and alkylation of cys-
teine residues was performed as described previously (22).
Samples were isotopically labeled by dimethylation using form-
aldehyde as described previously (22) (supplemental Table S1).
Residual formaldehyde was quenched; then heavy and light iso-
topically labeled samples were combined, concentrated, and
purified by acetone precipitation and tryptically digested, and
then labeled peptides were enriched by a negative selection step
using a dendritic polyglycerol aldehyde polymer as described
(22). Blocked N-terminal peptides (unbound) were physically
separated from the polymer-captured peptides via 10-kDa
Microcon centrifugation (Millipore, Bedford, MA) (22). Sam-
ple and wash flow-throughs were combined and then prepared
for off-line strong cation exchange-HPLC fractionation or
desalting (supplemental Table S1). Three biological replicates
for both DP8 and DP9 were subjected to the TAILS process in
three independent experiments.
Off-line Strong Cation Exchange-HPLC Fractionation and

Peptide Desalting—Desalting and pre-fractionation of samples
(�100 �g) by strong cation exchange-HPLC, prior to LC-MS/
MS analysis, was performed as described (24). N-terminal pep-
tides not fractionated by strong cation exchange-HPLC (sup-
plemental Table S1) were desalted using reverse phase-solid
phase extraction via Sep-Pak� C18 column (Waters, Milford,
MA) according to the manufacturer’s recommendations.
In-line Liquid Chromatography and Tandem-Mass Spectrom-

etry—Peptide samples were analyzed by in-line reverse-phase
nanospray LC-MS/MS using a C18 column (150-mm �
100-�mcolumn at a flow rate of 100–200 nl min�1) coupled to
a quadrupole time-of-flight QStar XL hybrid electrospray ion-
ization mass spectrometer (Applied Biosystems/MDS-Sciex,
Concord, Ontario, Canada) or a QStar Pulsar mass spectrome-
ter (Applied Biosystems/MDS-Sciex, MDS-Sciex, Concord,
Ontario, Canada). Samples were loaded, eluted, and separated
on the C18 column, and MS data were acquired automatically

DP8 and DP9 Substrate Discovery

MAY 17, 2013 • VOLUME 288 • NUMBER 20 JOURNAL OF BIOLOGICAL CHEMISTRY 13937



using Analyst QS version 1.1 software (Applied Biosystems/
MDS-Sciex, Concord, ON, Canada) as described (25).
Mass Spectrometry Data Analysis—MS peak lists were

searched by MASCOT (version 2.2, Matrix Science, London,
UK) against the human International Protein Index (IPI) data-
base (version 3.16, 62,322 entries, release date April, 2006).
MASCOT searches of MS data were performed separately for
heavy- and light-labeled peptides. Searches were performed
using the followingmodifications: fixed carbamidomethylation
of cysteines (�57.021 Da (Cys)), fixed heavy lysine (�34.0631
Da (Lys)), or light lysine (�28.0311 Da (Lys)); variable methio-
nine oxidation (�15.995 Da (Met)), and fixed and variable

modifications of N termini with heavy formaldehyde
(�34.0641 Da (N termini)), light formaldehyde (�28.0311 Da
(N termini)), and acetylation (�42.011 Da (N termini)). The
additional search criteria used were as follows: semi-ArgC
cleavage specificity with up to three missed cleavages; a
monoisotopicmass errorwindow for the parent ion of 0.4 to 0.6
Da; peptidemass tolerance of 0.4 Da forMS/MS fragment ions;
and the scoring scheme ESI-QUAD-TOF. Allowed peptide
charge states were 1�, 2�, and 3�. Search results were analyzed
using the Trans-Proteomic Pipeline (version 4.0 JETSTREAM
revision 2, Build 200807011544 (MinGW)) (26) with Peptide-
Prophet (27) sensitivity-error rate analysis. Quantification of

FIGURE 1. Characterization of stable wild-type and mutant DP8 and DP9 SKOV3 cell lines. A, cells transfected with wild-type (DP8-EGFP and DP9-EGFP) or
mutant (DP8(S739)-EGFP and DP9(S729A)-EGFP) constructs (filled histograms) or nontransfected cells (open histograms) were analyzed by fluorescent flow
cytometry on a FACScan. B and C, cell lysates (50 �g) from DP8-EGFP, DP8(S739A)-EGFP, DP9-EGFP, DP9(S729A)-EGFP, vector-transfected, and nontransfected
SKOV3 cells were analyzed by 8% (w/v) SDS-PAGE and immunoblotting for detection of DP8 (B) or DP9 (C). Recombinant purified DP8 and DP9 were included
as controls and are indicated by arrows. For a loading control, �-actin was detected. D and E, specific activity against the synthetic DP substrate H-Ala-Pro-p-
nitroanilide (0.5 mM) was determined in whole cells (D) and in membrane and soluble fractions (E). Values in D are expressed as means � S.E. (n � 10). Values
in E are from a single experiment.
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the ratio of heavy to light isotopically labeled peptides was
achieved by using ASAPRatio (28) software. ASAPRatios were
manually checked and edited, and CLIPPER was used to iden-
tify statistically significant changes in cleaved neo-N peptides
(29).
DP8 and DP9 are exopeptidases with a strong preference for

cleavage of N-terminal dipeptides mainly after a Pro residue in
the P1 position (NH2-P2-P1-P1�-P2�-). Because of this strict
canonical specificity, datasets were also manually parsed to
identify all peptides with a cleaved or noncleaved Pro residue in
what would be the P1 position of a DP8/DP9 substrate. Pairs of
peptides that differed in length by two amino acids at their N
termini, but did not contain a Pro in P1, were also selected as
candidate substrates.
Additional substrates and proteins that are altered (in

expression or non-DP8/DP9 proteolysis) via DP8/DP9-affected
pathways were identified from quantitative analysis of heavy/
light (protease/control) isotope-labeled peptide abundance ratios.

Only peptides identified with �95% confidence (Peptide-
Prophet) were used for quantitative analysis. ASAPRatios were
normalized by recentering the raw datasets around amedian of
one and then applying a natural logarithm transformation. This
enabled the exclusion of obvious outliers and established a nor-
mal range for determining significance by usingmeans and S.D.
of the normalized data to determine 90% confidence intervals
of the nontransformed data. This was achieved using the R sta-
tistical package. High and low ratio peptides were considered to
be either substrates of DP8/DP9 or derived from proteins that
were either differentially expressed or processed by an alterna-
tive protease to DP8/DP9.
Functional Annotation and Pathway Mapping—UniProt

Knowledge Base (UniProtKB) accession numbersweremapped
to protein IPI numbers. Functional annotation and biological
pathway informationwere obtained fromUniProtKB entries or
by using the database for annotation, visualization and inte-
grated discovery (DAVID), version 6.7 (30) (david.abcc.ncifcrf.

FIGURE 2. Summary of total peptides and proteins identified by TAILS analysis. A and B, three-way Venn diagrams of the number of unique peptides,
unique stripped peptides, and unique proteins (identified by more then one spectra) identified by MASCOT searches in experiments (Exp.) 1, Exp. 2, and Exp.
3 for DP8 (A) and DP9 (B). C, two-way Venn diagram of unique proteins (identified by more then one hit) identified from all datasets for DP8 and DP9. The
intersection of C displays the number of overlapping proteins identified in both the DP8 and DP9 datasets. The number of unique peptides for each experiment
takes into account all possible modifications of a given peptide, including variable oxidation of methionine residues, although the number of unique stripped
peptides for each experiment refers to unique peptides after the removal (stripping) of all possible modifications. The total number of unique proteins excludes
any “single hit” proteins, i.e. a protein that is not identified by any other peptide/spectra in the dataset. All peptides were identified with �95% confidence
according to PeptideProphet. All MASCOT searches were performed against the human IPI database (version 3.16, 62,322 entries, release date 4/2006).
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gov). The TopFIND knowledge base was used to obtain func-
tional insights to the cleaved substrates (31).
DP-specific Enzyme Assay—Diprolyl peptidase enzymatic

activity was assayed using 0.5 mM H-Ala-Pro-p-nitroanilide
(Bachem, Bubendorf, Switzerland) as described previously (14).
Enzyme activity was expressed as milliunits/mg of protein,

where 1 unit of activity is defined as the amount of enzyme that
cleaves 1 �mol of substrate per min under the given assay
conditions.
Western Blot Analysis—Protein extraction, SDS-PAGE, and

Western blotting were performed as described previously (14)
using primary antibodies for DP8 (RP1-DP8, Triple Point Bio-

TABLE 1
Candidate DP8 and DP9 substrates
Peptides listed include the following peptides: (i) having a proline N-terminal to the MS/MS-identified peptide so that the peptide may have resulted from DP8/DP9
cleavage; (ii) peptides that contained a Pro in the P1 position; and (iii) peptides differing by two N-terminal dipeptide residues likely to have been removed by DP8/DP9
proteolysis. All individual peptides are listed for DP8 and DP9 in supplemental Tables S2 and S3, respectively. The MS/MS spectra for each of the peptides in the
supplemental Tables can be found in the associated supplemental Tables S2 and S3 spectra files. #, number; #AA, number of amino acids in full-length protein; Seq. Pos.,
position of identified peptide in the full-length protein; �2AA, the two amino acids preceding the identified peptide, of these (�M) indicates initiator methionine; �1 AA,
the first amino acid adjacent to the C-terminal end of the MS/MS-identified peptide; Exp, experiment number; Conf. is the confidence determined by Peptide Prophet
modeling that the peptide identification was correctly assigned. Peptides in parentheses are those that have a lower confidence in spectra to peptide assignment, but their
presence supports the protein being a substrate if identified from a separate high confidence peptide. Bold underlined text indicates the amino acid that DP8/DP9will cleave
at if the identified peptide is a bona fide substrate.Wheremore than one occurrence of a peptidewas identified, only the highest confidencewas reported in this table. Values
for all peptides can be found in supplemental Tables S1 and S2.
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logics Inc.), DP9 (RP1-DP9, Triple Point Biologics Inc.),�-actin
(ab8227, Abcam, Cambridge, UK, or 011M4812, Sigma), calre-
ticulin (sc-6468, Santa Cruz Biotechnology Inc., Santa Cruz,
CA), and adenylate kinase 2 (ab37594, Abcam).
In Vitro Validation of DP8 and DP9 Substrate Cleavage with

MALDI-TOF MS Analysis—Recombinant human DP8(882aa)
and DP9(892aa) were expressed and purified as described previ-
ously (20, 32). N-terminal peptides of 14 proteins identified by
TAILS to be candidate substrates (Table 3) were synthesized to
�95% purity byGenscript (Piscataway, NJ) or GL BiochemLtd.
(Shanghai, China). Peptides (10 �M) were incubated with 1.7
milliunits of recombinant DP8 or DP9 in assay buffer: 50 mM

Tris, 100 mM NaCl, pH 8.0, at 37 °C for up to 24 h. Calreticulin
and adenylate kinase 2were also incubated in assay buffer alone
or with DP8/DP9 in the presence of 10 �M of the DP inhibitor,
Val-Boro-Pro (PT-100/Talbostat; obtained from Dr. Jonathon
Cheng (Fox Chase Cancer Centre, Philadelphia) with approval
fromDARABioSciences Inc., Raleigh, NC). At time points of 0,
1, 4, and 24 h, 5�l of each reactionwas removed and stopped by
the addition of 1% TFA. Peptides were desalted and cleaned by
OMIX� C18 tip (Varian, Inc., Palo Alto, CA). Eluates were
mixed 1:1 with �-cyano-3-hydroxycinnamic acid matrix solu-
tion (1% (w/v) �-cyano-3-hydroxycinnamic acid, 49.5% aceto-
nitrile, 49.5% ethanol, 0.001%TFA) and spotted onto a standard
stainless steel MALDI sample plate, and then masses of intact
peptides and DP8/DP9 cleavage products were obtained by

MALDI-TOFMS analysis performed on aWatersMicromass�
M@ALDI (Waters Micromass, Manchester, UK) or a Bruker
Autoflex III MALDI MS/MS (Bruker, Billerica, MA). All cleav-
age experiments withMALDI-TOF analysis were performed in
triplicate. MS spectra were processed using MassLynx 4.0
(Waters) software package.
Accession Information—All LC-MS/MSdata (.wiff files) asso-

ciated with this study may be downloaded from Proteome
Commons.org Tranche using the following hash: YRRnIo-
2jM9SRJ7vSBk7OG65e/3cVbIQ7ksECUIT97Doxwfg1YAGW-
J5eHBqzMXog/IQFcGWzlS08gVKP/RqN�E1KLoVwAAAA-
AAAAYRg.

RESULTS

Generating Stable Clonal Cell Lines ofWild-type andMutant
DP8 and DP9—SKOV3 cells were stably transfected with con-
structs encoding enzymes DP8 and DP9, with a size of 882 and
863 residues, respectively, including the N-terminal �-propel-
ler and C-terminal �/�-hydrolase domains. Clonal cell lines for
both DP8 and DP9 were selected for equal expression of the
active and inactive version of each enzyme in fusion with the
fluorescent EGFP protein (Fig. 1A). DP8- and DP9-EGFP pro-
teins were visualized by immunoblot (�118 kDa in mobility)
confirming the heterologous expression of active and inactive
proteases (Fig. 1B). All cell lines were found to express basal
levels of endogenous DP8 and DP9 protein (�98 kDa in mobil-

TABLE 1—continued
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ity) (Fig. 1B) thatmay contribute to background proteolysis and
affect the discovery of substrates by TAILS. DP activity
increased in the wild-type DP8- and DP9-transfected SKOV3
cells when compared with the catalytically inactive DP8(S739A),
DP9(S729A), and vector-transfected controls (Fig. 1C). Enzy-
matic assays of fractionated clonal cell lines confirmed that this
increase in DP activity is due to the overexpression of cytosolic
DP8/DP9 (Fig. 1, D and E).
TAILS N-terminome Analysis of DP8 and DP9 Stable Cyto-

plasmic Proteomes—TAILS was performed on three isolations
of cytoplasmic proteomes from bothwild-type and catalytically
inactive DP8- andDP9-stable SKOV3 cell lines. The total num-
ber of unique peptides and proteins identified within each
experiment was determined (Fig. 2, A and B). Each TAILS
experiment yielded 200–400 unique proteins that were identi-
fied from more than one N-terminal peptide occurrence, i.e.
peptide/spectra (Fig. 2,A andB). The union of eachDP8TAILS
experiment yielded 59 unique proteins (Fig. 2A), whereas the
union of each DP9 TAILS experiment yielded 92 unique pro-
teins (Fig. 2B). From all three experiments, a total of 543 unique
proteins were identified for DP8, and 597 were identified for
DP9, of which 394 proteinswere common to bothDP8 andDP9
(Fig. 2C).
Identification of Candidate DP8/DP9 Substrates by Parsing

TAILS Data—A total of 22 and 21 proteins were identified by
parsing for potential DP8 and DP9 substrates, respectively. Of
these, 8/22 and 7/21 candidate substrates were uniquely iden-
tified for DP8 and DP9, respectively (Table 1). Most candidate
substrates are localized to the cytoplasm or intracellular organ-
elles (Table 1). Adenylate kinase 2 and calreticulin were two
predominant proteins for which the most cleaved and non-
cleaved peptides were identified for both DP8 and DP9 (Table
1). Approximately half of the peptides identified with the
potential forDP8/DP9 cleavagewere located at theN termini of
themature proteins as annotated in UniProtKB (Fig. 3, Table 1,
and supplemental Figs. S2 and S3). Functional annotation and
pathway mapping revealed the involvement of candidate sub-
strates in biochemical pathways relating to lysosomal pro-
cesses, carbohydrate metabolism, and nucleotide metabolism
and synthesis (Table 1; supplemental Tables S6 and S7).
Identification of Candidate DP8/DP9 Substrates and DP8/

DP9 Pathway-affected Proteins by Quantitative Analysis of
TAILS Data—Quantitative analysis was only performed on
datasets derived from the first two TAILS experiments for both
DP8 andDP9 due to the poor recovery of labeled peptides from
experiment 3 (data not shown). In total, 37 proteins were iden-
tified as potential DP8 substrates or DP8 pathway-affected pro-
teins, and 55 proteins were identified as potential DP9 sub-
strates or DP9 pathway-affected proteins; only 10 of these
proteins were common to both DP8 and DP9 (supplemental
Table S10). Of these, 17/37 and 10/55 proteins were identified
as being candidate substrates of DP8 and DP9, respectively
(Table 2), based on analysis of peptide positioning in the
UniProtKB annotated protein sequences, e.g. peptides located
atmatureN termini. All other proteins identified (20 forDP8 and
45 for DP9) are listed in supplemental Table S10. Evidence of
non-DP8/DP9 N- and C-terminal truncation of proteins was
found (supplemental Table S10 and supplemental Figs. S3 and

S4), demonstrating that non-DP proteolytic pathways are
altered by increasing DP8/DP9 activity. Interestingly, approxi-
mately half of the proteins identified forDP8 aremitochondrial,
potentially occurring during mitochondrial turnover (Table 2
and supplemental Table S10). Functional annotation and path-
way mapping revealed that many of the identified proteins play
key roles in carbohydrate, nucleotide, and protein metabolism
(supplemental Tables S8 and S9).
In Vivo Substrate Specificity of DP8 and DP9—Fig. 4 displays

the frequency of residues in the P1 and P2 position of all DP8
and DP9 candidate substrates identified in this study. As
expected, the majority of candidate substrates contain a Pro in
the P1 position (Fig. 4, A and B) followed by an Ala in the P2
position (Fig. 4, C and D). The frequency of residues in the P1
and P2 position for the remaining candidate substrates was
variable for both DP8 and DP9 (Fig. 4).
DP8 andDP9 cleave in vitro theN termini of adenylate kinase

2, calreticulin, and other peptides. In vitro validation of DP8/DP9
cleavage was performed for 14 candidate substrates, including the
twomost abundant substrates, adenylate kinase 2 and calreticulin
(Table 3, Figs. 5 and 6, and supplemental Fig. S5). In total, cleavage
of9/14substratesbybothDP8andDP9wasconfirmed.Nounique
cleavage was identified for DP8 or DP9 demonstrating similar
enzyme specificity and large substrate overlap between these
enzymes.

FIGURE 3. Peptides of several candidate substrates identified by TAILS.
Peptides identified by MS/MS are indicated by bold underlined letters. Light
colored letters indicate precursor peptides of mature proteins or their initiator
Met residues that are known to be removed as annotated in UniProtKB. The
dipeptide residues identified as being cleaved, or as having the potential for
cleavage, are outlined by a box. Where two peptides were identified by
MS/MS as being the noncleaved DP8/DP9 precursor peptide (N-terminal
dipeptide intact) and the DP8/DP9 cleavage product peptide (N-terminal
dipeptide removed), an arrow is used to indicate the site of DP8/DP9 prote-
olysis. Peptides for C-1-tetrahydrofolate synthase and cytoplasmic and lyso-
somal protective proteins were identified from manual parsing of the DP8
dataset. All other proteins were identified in both DP8 and DP9 datasets. The
peptides corresponding to three of the potential cleavage sites indicated for
fructose-bisphosphate aldolase A were only identified from manual parsing
of the DP9 dataset (see Table 1). Full-length protein sequences of the above
and other potential substrates can be found in supplemental Figs. S2 and S3.
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TABLE 2
Candidate DP8 and DP9 substrates identified by quantitative analysis of TAILS data
Peptides were identified as significantly increased or decreased in the activeDP8 EGFP orDP9-EGFP SKOV3 cells comparedwith the catalytically inactive forms. Individual
peptides identified by MS/MS can be found for DP8 and DP9 in supplemental Tables S4 and S5, respectively. The MS/MS spectra for each of these peptides can be found
in the associated supplemental Tables S4 and S5 spectra files. #, number; #AA, number of amino acids in full-length protein; Seq. Pos., position of identified peptide in the
full-length protein; �2AA, the two amino acids preceding the identified peptide, of these (�M) indicates initiator methionine; �1AA, the first amino acid adjacent to the
C-terminal end of theMS/MS-identified peptide; Exp., experiment number;Hits, number of spectra positively identified for each peptide; RatioH/L, the isotopic heavy/light
ratio. Ratios are expressed asmeans� S.D. Bold underlined text indicates the amino acid that DP8/DP9will cleave at if the identified peptide is a bona fide substrate. Arrows
(2/1) indicate whether the presence of peptide was significantly increased or decreased.
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In comparison with DP8, DP9 more readily cleaved the
N-terminal peptide of adenylate kinase 2 (Fig. 5A) demonstrat-
ing a probable higher affinity of recombinant DP9 for this sub-
strate in vitro. Recombinant DP8 cleaved N-terminal peptides
of adenylate kinase 2 and calreticulin with similar kinetics,

whereas DP9 displayed a faster rate of cleavage for the calreti-
culin N-terminal peptide compared with adenylate kinase 2
(Figs. 5A and 6A). Specificity of DP8/DP9 cleavage was con-
firmed by performing peptide catalysis reactions in the pres-
ence of the nonselective DP inhibitor, Val-Boro-Pro (PT-100/

FIGURE 4. Frequency distribution of residues in P1 and P2 position of DP8 and DP9 candidate substrates. The frequency distribution of amino acids in the
P1 (A and B) and P2 (C and D) position of candidate substrates identified in Table 3 are given for DP8 (A and C) and DP9 (B and D). The exact number of peptides
in which each residue is found in the P1 or P2 position is given along with the percentage relating to frequency distribution.

TABLE 3
Confirmed cleavage of DP8 and DP9 substrates
For each substrate, 10 �M of the N-terminal oligopeptide was incubated with 1.7 milliunits of active, purified recombinant DP8 or DP9. Observedmolecular mass (Da) was
determined from MS spectra acquired 24 h after incubation, nc means not cleaved.
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Talabostat) (Figs. 5B and 6B). Co-localization ofDP8- andDP9-
EGFP with both adenylate kinase 2 and calreticulin was
demonstrated by confocal microscopy (Fig. 7A) confirming
physical proximity between protease and substrate. No differ-
ence in the localization of either adenylate kinase 2 or calreti-
culin was detected between the active DP8- andDP9-EGFP cell
lines compared with the catalytically inactive DP8(S739A)-
EGFP andDP9(S729A)-EGFP cells (data not shown). Immuno-
blots demonstrated that full-length adenylate kinase 2 and
calreticulin are not altered in their expression levels in the
DP8- or DP9-EGFP SKOV3 cells lines (Fig. 7B) indicating

that DP8/DP9 proteolysis is unlikely to alter the stability of
these two proteins.

DISCUSSION

This is the first cytosol-wide analysis of proteome regulation
by DP8 and DP9. In contrast to other studies focused on indi-
vidual substrates in in vitro assays (18, 20, 21), we have utilized
TAILS (22), an N-terminally focused negative selection
proteomics approach for the first time on a cytoplasmic pro-
teome, to identify in vivoDP8 andDP9 substrates. In this study,
stable transfected SKOV3 cells were used to identify 23 and 17

FIGURE 5. DP8 and DP9 cleave the N-terminal peptide of adenylate kinase 2 in vitro. The N-terminal peptide of mature adenylate kinase 2 is displayed. The
arrow indicates the site of DP8/DP9 proteolysis with the gray text indicating the dipeptide that is removed following DP8/DP9 proteolysis. A, 10 �M of the
adenylate kinase 2 peptide was incubated alone or with 1.7 milliunits of active purified recombinant DP8 or DP9. Samples were collected and stopped with 1%
TFA (v/v) final at 0, 1, and 4 h. MS spectra were acquired for noncleaved (m/z) and DP8/DP9-cleaved (m/z) peptides with a mass accuracy of 0.01 to 0.05% error.
Theoretical masses of noncleaved and cleaved peptides are 1681.89 and 1512.79 Da, respectively. B, specificity of cleavage by DP8/DP9 of these peptides was
confirmed by performing catalysis reactions in the presence of 10 �M of the nonselective DP inhibitor, Val-Boro-Pro (PT-100/Talabostat). Displayed spectra are
representatives from three independent cleavage experiments. AK2, adenylate kinase 2.
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candidate substrates of DP8 and DP9 respectively; 14 of these
were selected for in vitro validation. Adenylate kinase 2, calre-
ticulin, and seven other substrates were validated as DP8/DP9
substrates. This quantitative analysis identified additional pro-
teins involved in pathways regulated or affected by overexpres-
sion of DP8 (20 proteins) and DP9 (45 proteins) enzyme activ-
ity. Many of the proteins identified by quantitative analysis and
those confirmed as DP8/DP9 substrates are involved in regu-
lating cellular metabolism and energy homeostasis. Thus, this
study for the first time reveals potential roles for DP8 and DP9
in cellular metabolic pathways, including glycolysis, gluconeo-
genesis, fatty acidmetabolism, and nucleotidemetabolism/bio-
synthesis. In addition, the involvement of calreticulin in the
antigen processing and presentation is consistentwith a role for

DP9 proteolysis in preventing cell surface presentation of the
major histocompatibility complex class I antigen (21).
Many of the candidate substrates in Table 3 were identified

only from peptides with the potential for DP8/DP9 cleavage,
with little to no detection of the cleaved peptides. This is likely
due to the cleaved peptides being of low abundance or may
indicate their rapid degradation following DP8/DP9 trunca-
tion. For some targets, contradictory isotopic heavy/light ratios
were identified, and discrepancies were observed with ratios
between different datasets. These contradictory ratios are
probably due to the endogenous enzyme levels of DP8 and DP9
present in all our cell lines. It is likely that background endoge-
nousDP8/DP9 proteolysis also contributes to the identification
of overlapping substrates of DP8 and DP9.

FIGURE 6. DP8 and DP9 cleave the N-terminal peptide of calreticulin in vitro. The N-terminal peptide of mature calreticulin is displayed. The arrow indicates
the site of DP8/DP9 proteolysis, and the gray text indicates the dipeptide that is removed following DP8/DP9 proteolysis. A, 10 �M of the calreticulin was
incubated alone or with 1.7 milliunits of active and purified recombinant DP8 or DP9. Samples were collected and stopped with 1% TFA (v/v) final at 0, 1, and
4 h. MS spectra were acquired for noncleaved (m/z) and DP8/DP9-cleaved (m/z) peptides with a mass accuracy of 0.01 to 0.05% error. Theoretical masses of
noncleaved and cleaved peptides were 2245.45 and 2017.95 Da, respectively. B, specificity of cleavage by DP8/DP9 of these peptides was confirmed by
performing catalysis reactions in the presence of 10 �M of the nonselective DP inhibitor, Val-Boro-Pro (PT-100/Talabostat). Displayed spectra are representa-
tives from three independent cleavage experiments. CRT, calreticulin.
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In Vivo Substrate Specificity of DP8 and DP9—Candidate
substrates identified in this study confirm in vivo the in vitro
work of others demonstrating a preference for both DP8 and
DP9 to cleave the post-prolyl bond (33–35), with a strong pref-
erence for substrates with an Ala in the P2 position followed by
Val, Thr, Ser, or Pro residues. Our findings also reveal the
potential for DP8/DP9 cleavage to occur after nontypical resi-
dues in the P1 position; however, all validated substrates con-

tained a Pro in P1 (Table 3). In addition an in vivo preference
was observed for the potential cleavage of dipeptides from sub-
strates with an Ala, Lys, Val, Thr, or Gly residue in what would
be the P1� position. Roles for P1� and P2� residues in DP8 sub-
strate specificity have been previously suggested following
observations of DP8 in vitro cleavage of chemokines whereDP8
kinetically favored cleavage of chemokines containing Ser in
P2� and Leu and Val in P1� (20).
Identification of Noncytoplasmic Substrates—A number of

DP8/DP9 substrates and pathway-affected proteins identified
in this study are known to be localized in intracellular organ-
elles. Approximately half of the identified DP8 substrate candi-
dates arematuremitochondrial proteins for which amitochon-
drial targeting sequence is absent (e.g. adenylate kinase 2) or has
been removed. These findings suggest that in the DP8 cell lines,
there may be increased mitochondrial turnover/degradation
resulting in leakage of proteins from autophagosomes (as
occurs for acetyl-CoA acetyltransferase (36)) suggesting that
DP8may play a role in mitochondrial homeostasis. Although it
may be possible that some nuclear, mitochondrial, and other
noncytoplasmic proteins are released upon cell lysis and thus
accessible to DP8/DP9 cleavage, it is thought that this was not
likely due to the gentle method of cell lysis used in this study,
the rapid inclusion of protease inhibitors during lysis, and to the
differences in localization of proteins between theDP8 andDP9
datasets.
Adenylate Kinase 2 and Calreticulin as Natural Endogenous

DP8 and DP9 Substrates—Co-localization in vivo of a protease
with its substrate is required for cleavage. By demonstrating
this by co-localization studies, it supports the in vivo relevance
of adenylate kinase 2 and calreticulin as natural substrates of
DP8 andDP9. Although determination of the biological impor-
tance of the cleavage of adenylate kinase 2 and calreticulin by
DP8/DP9 is difficult due to the pleiotropic effects of both
adenylate kinase 2 and calreticulin (37), evidence for a potential
biological role for DP8/DP9 processing in adenylate kinase 2
and calreticulin function exists in the literature. DP8 and DP9
may play a role in the post-translational modification of adeny-
late kinase 2, prior to its mitochondrial import, to produce a
known variant lacking the N-terminal “MAP” sequence, which
has a 2-fold higher activity than the major variant with the
Ala-Pro dipeptide intact (38).DP8/DP9proteolysis of adenylate
kinase 2 may also occur following its apoptosis-induced release
from the mitochondria, potentially altering its binding affinity
to Fas-associated protein with death domain and activation of
apoptosis via a novel pathway (39). Calreticulin is known to be
retrotranslocated from the endoplasmic reticulum lumen to
the cytoplasmic space after removal of its N-terminal signal
peptide (residues 1–17) (40). In the cytosol, calreticulin has
been shown to undergo post-translational arginylation of the
exposed N-terminal aspartic acid residue (41, 42). Under stress
conditions, arginylated calreticulin associates with stress gran-
ules in a calcium-dependent manner (41). Such a modification
would make the N termini of cytosolic calreticulin inaccessible
to DP8/DP9; however, under the basal conditions used in our
study, no arginylated N-terminal peptides of calreticulin were
identified in our datasets (data not shown). Indeed, we did iden-
tify DP8/DP9-cleaved N-terminal peptides of calreticulin.

FIGURE 7. Expression and co-localization of adenylate kinase 2 and calre-
ticulin with DP8 and DP9 in SKOV3 cells. A, DP8-EGFP- and DP9-EGFP
SKOV3-expressing cells lines were analyzed by confocal microscopy and
immunofluorescence using anti-calreticulin (1:50) and anti-adenylate kinase
2 (1:50) polyclonal antibodies. As labeled, red panels display adenylate kinase
2 or calreticulin, and green panels display DP8-EGFP or DP9-EGFP expression.
Merged images are shown in the far right-hand panels. B, cell lysates (25 �g)
from DP8-EGFP, DP8(S739A)-EGFP, DP9-EGFP, DP9(S729A)-EGFP, vector-
transfected, and nontransfected SKOV3 cells were analyzed by 10% (w/v)
SDS-PAGE and immunoblotting using DP8 (1:5000), anti DP9 (1:5000), calre-
ticulin (1:10,000), adenylate kinase 2(1:5000), and �-actin (1:10,000) as a load-
ing control. AK2, adenylate kinase 2; CRT, calreticulin.
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Potentially, DP8/DP9 are involved in regulating the function
and subcellular localization of cytoplasmic calreticulin in
response to stress. In our study, under basal conditions, no
change in calreticulin localizationwas observed following over-
expression of active or catalytically inactiveDP8 andDP9; how-
ever, under conditions of stress this may be altered.
The N-end rule specifies that the stability of a protein can be

affected by the identity of its N-terminal residue (43). Although
it is thought possible that DP8/DP9 may be involved in degra-
dation of proline-containing proteins by affecting their stability
upon N-terminal cleavage, no increase or decrease in the
expression of full-length adenylate kinase 2 or calreticulin was
observed in this study following overexpression of DP8 or DP9
(Fig. 7B).
In conclusion, this study has identified and validated a num-

ber of biologically important candidate in vivo substrates for
both DP8 and DP9, both previously enigmatic proteases with
only one in vivo substrate known. Furthermore, this work has
highlighted roles for both of these proteases in cellular energy
metabolism and homeostasis. Importantly, adenylate kinase 2
and calreticulin were identified and validated as substrates of
both DP8 and DP9. Adenylate kinase 2 plays an important role
in maintaining cellular energy homeostasis, and thus DP8/DP9
proteolysis may contribute to regulating cellular energy home-
ostasis through adenylate kinase 2. TAILS is a powerful pro-
teomic approach for the discovery of protease substrates. The
recent use of TAILS in in vivo analysis of tissue samples opens
the possibility for similar analysis of DPs in the future. For the
first time, we have applied TAILS to a cytoplasmic proteome
and found the approach to be particularly well suited to the
discovery of N-terminal substrates of the exopeptidases DP8
and DP9. This proteomic investigation has identified some
unique but largely overlapping roles and substrates for DP8 and
DP9, thus paving the way for ongoing investigations into the
fundamental roles of DP8 and DP9 in cellular metabolism and
homeostasis.
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Syrucek, M., Soula, O., and Sedo, A. (2010) Expression of dipeptidyl pep-
tidase-IV activity and/or structure homologs in humanmeningiomas. Int.
J. Oncol. 36, 351–358

14. Wilson, C. H., and Abbott, C. A. (2012) Expression profiling of dipeptidyl
peptidase 8 and 9 in breast and ovarian carcinoma cell lines. Int. J. Oncol.
41, 919–932

15. Lu, C., Tilan, J. U., Everhart, L., Czarnecka, M., Soldin, S. J., Mendu, D. R.,
Jeha, D., Hanafy, J., Lee, C. K., Sun, J., Izycka-Swieszewska, E., Toretsky,
J. A., and Kitlinska, J. (2011) Dipeptidyl peptidases as survival factors in
Ewing sarcoma family of tumors. J. Biol. Chem. 286, 27494–27505

16. Overall, C. M., and Blobel, C. P. (2007) In search of partners: linking
extracellular proteases to substrates. Nat. Rev. Mol. Cell Biol. 8, 245–257

17. Lange, P. F, and Overall, C. M. (2013) Protein TAILS: when termini tell
tales of proteolysis and function. Curr. Opin. Chem. Biol. 17, 73–82

18. Bjelke, J. R., Christensen, J., Nielsen, P. F., Branner, S., Kanstrup, A. B.,
Wagtmann, N., and Rasmussen, H. B. (2006) Dipeptidyl peptidases 8 and
9: specificity and molecular characterization compared with dipeptidyl
peptidase IV. Biochem. J. 396, 391–399

19. Frerker, N., Wagner, L., Wolf, R., Heiser, U., Hoffmann, T., Rahfeld, J. U.,
Schade, J., Karl, T., Naim, H. Y., Alfalah, M., Demuth, H. U., and von
Hörsten, S. (2007) Neuropeptide Y (NPY) cleaving enzymes: structural
and functional homologues of dipeptidyl peptidase 4. Peptides 28,
257–268

20. Ajami, K., Pitman, M. R., Wilson, C. H., Park, J., Menz, R. I., Starr, A. E.,
Cox, J. H., Abbott, C. A., Overall, C. M., and Gorrell, M. D. (2008) Stromal

DP8 and DP9 Substrate Discovery

13948 JOURNAL OF BIOLOGICAL CHEMISTRY VOLUME 288 • NUMBER 20 • MAY 17, 2013



cell-derived factors 1� and 1�, inflammatory protein-10 and interferon-
inducible T cell chemo-attractant are novel substrates of dipeptidyl pep-
tidase 8. FEBS Lett. 582, 819–825

21. Geiss-Friedlander, R., Parmentier, N., Möller, U., Urlaub, H., Van den
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