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Purple acid phosphatases (PAPs) are members of the
metallo-phosphoesterase family. They are characterized
by the presence of seven conserved amino acid residues
involved in coordinating the dimetal nuclear center in
their reactive site. We compared the 29 PAPs predicted
for Arabidopsis thaliana in their varieties of potential
metal-ligating residues. Although 24 members possessed
sets of metal-ligating residues typical of known PAPs, 1
member lacked four of the seven residues. For the re-
maining four members, potential metal-ligating resi-
dues were generally more similar to those in metal-de-
pendent exonucleases and related proteins. Evidence
was obtained for the expression of the majority of the 29
PAPs. To facilitate future investigations, a scheme for
naming Arabidopsis PAPs and a system for classifying
the 29 PAPs are proposed. The cDNA sequences and the
responses to phosphate deprivation of seven Arabidop-
sis PAPs (AtPAP7–AtPAP13) were characterized. For
some AtPAPs analyzed, there were fully processed tran-
scripts as well as splice variants. The splice variants of
AtPAP10 were found to associate with polyribosomes
and may be translated into a NH2-terminal truncated
protein. Phylogenetic investigations showed that At-
PAPs 7 and 8, together with similar enzymes from other
plant species, formed the low molecular weight plant
PAP group. Members of this group were more closely
related to PAPs from mammalian cells. AtPAPs 9–13,
together with kidney bean PAP, formed the high molec-
ular weight PAP group. In phosphate deprivation exper-
iments, gene transcription of AtPAP11 and AtPAP12 was
induced and increased, respectively, whereas that of the
remaining five AtPAPs was not affected by phosphate
deprivation. The present work demonstrates that struc-
ture variation and expression regulation of plant PAPs
are more complex than previously described and pro-
vides a framework for comprehensive molecular genetic
and biochemical studies of all Arabidopsis PAPs in the
future.

In recent years, there has been considerable interest in pur-
ple acid phosphatases (PAPs).1 Comparative analysis of the
structure of PAPs from higher plants and mammals has al-
lowed the identification of conserved sequence and structural
motifs in this type of enzymes from many eukaryotic species
(1–4). The definition of the conserved sequence motifs has also
aided identification of potential PAP coding sequences from
bacterial species (4, 5). However, reports on structural, bio-
chemical, and/or functional properties of the bacterial PAPs
have not yet appeared. Evolutionarily, PAPs belong to the
metallo-phosphoesterase family of proteins, members of which
also include phosphoprotein phosphatases, diadenosine tetra-
phosphatases, exonucleases, 5�-nucleotidases, and other types
of phosphomonoesterases (1, 6–12). The structure motif con-
served in metallo-phosphoesterases is the �-�-�-�-� fold (1,
13–16). The amino acid residues involved in coordinating the
dimetal nuclear center (Fe(III)-M(II)) are located at the car-
boxyl ends of the parallel �-strands of the �-�-�-�-� fold. The
complement of amino acid residues involved in metal ligation
in different types of metallo-phosphoesterases has recently
been investigated based on the alignment of conserved se-
quence motifs. For PAPs, a comparison of multiple sequences
from both eukaryotic and prokaryotic organisms has delineated
seven invariant residues contained in five blocks of conserved
amino acid sequences being the ones required for metal coor-
dination (4, 5) (DXG/GDXXY/GNH(D/E)/VXXH/GHXH; bold
letters represent metal-ligating residues). For exonucleases
and structurally related proteins, there are also seven potential
metal-ligating residues that distribute in five blocks of con-
served amino acid sequences (DXH/GDXXX/GNH(D/E)/XX(G/
A)H/(G/A)HXH) (1). For phosphoprotein phosphatases and
structurally related proteins, there are only six metal-coordi-
nating residues (DXH/GDXXX/GNH(D/E)/XXXH/XXXH) (1). It
is clear that different metallo-phosphoesterases share similar-
ities in both the number and composition of their metal-ligating
residues. The purple color in the purified proteins of known
PAPs is caused by a charge transfer transition at �560 nm
from the metal-coordinating tyrosine residue to the metal li-
gand Fe(III).

Despite the presence of conserved structural and sequence
motifs, PAPs from different, or even the same, species can
differ from each other in the composition of their dimetal nu-
clear center and their overall structures. The composition of the
dimetal nuclear center in mammalian PAPs is Fe(III)-Fe(II),
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whereas in plants it is either Fe(III)-Zn(II) (as in KBPAP and
PAP from soybean) or Fe(III)-Mn(II) (as in one of the PAPs
from sweet potato) (17–20). Structurally, the high molecular
weight (HMW) plant PAPs (typified by KBPAP) possess two
domains (1, 3). The NH2-domain does not have catalytic func-
tion. It is composed of two sandwiched �-sheets. By homology
modeling, the structure formed by the two sandwiched �-sheets
is later found to resemble the fibronectin type III domain com-
monly seen in animal proteins (21). The COOH-domain has the
metal center and is the catalytic domain of the enzyme. It
consists of two sandwiched mixed �-sheets that include two
�-�-�-�-� motifs. In contrast, mammalian PAPs (typified by
tartrate-resistant acid phosphatase and uteroferrin) have only
one domain in their structure with an overall fold similar to
that of the catalytic domain of KBPAP (13, 22, 23). The low
molecular weight (LMW) plant PAPs have been described only
recently, and are substantially smaller in size compared with
HMW plant PAPs (4). Homology modeling shows that LMW
plant PAPs lack the equivalent of the NH2-domain of KBPAP
and are hence structurally similar to mammalian PAPs (4).

Biochemically, HMW plant PAPs function as homodimeric
proteins with a molecular mass of �55 kDa/monomer, whereas
mammalian PAPs are typically monomeric proteins with a
molecular mass of �35 kDa (1–4, 13, 23). Many PAPs are
glycoproteins that are targeted to the secretary pathway (4).
One PAP from Spirodela oligorrhiza has been found to be
glycosylphosphatidylinositol anchored in the cell (24). Another
PAP from Lupinus albus may contain a third domain (with a
structure resembling that of sterol desaturases) at the carboxyl
terminus (25, 26). It is not known how common the latter two
forms of posttranslational modification are in PAPs from other
species.

In in vitro reactions, PAPs have been shown to catalyze the
hydrolysis of activated phosphoric acid esters and anhydrides
at a pH range of 4–7 (1). However, the in vivo function of PAPs
remains largely unknown. Mammalian PAPs may play a vari-
ety of physiological roles, including resorption of bone and
cartilage breakdown, iron transport, and generation of reactive
oxygen species in a Fenton-like reaction (27–29). In higher
plants, PAPs have mostly been studied for their potential in-
volvement in phosphorus nutrition because their hydrolytic
activity may aid the release of inorganic P (Pi) from organic P
that is not readily available to plant cells. Two PAPs (secreted
PAP, membrane PAP) from L. albus have been shown to be
highly inducible by phosphate deprivation (25, 26). The induc-
tion and secretion of secreted PAP are specific to proteoid roots,
a structure that is specifically formed in L. albus as one of the
adaptations to phosphorus deficiency, indicating that, at least
in this species, PAPs may play an important part in phospho-
rus nutrition (26, 30). AtACP5, a PAP from Arabidopsis thali-
ana, is induced by both phosphate deprivation and oxidative
stress (31). This enzyme may be involved in phosphate mobili-
zation as well as the metabolism of reactive oxygen species in
stressed or senescent plant tissues (31). The promoter of a
separate Arabidopsis PAP gene has also been shown to be
inducible by phosphate deprivation, although in this case the
corresponding PAP enzyme has not been characterized (32). In
addition, several Arabidopsis PAPs may possess phytase activ-
ity because their proteins show high levels of homology to a
phytase recently reported from soybean (33). Given the struc-
tural and biochemical diversities described above, it is likely
that PAPs from higher plants may have yet undiscovered func-
tions, the elucidation of which may contribute significantly to
the understanding of important aspects of plant biology.

Genetically, higher plant species often contain multiple
genes coding for different PAPs. In sweet potato four PAPs

have been described (4, 18, 19, 34). In Arabidopsis, the AGI
project has annotated 16 different PAP genes searchable at the
Institute for Genomic Research (TIGR) Arabidopsis data base.
The existence of multiple PAPs in the same species may hinder
functional investigations because of potential genetic and func-
tional redundancies. Additionally, studies on PAP may be com-
plicated by the presence in higher plants of other types of acid
phosphatases, which often react to environmental stimuli in
ways similar to PAPs. For example, the LePS2 acid phospha-
tase is strongly induced by phosphate deprivation (35). How-
ever, molecular investigations show that LePS2 is related to a
new class of phosphohydrolases rather than to PAPs (35). To
study the function of PAPs in plant biology systematically, it is
desirable to employ a plant species for which genetic knowledge
on PAPs as well as other types of acid phosphatases is already
available.

We have selected the model plant species A. thaliana in our
studies on higher plant PAPs. A search of the annotated ge-
nome data base of Arabidopsis reveals that, in addition to PAP
genes, this species also contains genes encoding several other
types of phosphatases that may share some similarities with
PAPs in reacting to physiological and environmental cues.
These enzymes include histidine acid phosphatase (1 gene),
vegetative storage protein type of acid phosphatases (10 genes),
and phosphatidic acid phosphatase (4 genes). However, PAPs
form by far the largest group of acid phosphatases in Arabi-
dopsis with 16 different members in the TIGR data base. In
this paper we report the finding of more Arabidopsis PAP
members from data base searching, comparative analysis of
conserved metal-ligating amino acid residues in 29 PAPs, and
propose schemes for naming and classifying these PAPs. We
also describe cDNA cloning and amino acid sequence analysis
for seven PAPs encoded by chromosome 2. The patterns of
primary structure variation in both LMW and HMW Arabidop-
sis PAPs are also reported. As an entry point to functional
dissection, the response of the seven PAPs to phosphate depri-
vation in suspension cells is examined. Based on the work
presented here, effective strategies for further studies of Ara-
bidopsis PAPs are discussed.

EXPERIMENTAL PROCEDURES

Data Base Search, Nomenclature, and Clustering Analysis of Arabi-
dopsis PAPs—Initially, a search using the phrase “purple acid phos-
phatase” was conducted at the TIGR web site (www.tigr.org/tdb/e2k1/
ath1/GeneNameSearch.shtml). This search resulted in the retrieval of
the predicted amino acid sequences of 16 different PAPs. In the second
stage, the predicted protein sequences were each used as query se-
quences for Blastp searches at the TAIR A. thaliana genomic blast web
page (arabidopsis.org/Blast/index.html) using the default setting. Iden-
tification of additional predicted PAPs in the Blastp search was based
on two criteria: at least 20% identical to the query sequence and the
possession of amino acid sequence elements that could be related to the
conserved sequence motifs (DXG/GDXXY/GNH(E/D)/VX2H/GHXH) de-
fined previously for PAPs. Thirteen additional predicted PAPs were
found in this step. In the third stage, the predicted protein sequences of
the newly retrieved 13 PAPs were each used as query sequences for
another round of Blastp search at the TAIR web site. However, no more
predicted PAPs were found, suggesting that the total number of pre-
dicted PAPs in the Arabidopsis genome was likely to be 29. To identify
expressed sequence tags and/or cDNA sequences for the 29 PAPs,
several nucleic acid and protein data bases, including the TIGR Arabi-
dopsis Gene Index (www.tigr.org/tdb/agi/, this site also contains full-
length cDNA sequences for 5000 Arabidopsis genes), MIPS (mips.
gsf.de/proj/thal/db/index.html), and GenBankTM (www.ncbi.nlm.nih.
gov/), were searched. For naming the 29 Arabidopsis PAPs according to
their positions on the different chromosomes, the prefix “AtPAP” (for
A. thaliana PAP) was used.

To establish a classification scheme for Arabidopsis PAPs, clustering
analysis of amino acid sequences was conducted. It is known from
previous work and from our study (see “Results”) that the predicted
protein sequences of some Arabidopsis genes contained localized errors
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because of imprecise prediction of intron and exon boundaries during
the annotation process. To improve the accuracy of the clustering anal-
ysis, two measures were taken. First, for the seven PAPs (AtPAP7–
AtPAP13; Table III) investigated in this study and the three PAPs
(AtPAP3, AtPAP17, AtPAP18; Table III) studied by previous research-
ers, amino acid sequences derived from cDNAs were used. Conse-
quently, in only 19 of the 29 Arabidopsis PAPs, the predicted amino acid
sequences were employed for the clustering analysis. Second, during
the analysis, the “complete deletion option” was chosen with respect to
sites involved in alignment gaps. The incorrectly predicted amino acid
sites would cause gaps in multiple alignment of sequences. The adop-
tion of the complete deletion option may minimize the impact of the
prediction errors on the clustering analysis (37). The protein sequences
of 29 PAPs were aligned using the program ClustalW 1.8
(searchlauncher.bcm.tmc.edu/multi-align/multi-align.html) (36). The
alignment result was converted to MEGA format, which was then
subject to clustering analysis using several different programs (neigh-
bor joining, minimum evolution, and parsimony) at the MEGA 2 web
site (www.megasoftware.net/) (37).

Plant Materials, Phosphate Deprivation Treatment, and Detection of
AtPAP cDNAs—The Col-1 ecotype of A. thaliana was used throughout
this study. General conditions for plant growth and initiation and
maintenance of suspension cell cultures were the same as those de-
scribed previously (38, 39). For phosphate deprivation of suspension
cells, cells grown in phosphate-sufficient liquid medium (1 mM Pi, in the
form of NaH2PO4) were collected by vacuum, washed three times using
sterile distilled water, and dispersed into the low phosphate liquid
medium (0.01 mM Pi). A cell sample was immediately taken as the day
0 control. Further samples were collected at 1, 3, and 5 days later.
Control cell samples were also taken at identical points from suspen-
sion cells grown in the phosphate-sufficient medium. For phosphate
deprivation of Arabidopsis seedlings, the method described by Haran et
al. (32) was adopted. All cell and tissue samples were stored at �70 °C
prior to RNA extraction.

Total RNA was extracted from cell and tissue samples using the
RNeasy Plant Mini Kit (Qiagen). RNA concentrations were determined
with the aid of a spectrophotometer (BioPhotometer, Eppendorf AG).
Using nucleotide sequence information of the predicted PAPs, PCR
primers were synthesized for amplifying cDNAs corresponding to the
coding regions of 20 of the 29 predicted PAPs. A complete list of the PCR
primers used in this study is available at the web site www.mpimp-
golm.mpg.de/udvardi/(under section “Supplementary Materials for
Publications”). The primers used for amplifying coding region cDNAs of
the seven PAPs encoded by chromosome 2 are listed in Table I. In each
reverse transcription reaction using the Moloney murine leukemia vi-
rus reverse transcriptase (Invitrogen) and random hexamers (New
England Biolabs), 10 �g of total RNA was used. For amplifying cDNAs
of individual PAPs, varying amounts of the reverse transcription mix
(1–3 �l) were used in 50-�l PCR reactions containing PAP-specific
primers and the high fidelity Taq polymerase ExTaq (TaKaRa). The
annealing temperature (48–55 °C) and the extension time (1–3 min)
were adjusted to suit the amplification of the coding region of individual
PAPs. After 35 cycles of amplification, the PCR products were examined
by agarose gel electrophoresis with ethidium bromide staining. The
PCR fragments of expected size were purified from the gel, followed by
cloning into the plasmid vector pGEMT-easy (Promega). The inserts in
selected positive clones were sequenced commercially (TaKaRa). The
resulting cDNA sequences were compared with the predicted ORFs and
previously reported cDNAs of Arabidopsis PAPs using various pro-
grams at the NCBI network (www.ncbi.nlm.nih.gov/).

Analysis of Splice Variants—For each of the seven PAPs (AtPAP7–
AtPAP13) that were analyzed in more detail in this study, cDNA se-
quences were determined using several clones, some of which contained
inserts of different sizes. This led to the identification of splice variants
(based on the presence of incompletely removed intron sequences in the
cDNAs) for two of the seven PAPs (AtPAP10 and AtPAP13). To inves-
tigate whether the splice variant of AtPAP10 was present in the cyto-
plasm and could access cellular translation apparatus, polyribosomes
were prepared from suspension cells grown in either phosphate-suffi-
cient or phosphate-limiting medium (with 1 mM and 0.01 mM Pi, respec-
tively) using sucrose density gradient centrifugation detailed in pub-
lished protocols (40, 41). In total, 12 fractions were collected from each
sucrose gradient. Total RNA was extracted from each fraction and was
further treated with RNase-free DNase (TaKaRa) to eliminate potential
contamination by genomic DNA. In analogy to the study by Petracek et
al. (41), monoribosomes were associated with fractions 4 and 5, whereas
polyribosomes were contained in fractions 6–11. To detect the distribu-
tion of wild type transcript and the splice variant of AtPAP10 in frac-

tions 4–11 by RT-PCR, 5 �g of total RNA from each fraction was
reverse-transcribed as described above. The resultant cDNA mixtures
were used for PCR amplification of wild type transcripts (using the
primers WTF and 16430R; Table I, Fig. 3A) and splice variants (using
the primers SVF and 16430R; Table I, Fig. 3A). The amplified products
were checked by agarose gel electrophoresis with ethidium bromide
staining.

Phylogenetic Investigations and Primary Structure Comparisons—
Using amino acid sequences deduced from cDNA clones, phylogenetic
relationships of AtPAP7–AtPAP13 to PAPs isolated from other eukary-
otic organisms were investigated. PAPs from bacterial species were not
included in this investigation because of some uncertainties in potential
metal-ligating residues (4). Multiple sequence alignment was carried
out using ClustalW 1.8. Phylogenetic trees were constructed using
several tree building methods (neighbor joining, minimum evolution,
parsimony) available at the MEGA 2 web site (37). For comparisons of
primary structure, the amino acid sequences of LMW PAPs (AtPAP7,
AtPAP8) were compared with that of uteroferrin (as the representative
of known LMW PAPs), whereas the amino acid sequences of HMW
PAPs (AtPAP9–AtPAP13) were compared with that of KBPAP (as the
representative of known HMW PAPs).

Evaluation of Transcriptional Responses of AtPAPs to Phosphate
Deprivation Treatment using Semiquantitative RT-PCR—The tran-
scriptional responses of AtPAP7–AtPAP13 to phosphate deprivation
treatment were evaluated using suspension cells. During the experi-
ments, suspension cells were subject to phosphate deprivation as de-
scribed above, followed by the extraction of total RNA from both treated
and control samples. For all samples to be compared, the same amount
of total RNA (10 �g) was used in reverse transcription reactions. Prior
to PCR amplification of Arabidopsis PAPs, the cDNA content of all
reverse transcription reactions was normalized by amplifying the tran-
script of tubulin using primers TuF and TuR (Table I). In amplifying the
transcripts of AtPAP7–AtPAP12 using normalized cDNA samples, the
same set of cycling parameters (annealing temperature, 52 °C; exten-
sion time, 2 min; number of amplification cycles; Ref. 28) was employed.
In amplifying the transcripts of AtPAP13 using the same batch of
normalized cDNA samples (and with annealing temperature of 52 °C
and extension time of 2 min), the number of amplification cycles had to
be increased to 32 to obtain consistent results. The kinetics of the PCR
amplifications was checked by amplifying tubulin transcripts using the
same annealing temperature and extension time but with different
numbers of amplification cycles (24, 28, 32) (Fig. 6). For comparing the
levels of AtPAP transcripts across the samples, the same amount of
reaction mixture was taken from all PCR amplifications, followed by
agarose gel electrophoresis and ethidium bromide staining. The results
were imaged using the gel documentation system AlphaImager 2200
(Alpha Innotech Corp.).

RESULTS

Comparative Analysis of Potential Metal-ligating Residues in
Arabidopsis PAPs—Repeated Blastp searches of the protein

TABLE I
A list of PCR primers

The underlined nucleotides form BamHI (GGATCC), KpnI (GG-
TACC), NdeI (CATATG), or SalI (GTCGAC) restriction site.
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data base of Arabidopsis led to the finding of 29 potential PAPs
(Table II). In 24 Arabidopsis PAPs, the complete set of seven
invariant amino acid residues involved in the ligation of the
dimetal nuclear center in known PAPs was found (Table II).
However, in 5 of the 29 PAPs (Table II, shaded lines), the
varieties of potential metal-ligating residues differed from
those in typical PAPs. In At2g32770 (AtPAP13 in Table III),
the lack of four of the seven invariant residues was caused by
drastic changes of amino acid compositions in three of the five
sequence elements (Table II), which were deduced to hold po-
sitions for metal ligation residues by amino acid sequence
comparisons. In At2g46880, At3g10150, At5g57140, and
At5g63140 (AtPAP14, AtPAP16, AtPAP28, and AtPAP29, re-
spectively, in Table III), the varieties of potential metal-ligat-
ing residues were generally more similar to those found in
several other types of metallo-phosphoesterases from yeast,
bacterium, and human (Table II, Fig. 1) (1), some of which had
been found to possess exonuclease or phosphodiesterase activ-
ities (42–44). However, they were still considered as potential
PAPs because their overall amino acid sequences exhibited
significant levels of homology to known PAPs. As shown in Fig.
1, proteins homologous to At2g46880, At3g10150, At5g57140,

and At5g63140 had also been found in two other plant species
(chickpea and rice).

Evidence for Expression, Nomenclature, and Classification of
Arabidopsis PAPs—The above data base search results raised
the question of whether the multiple Arabidopsis PAPs were
expressed. Several lines of evidence presented in Table III
indicated that the transcripts for the majority of the 29 PAPs
were present in Arabidopsis cells. First, in various expressed
sequence tag projects, expressed sequence tags were discovered
for 13 PAPs (Table III). Second, in public data bases, full-length
cDNA clones were isolated and sequenced for five PAP genes
(Table III). Third, in our study, we had detected the cDNAs for
20 PAPs (Table III). From Table III, it could also be seen that
previous investigators had tentatively named Arabidopsis
PAPs in different manners. Based on the finding that the great
majority of the 29 predicted PAPs were expressed, and the need
in future to carry out more systematic studies on individual
PAPs, a system for naming Arabidopsis PAPs is presented in
Table III. This nomenclature is consistent with the current sys-
tem for naming members of multigene families in A. thaliana.

Using amino acid sequences of 19 predicted PAPs and those
of 10 PAPs (AtPAP3, AtPAP7–AtPAP13, AtPAP17, AtPAP18)
derived from cDNA analysis, clustering analysis was conducted
with the aim to establish a classification scheme for Arabidop-
sis PAPs. The patterns in the clustering of the 29 PAPs using
different methods were essentially similar. The result obtained
with the minimum evolution method (Fig. 2) was adopted as
the basis for a classification scheme of Arabidopsis PAPs. The
29 PAPs could be classified into three major groups (groups I,
II, and III), each with more than 95% bootstrap support (Fig.
2). A further division of the three major groups yielded eight
subgroups (Ia-1, Ia-2, Ib-1, Ib-2, IIa, IIb, IIIa, and IIIb; Fig. 2).
Except for Ia-2, statistical support for all other subgroups was
equal or greater than 95% (Fig. 2). There was a general corre-
lation between the classification of the groups and the number
of amino acid residues in the 29 PAPs (Fig. 2). Thus, most of
proteins in group I contain more than 400 amino acid residues,
all proteins in group II are composed of more than 500 residues,
and all proteins in group III comprise fewer than 400 residues
(Fig. 2). AtPAP13, for which four of the seven potential metal-
ligating residues could not be identified, clustered with
AtPAP15 and AtPAP23, creating the subgroup Ib-1 (Fig. 2).
AtPAPs 14, 16, 28, and 29 formed the subgroup IIIa (Fig. 2).
Proteins in the remaining subgroups all contained the seven
invariant amino acid residues typical of known PAPs.

Characterization of Coding Region and Amino Acid Se-
quences of AtPAP7–AtPAP13—In our long term effort to ad-
dress the function of PAPs in the biology of Arabidopsis, we
focused initially on seven PAPs (AtPAP7–AtPAP13) encoded by
PAP genes on chromosome 2. With four members in group I,
one member in group II, and two members in group III, the
seven PAPs represent many of the structural and functional
diversities in Arabidopsis PAPs. In RT-PCR experiments, the
cDNAs for AtPAP7, AtPAP8, AtPAP9, AtPAP10, AtPAP12, and
AtPAP13 were readily amplified using total RNA samples pre-
pared from Arabidopsis cells or tissues grown under four dif-
ferent conditions (www.mpimp-golm.mpg.de/udvardi/zusaet-
zlich/index-e.html). In contrast, the cDNA for AtPAP11 was
only obtained from using RNA samples extracted from phos-
phate-deprived cells or root tissues, suggesting that the expres-
sion of this PAP was regulated by phosphate availability. In
cDNA sequencing experiments, clones containing fully pro-
cessed, wild type ORFs were identified for each of the seven
PAPs. In addition, cDNA clones harboring variant ORFs re-
taining one or more introns sequences were also obtained for
AtPAP10 and AtPAP13 (see below).

TABLE II
Conserved sequence motifs containing potential metal-ligating

residues in Arabidopsis PAPs
The symbols plus (�) and minus (�) in this table indicate positive and

negative scores, respectively. EST, expressed sequence tag.

a Represented by the AGI code.
b Bacterial artificial chromosome (BAC) locus number is obtained

from the TIGR data base.
c The predicted protein sequence differ from the one deduced from

cDNA analysis.
d This element is not present in AGI predicted protein sequence

owing to error in coding sequence prediction. Correction of the predic-
tion error allows the identification of the GDLG element in the derived
amino acid sequence.

e Defined by Schenk et al. (4). The bold letters represent metal-
ligating residues.

f The spectrum of potential metal ligating residues in these PAPs
differ to some extent from that of typical PAPs.
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Comparisons of the coding sequences and derived amino acid
sequences obtained for AtPAP7–AtPAP13 in this study with
those predicted by AGI and those deposited in public data bases
by previous investigators on PAP cDNAs isolated from Col-1
ecotype gave the following results. First, for AtPAPs 9–13, the
coding sequences and derived amino acid sequences from our
study were identical to those predicted by AGI. The coding
sequence and derived amino acid sequence of AtPAP12 from

this study differed from those by Cheuk and colleagues (Gen-
BankTM accession no. AY065067) for the same PAP by a single
nucleotide and amino acid change, respectively. This minor
difference may have been caused by PCR or sequencing error.
Second, for AtPAPs 7 and 8, the coding sequences determined
by us and those predicted by AGI differed substantially. Com-
parisons among the coding sequences determined from cDNA
analysis, the predicted coding sequences and their correspond-

TABLE III
Evidence for expression and nomenclature of Arabidopsis PAPs

AGI code Expressed
sequence tag

Full-length cDNA sequence in public
data base Detection of

cDNA in this
workb

Previous name Proposed name
Ceres, Inc. GenBanka

Atlg13750 � � � � AtPAP1
Atlg13900 � � � � AtPAP2
Atlg14700 � � � (AY070051) � AtPAP3
Atlg25230 � � � � AtPAP4
Atlg52940 � � � � At9c AtPAP5
Atlg56360 � � � � AtPAP6
At2g01880 � � � � AtPAP7
At2g01890 � � � (AY065434) � AtPAP8
At2g03450 � � � � AtPAP9
At2g16430 � � � � At11c AtPAP10
At2g18130 � � � � At8c AtPAP11
At2g27190 � � � � Ath1d, At10c AtPAP12
At2g32770 � � � � At2c AtPAP13
At2g46880 � � � � AtPAP14
At3g07130 � � � � At1c AtPAP15
At3g10150 � � � � AtPAP16
At3g17790 � � � (AJ133747) � AtACP5e AtPAP17
At3g20500 � � � (AY062488) � AtPAP18
At3g46120 � � � � AtPAP19
At3g52780 � � � � At4c AtPAP20
At3g52810 � � � � At5c AtPAP21
At3g52820 � � � � At6c AtPAP22
At4g13700 � � � � At3c AtPAP23
At4g24890 � � � � AtPAP24
At4g36350 � � � � Ath2d, At7c AtPAP25
At5g34850 � � � � AtPAP26
At5g50400 � � � � AtPAP27
At5g57140 � � � � AtPAP28
At5g63140 � � � � AtPAP29

a GenBankTM accession number of the cDNA clone is in parentheses.
b More details given under “Experimental Procedures” and “Results.”
c Described by Hegeman and Grabau (33).
d Described by Schenk et al. (4).
e Investigated by del Pozo et al. (31).

FIG. 1. Comparison of potential metal-ligating residues in At2g46880, At3g10150, At5g57140, and At5g63140 and related proteins
from plant, yeast, bacterium, and human. The nucleotides conserved in all sequences are boxed. The potential metal-ligating residues are
marked by asterisks. The number at the beginning of each sequence indicates amino acid position; the number in between the sequence elements
represents the sum of residues separating two adjacent blocks. Accession numbers for related proteins from plant, yeast, bacterium, and human
are AJ276267 (CaPAP, putative PTS protein of Cicer arietinum), AP004031 (OsPAP, hypothetical protein of Oryza sativa), NC_001144 (YLR361c,
probable membrane protein of Saccharomyces cerevisiae), AL023518 (SPCC1020.05, hypothetical protein of Schizosaccharomyces pombe), P13457
(EcSBCD, exonuclease SBCD of Escherichia coli), NC_003030 (CaPase1, predicted Icc-like phosphohydrolase of Clostridium acetobutylicum),
D16557 (EsIcc, cAMP phosphodiesterase of E. coli), and P17405 (Asm, sphingomyelin phosphodiesterase of Homo sapiens).
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ing genomic sequences showed that the difference between
predicted and cDNA-derived coding regions may have been
caused by error in predicting intron-exon boundaries in
genomic sequences (data not shown). The cDNA-derived coding
sequence of AtPAP8 also varied from the one by Yamada and
colleagues (GenBankTM accession no. AY065434) and the
one by Schenk et al. (4) for the same PAP (www.mpimp-golm.
mpg.de/udvardi/zusaetzlich/index-e.html). Schenk et al. (4) de-
termined the cDNA sequence for an Arabidopsis PAP named as
SmAth. In nucleotide sequence comparison, the first 780 nu-
cleotides of SmAth coding sequence were identical to those of
the AtPAP8 coding region determined by us. Intriguingly, how-
ever, at the 3� end of the coding region sequence, SmAth dif-
fered in multiple ways (deletions involving single or more
nucleotides, and insertions involving single nucleotides) from
AtPAP8 coding region determined by us or Yamada and
colleagues.

Association of Splice Variants of AtPAP10 with Polyribo-
somes—The intron-containing, variant ORF of AtPAP10 and
AtPAP13 was analyzed in more detail in terms of nucleotide
sequence and structure. The genomic DNA sequence encoding
AtPAP10 consisted of eight exons and seven introns (Fig. 3A).
The complete sequence of the variant ORF of AtPAP10 showed
that the second intron was retained in the cDNA (Fig. 3A). In
contrast, all intron sequences were removed from the cDNA
containing the fully processed, wild type ORF of AtPAP10 (Fig.
3A). Similar analysis revealed that the variant cDNA of At-
PAP13 was also caused by the presence of intron sequences. In
this case, two intact introns (the first and fifth intron) and the
5� half of the third intron were retained in the cDNA (Fig. 3B).
Conceptual translation of the variant ORF of AtPAP10 yielded
a hypothetical protein of 348 amino acids. The amino acid

sequence of this hypothetical protein was completely homolo-
gous to that of the catalytic domain of the putative wild type
AtPAP10 protein, but lacked the amino-terminal 120 amino
acid residues of the wild type protein. An attempted translation
of the variant ORF of AtPAP13 produced a hypothetical protein
of 428 amino acids. It differed from the putative wild type
AtPAP13 protein by one deletion (of 81 amino acid residues) at
the amino-terminal region, one deletion (of 37 amino acid res-
idues) at the carboxyl-terminal region, and one insertion (29
amino acid residues) approximately in the middle region of the
protein.

The above results indicated that the transcription of the
genes coding for AtPAP10 and AtPAP13 can produce wild type
(fully processed) transcripts as well as splice variants in which
intronic sequences were not completely removed. The splice
variants may be resided in either nucleus or cytoplasm. If
nuclear in origin, the splice variants may have been interme-
diates of the splice reaction. If cytoplasmic, the splice variants
may serve important functions. To distinguish the two possi-
bilities, experiments were undertaken to determine whether
splice variants were associated with polyribosomes located in
the cytoplasm. Following well established protocols that en-
tailed the separation of polyribosomes from monoribosomes
through the use of sucrose density gradient centrifugation (40,
41), polyribosome fractions were prepared from suspension
cells grown in either phosphate-sufficient or phosphate-limit-
ing medium. The distribution of wild type transcripts and
splice variants of AtPAP10 in the different fractions of the
sucrose gradients was detected by RT-PCR. The oligonucleotide
primers for the PCR had been designed for selective amplifica-
tion of either wild type transcripts or splice variants (Fig. 3A).

FIG. 2. A classification scheme for Arabidopsis PAPs based on
clustering analysis of amino acid sequences. The clustering anal-
ysis used amino acid sequences of 19 predicted PAPs and those of 10
PAPs (AtPAP3, AtPAP7–AtPAP13, AtPAP17, AtPAP18) derived from
cDNA analysis. The analysis, from which the classification scheme was
derived, was conducted using the minimum evolution method (with PC
distance and complete deletion options). Bootstrap values are percent-
ages of 500 replications. The main groups (groups I, II, and III) are
further divided to yield the eight subgroups (second column). The boot-
strap values for the three main groups are boxed, whereas those for the
eight subgroups are indicated by arrows. The ranges of amino acid
residues in the predicted proteins of the different subgroups are listed
in the third column.

FIG. 3. Analysis of splice variants of AtPAP10 and AtPAP13. A,
a diagram illustrating the structure of the genomic sequence of At-
PAP10 ORF, the cDNA sequence of AtPAP10 variant ORF, and the
cDNA sequence of AtPAP10 wild type (WT) ORF. Introns are repre-
sented by boxes, exons by filled horizontal lines. The dashed lines
indicate the removal of intron sequences. ATG is start codon, TGA the
stop codon. The primer combination of WTF and 16430R was used for
detecting wild type transcript, whereas that of SVF and 16430R was
used for detecting splice variant. Diagrams are not drawn to scale. B, a
diagram illustrating the structure of the genomic sequence of AtPAP13
ORF, the cDNA sequence of AtPAP13 variant ORF, and the cDNA
sequence of AtPAP13 wild type ORF. The representation of different
sequence elements was the same as described in A. C, association of
wild type transcripts and splice variants of AtPAP10 with polyribo-
somes present in the different fractions of a sucrose gradient. The
polyribosomes were prepared from suspension cells grown in phos-
phate-sufficient (top panel) or phosphate-limiting (bottom panel)
medium.
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The wild type transcripts were associated exclusively with
polyribosome fractions in the cells grown with either phos-
phate-sufficient or phosphate-limiting medium (Fig. 3C). There
was a clear, but limited, association of the splice variant with
polyribosomes in the cells grown with sufficient phosphate
supply (Fig. 3C). However, in the cells cultured with limited
phosphate supply, the association of the splice variants with
polyribosomes became more extensive (Fig. 3C). During this
experiment, it was interesting to note the pattern for the asso-
ciation of the wild type transcripts with polyribosomes was also
affected by phosphate deprivation (Fig. 3C).

Phylogenetic and Structural Relationships of Arabidopsis
PAPs to Homologous Proteins from Other Eukaryotes—The
availability of amino acid sequences of AtPAP7–AtPAP13 de-
rived from cDNA analysis permitted a more reliable assess-
ment of phylogenetic relationships of Arabidopsis PAPs to ho-
mologous proteins from other eukaryotes. In the phylogenetic
tree constructed by the neighbor joining method, there were
three clades (LMW PAPs, fungal PAPs, and HMW PAPs), each
with more than 95% bootstrap support (Fig. 4). AtPAP9–
AtPAP13 clustered with KBPAP, forming the HMW PAP clade
(Fig. 4). In contrast, AtPAP7 and AtPAP8 clustered with LMW
PAPs from other plant species, forming one of two groups in the
LMW PAP clade (Fig. 4). In parallel with the LMW plant PAP
group was the group comprising PAPs from mammalian spe-
cies. This suggested that LMW PAPs from plants and mam-
mals might have shared a common ancestral gene in their
evolutionary history.

The amino acid sequences of AtPAP7 and AtPAP8 could be
aligned with that of uteroferrin without the need to introduce
frequent and major gaps (Fig. 5A). Furthermore, strong con-
servations were observed in the amino acid sequence elements
containing the seven invariant metal-ligating residues (Fig.
5A, boxed sequence elements), and in the asparagine residue
that may undergo posttranslational glycosylation modification
(Fig. 5A, indicated by empty triangle). However, the three res-
idues implicated in substrate catalysis in mammalian PAPs
were not strictly conserved in AtPAP7 and AtPAP8 (Fig. 5A,
marked by asterisks). In contrast, extensive gaps were seen in
the alignment of the amino acid sequences of AtPAP9–

FIG. 5. Comparison of the primary structure of Arabidopsis
PAPs with that of uteroferrin and KBPAP. A, comparison among
AtPAP7, AtPAP8, and uteroferrin (UF). B, comparison among AtPAP9,
AtPAP10, AtPAP11, AtPAP12, AtPAP13, and KBPAP. The conserved
sequence motifs are boxed, and the metal-ligating residues are repre-
sented by bold letters. Asterisks indicate residues participating in sub-
strate catalysis in uteroferrin or KBPAP. The empty triangle marks the
site of glycosylation in uteroferrin or KBPAP. The filled triangle indi-
cates the cysteine residue involved in disulfide bond formation in KB-
PAP. The underlined residues in B represent residues conserved be-
tween the NH2-domain of KBPAP and the fibronectin type III domain of
human fibronectin.

FIG. 4. Phylogenetic relationships of AtPAP7–AtPAP13 to ho-
mologous proteins from eukaryotic organisms. The phylogenetic
tree presented was constructed using the neighbor joining method (with
PC distance and pairwise deletion options). Bootstrap values are per-
centages of 500 replications. The rate of amino acid substitution is
shown below the phylogenetic tree. The GenBankTM accession nos. for
the homologous proteins are AF236107 (IbPAP-LMW), AF236109 (KB-
PAP-LMW), Q05117 (PAP-mouse), P29288 (PAP-rat), P13686 (PAP-
human), P09889 (PAP-pig, uteroferrin), U18553 (PAP-Ani), Z79750
(PAP-Anid), and P80366 (KBPAP).

Comparative Analysis of Arabidopsis PAPs27778



AtPAP13 to that of KBPAP (Fig. 5B). Substantial variation was
found in the sequence elements containing the potential metal-
ligating residues (Fig. 5B, boxed sequence elements), and, most
obviously, four of the seven potential metal-ligating residues
could not be recognized at the anticipated positions of the
amino acid sequence of AtPAP13 (Fig. 5B). In addition, strict
conservation was not found for the asparagine residues (Fig.
5B, indicated by empty triangles) previously identified as sites
of glycosylation in KBPAP, the cysteine residue (Fig. 5B, indi-
cated by filled triangle) that had been involved in the formation
of the disulfide bridge required for the dimerization of KBPAP,
and the three residues participating in substrate catalysis by
KBPAP (Fig. 5B, marked by asterisks). In a previous investi-
gation, Tsyguelnaia and Doolittle (21) found that the NH2-
domain of KBPAP shared seven conserved residues with the
fibronectin type III domain of human fibronectin. A complete
preservation of the seven residues was seen only in two of the
five Arabidopsis PAPs (AtPAP10 and AtPAP12; Fig. 5B, un-
derlined residues).

Differential Transcriptional Responses of Arabidopsis PAPs
to Phosphate Deprivation—Because suspension cultures of dif-
ferent plant species had been employed in past studies on the
regulation of many types of genes by phosphate deprivation
treatment (31, 45–53), the transcriptional responses of
AtPAP7–AtPAP13 to phosphate deprivation treatment were
investigated using Arabidopsis suspension cells. Total RNA
was prepared from both control and phosphate-deprived cell
samples. After reverse transcription, the cDNA content of dif-
ferent samples was normalized (as described under “Experi-
mental Procedures”). Care was also taken to ensure that am-
plification of the different AtPAPs entered, but did not exceed,
the exponential phase of the PCR, and to maintain equal load-
ing for all PCR samples to be checked on agarose gels. With
these optimizations, three patterns of transcriptional re-
sponses were found for AtPAP7–AtPAP13 (Fig. 6) in relation to
phosphate deprivation treatment. For AtPAP7, AtPAP8, At-
PAP9, AtPAP10, and AtPAP13, their transcript levels were not
obviously affected by low phosphate treatment (Fig. 6). The
transcript level of AtPAP12 increased upon low phosphate
treatment (Fig. 6). In stark contrast, a dramatic de novo induc-
tion of transcription was observed for AtPAP11 in response to
phosphate deprivation (Fig. 6).

DISCUSSION

Considerable insights have been gained in past x-ray crys-
tallography studies on the structure of PAPs (1, 3, 13, 23).
However, the progress in structural studies has so far not been
matched by improved understanding of the biological functions
of PAPs. To advance investigations into higher plant PAPs, we
have performed comparative analysis of multiple PAPs from
A. thaliana.

Blastp searches of Arabidopsis protein data base identified
29 PAPs encoded by this species, 24 of which possessed the
seven invariant amino acid residues involved in the coordina-
tion of the dimetal nuclear center of known PAPs. Transcripts
for the great majority of the 24 PAPs were found in Arabidopsis
cells (Table III). Furthermore, AtPAP17 (AtACP5, Table III), 1
of the 24 AtPAPs, has been previously shown to resemble PAPs
from mammalian cells in primary structure and biochemical
properties, and to be involved in phosphate mobilization and
the metabolism of reactive oxygen species in vivo (31). On the
basis of these results, we suggest that the 24 Arabidopsis PAPs
are all likely to be active metallo-phosphoesterases, although
they may differ from each other in aspects of their in vivo
function.

In contrast to the above situation, AtPAP13 did not contain
the whole complement of the seven invariant metal-ligating

residues typical of known PAPs, nor did it possess varieties of
potential metal-ligating residues resembling those of other
types of metallo-phosphoesterases. This indicates that At-
PAP13 may not be a biochemically active PAP. However, an
alternative physiological function for AtPAP13 in Arabidopsis
cells may still exist because its coding gene was transcribed. In
AtPAPs 14, 16, 28, and 29, the varieties of potential metal-
ligating residues resembled those of exonucleases and phos-
phodiesterases (1, 42–44). In the light of this finding, it will be
interesting to study further the structure and biochemical
properties of the four unusual AtPAPs to reveal their differ-
ences to typical PAPs. It is also worthwhile to note that pro-
teins homologous to AtPAPs 14, 16, 28, and 29 are present in
both eukaryotic and prokaryotic organisms and that the six
plant PAPs listed in Fig. 1 appear to be more similar to their
counterparts from bacterial cells in the size (and probably
primary structure as well) of their polypeptide chains. This
suggests that the bacterial and plant PAPs of this type may
have evolved with similar structural constraints and, conse-
quently, may share similarities in properties.

Based on clustering analysis, the 29 AtPAPs could be classi-
fied into three main groups, a further division of which yielded
eight subgroups (Fig. 2). Although detailed studies have yet to
be performed for the majority of the 29 AtPAPs, the following
lines of evidence indicate that the classification scheme we
proposed may reflect structural and biochemical differences as
well as phylogenetic relationships among the compared en-
zymes. First, although the classification scheme we proposed
was derived essentially from alignment of amino acid sequence
elements conserved in 29 Arabidopsis PAPs (because of the
employment of the complete deletion option during the cluster-
ing analysis), there was a general correlation between the
division of the groups and the size of the predicted proteins of
AtPAPs (Fig. 2). This indicates that our classification scheme
may reflect structure differences among the different types of
AtPAPs. Second, at the subgroup level, there was a clustering

FIG. 6. Differential transcriptional responses of AtPAP7–
AtPAP13 to phosphate deprivation treatment in suspension
cells as assessed by semiquantitative RT-PCR. Samples were
taken from phosphate-deprived (P�) as well as the control, phosphate-
sufficient (P�) suspension cultures at selected time points. Semiquan-
titative PCR assay was conducted as described under “Experimental
Procedures.” The transcript level of AtPAPs 7–10 and 13 was not
significantly affected, whereas that of AtPAP11 and AtPAP12 was
induced and increased, respectively, by phosphate deprivation treat-
ment. In these experiments, the amplification of tubulin transcripts
was used to normalize the cDNA content of different reverse transcrip-
tion reactions, and to monitor the kinetics of PCR (bottom panel).
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of AtPAPs that were likely to have similar biochemical proper-
ties. For example, most members in subgroups Ib-1 and Ib-2
have been shown to exhibit high percentages of identity to a
phytase purified from soybean seedlings. Third, in our phylo-
genetic analysis using the amino acid sequences derived from
cDNA analysis of AtPAP7–AtPAP13, it was found that the
seven PAPs partitioned in both the HMW and LMW PAP
groups (Fig. 4). AtPAP9–AtPAP13, which belonged to the
HMW PAP group (Fig. 4), were located in groups I and II of our
classification scheme. In contrast, AtPAPs 7 and 8, which were
phylogenetically close to LMW PAPs (Fig. 4), resided in group
III. This suggests that our classification of Arabidopsis PAPs
was in accord with their evolutionary differences. It is inter-
esting to note that group II AtPAPs in our classification system
(Fig. 2) are proteins the size of which is generally larger than
that of group I members. However, based on the clustering of
AtPAP9 (a representative of group II) with AtPAP10–AtPAP12
and KBPAP in phylogenetic analysis (Fig. 4), we propose that
group II AtPAPs may still be related to the HMW PAPs in
phylogeny.

Because of phylogenetic relatedness (Fig. 4), the primary
structure of AtPAPs 7 and 8 was compared with that of utero-
ferrin (as the representative of LMW PAPs), and the primary
structure of AtPAP9–AtPAP13 compared with that of KBPAP
(as the representative of HMW PAPs). These comparisons were
conducted with the aim to find out the patterns in the conser-
vation (or variation) of the primary structure among PAPs
functioning in plant or animal cells. Despite the fact that plants
and animals diverged approximately one billion years ago,
AtPAPs 7 and 8 and uteroferrin were remarkably similar in
terms of protein size, variety of metal-ligating residues, residue
for glycosylation, and some of the residues involved in sub-
strate catalysis. In contrast, there was extensive variation in
the primary structure among AtPAP9–AtPAP13 and in be-
tween the five AtPAPs and KBPAP. This variation included
changes in the size of the protein (as already noted in Fig. 2),
the variety of potential metal-ligating residues, potential site
for glycosylation or disulfide bond formation, the residues in-
volved substrate catalysis, and the residues that may play a
role in the structure formation of the NH2-terminal domain.
Clearly, less variation was seen in the LMW type of AtPAPs (as
represented by AtPAPs 7 and 8) when compared with the HMW
type of AtPAPs (as represented by AtPAPs 9–13) in terms of
protein size and variety of potential metal-ligating residues.
This would imply that the LMW and HMW type of AtPAPs may
have evolved in different manners, although the underlying
reasons are presently not known. From a more practical point
of view, the identification of the conservation (or variation)
pattern through primary structure comparisons may yield in-
formation on biochemical, catalytic and/or functional proper-
ties of the AtPAPs under investigation, e.g. from the alignment
shown in Fig. 5B, it may be predicted that AtPAPs 10 and 12
would resemble KBPAP in many aspects of their enzymatic
properties.

While characterizing the cDNAs of AtPAP7–AtPAP13, a sur-
prising finding was that the genes encoding AtPAP10 and
AtPAP13 produced both wild type, fully processed transcripts
and splice variants. The splice variants of AtPAP10 were found
to associate with polyribosomes, and the extent of this associ-
ation could be increased by phosphate deprivation (Fig. 3C).
The putative product of AtPAP10 splice variant may be trans-
lated and be enzymatically active, and if it is, it may behave
more like a LMW plant PAPs because of the lack of the amino-
terminal domain that would be present in the wild type en-
zyme. The putative product of AtPAP13 splice variant was also
smaller because of deletions in both amino- and carboxyl-ter-

minal regions, and like the wild type protein, did not possess
the whole complement of the seven invariant metal-ligating
residues typical of PAPs. In animal cells, the production and
function of NH2-terminal splice variants have been demon-
strated for a number of genes (54–59). Our results indicate that
the function of some plant genes may also involve more than
one form of a protein translated from either wild type tran-
scripts or NH2-terminal splice variants. Further experiments
are needed to investigate the biochemical, catalytic, and func-
tional properties of the two putative forms of AtPAP10 in
Arabidopsis cells. In contrast to AtPAP10, functional investi-
gations in AtPAP13 may be complicated by the fact that both
forms of putative proteins (wild type protein and the product of
the splice variant) did not contain the whole complement of
metal-ligating residues.

Because of their phosphoesterase activity, it is understand-
able that past studies have found evidence for the involvement
of PAPs in phosphorus nutrition of plant cells. However, pre-
vious investigators have focused mainly on PAPs inducible by
phosphate deprivation. In our study on AtPAP7–AtPAP13, it
was found that there were three different patterns of transcrip-
tional responses of PAPs in relation to phosphate deprivation
treatment in suspension cells. The transcript level of five
AtPAPs (AtPAPs 7–10 and 13) was not affected, whereas that
of AtPAP11 and AtPAP12 was induced and increased, respec-
tively (Fig. 6). These results suggest that transcriptional re-
sponses of PAPs to phosphate deprivation are more complex
than previously reported. From the comparison of primary
structure shown in Fig. 5B, it could be seen that one of the
differences among AtPAP10, AtPAP11, and AtPAP12 (three
AtPAPs possessing the three different patterns of transcrip-
tional responses to phosphate deprivation treatment) was that
the cysteine residue involved in dimerization of KBPAP was
conserved in AtPAP10 and AtPAP12, but not in AtPAP11 (Fig.
5B). Further research is needed to study whether or not the
biochemical function of AtPAP11 involves the formation of
homodimers. Although phosphate deprivation did not appear to
change the transcript levels of AtPAPs 7–10, and 13, it affected
the association of AtPAP10 transcripts with polyribosomes
(Fig. 3C) and caused an increased level of AtPAP10 splice
variants that have the potential to direct the production of an
enzyme with potentially new properties. This indicates that, in
future studies on the function of PAPs in phosphorus nutrition
of plant cells, attention ought to be given to both inducibly and
constitutively expressed members of these enzymes.

Judging from the comparative analysis presented, there ap-
pear to be high levels of variations in the structure, transcrip-
tion regulation, and responses to phosphate deprivation in
Arabidopsis PAPs. Consequently, functional dissection for 29
AtPAPs will be a complex task, which will require the imple-
mentation of multiple strategies in research. The use of a
mutant for functional investigation of an acid phosphatase in
Arabidopsis has been reported, although it is not known
whether the affected acid phosphatase is actually a PAP (60).
As the number of knockout mutants for Arabidopsis genes
increases in various functional genomics projects, mutants
missing one or more PAPs will become important tools for
functional studies. Another important strategy will be to iden-
tify regulatory loci affecting the expression of multiple PAPs. A
MYB transcription factor required for the increased expression
of several genes under phosphate deprivation conditions has
been identified (61), one of which is that for AtACP5 (AtPAP17,
Table II) (31, 61). However, the transcription of other AtPAPs
was not reported in that work. Recently, a pho3 locus was
reported to cause a 30% reduction of root acid phosphatase
activity in Arabidopsis (62). It will be interesting to test if the
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reduction of root acid phosphatase activity by pho3 involves
reduced expression of any of the 29 AtPAPs. Finally, in addi-
tion to the above genetic strategies, a biochemical approach
aimed at comparing the biochemical properties of different
AtPAPs using in vitro expressed proteins would also generate
information useful in the interpretation of the results from the
genetic experiments. Only by combining the different research
strategies discussed above may a more complete understanding
of the function of PAPs in Arabidopsis biology be attainable.
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