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ABSTRACT

Previous eucaryotic RNase P RNA secondary structural models have been based on limited diversity, representing only two of
the ~30 phylogenetic kingdoms of the domain Eucarya. To elucidate a more generally applicable structure, we used biochemical,
bioinformatic, and molecular approaches to obtain RNase P RNA sequences from diverse organisms including representatives
of six additional kingdoms of eucaryotes. Novel sequences were from acanthamoeba (Acathamoeba castellanii, Balamuthia
mandrillaris, Filamoeba nolandi), animals (Caenorhabditis elegans, Drosophila melanogaster), alveolates (Theileria annulata,
Babesia bovis), conosids (Dictyostelium discoideum, Physarum polycephalum), trichomonads (Trichomonas vaginalis), micro-
sporidia (Encephalitozoon cuniculi), and diplomonads (Giardia intestinalis). An improved alignment of eucaryal RNase P RNA
sequences was assembled and used for statistical and comparative structural analysis. The analysis identifies a conserved core
structure of eucaryal RNase P RNA that has been maintained throughout evolution and indicates that covariation in size occurs
between some structural elements of the RNA. Eucaryal RNase P RNA contains regions of highly variable length and structure
reminiscent of expansion segments found in rRNA. The eucaryal RNA has been remodeled through evolution as a simplified
version of the structure found in bacterial and archaeal RNase P RNAs.
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INTRODUCTION 1992; Hall and Brown 2002) and as many as 10 proteins in
Eucarya (Chamberlain et al. 1998; Xiao et al. 2002). Bacte-
rial and several archaeal RNase P RNAs are able to process
pre-tRNA in vitro in the absence of any protein under con-
ditions of high ionic strength (Guerrier-Takada et al. 1983;
Pannucci et al. 1999). In contrast, none of the eucaryal
RNase P RNAs is catalytically active in the absence of pro-
tein. Yet, the sensitivity of the eucaryal holoenzymes to
micrococcal nuclease digestion suggests that the RNA sub-
unit is vital for enzymatic activity (Krupp et al. 1986;
Jayanthi and Van 1992). Moreover, clear homology with the
bacterial and archaeal RNAs indicates that, although cata-
Iytically inactive in vitro, the eucaryal RNA is the catalytic
subunit of the holoenzyme.

To determine what sequences or structures of the eu-
caryal RNase P RNA distinguish it from the bacterial and

Ribonuclease P (RNase P) is the ribonucleoprotein enzyme
that catalyzes the removal of 5" leader sequences from pre-
cursor-tRNAs (pre-tRNA) to produce the mature 5'-ends
of the tRNAs. The biological significance of RNase P is
underscored by its universal presence in all three phyloge-
netic domains, Bacteria, Archaea, and Eucarya, as well as
the two major organelles, mitochondria and chloroplasts
(Dang and Martin 1993; Pace and Brown 1995; Frank and
Pace 1998; Pitulle et al. 1998; Cordier and Schon 1999).
RNase P comprises a single RNA moiety and one or more
associated proteins, ranging from a single protein in Bacte-
ria, to at least four proteins in Archaea (Brown and Pace
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archaeal versions, a generally applicable secondary structure
model of the eucaryal RNase P RNA is necessary. A general
secondary structure model could identify structural features
that might explain the catalytic inactivity of the eucaryal
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RNA. An accurate secondary structure is also essential to
guide study of the interplay between the RNA and protein
components of the eucaryal holoenzyme.

A general approach for the determination of higher-order
structure of large RNAs is phylogenetic-comparative se-
quence analysis (Fox and Woese 1975; Woese and Pace
1993). The accuracy of this technique has been confirmed
by the correspondence of structures obtained through com-
parative analysis and crystallographic studies of a variety of
RNAs, including tRNA and ribosomal RNAs (RajBhandary
et al. 1966; Fox and Woese 1975; Noller et al. 1981; Ban et
al. 2000). Phylogenetic comparative analyses of many di-
verse archaeal and bacterial RNase P RNA sequences have
resulted in detailed models of their secondary structures
(Harris et al. 2001). Derivation of a comparably satisfactory
structure for the eucaryal RNase P RNA has not been pos-
sible, however, because sequences of only limited diversity,
two of the ~30 eucaryotic kingdoms, were available. Previ-
ous comparative analyses of eucaryal RNase P RNAs suc-
cessfully refined the secondary structures within the animal
(vertebrates only) and fungal kingdoms (Tranguch and En-
gelke 1993; Chen and Pace 1997; Pitulle et al. 1998; Frank et
al. 2000). Nevertheless, comparisons of such a phylogeneti-
cally limited representation of sequences could not yield a
general model for the eucaryal RNase P RNA. Sequences
from a more diverse array of organisms, from other phy-
logenetic kingdoms, are required.

We report a substantial expansion in the known phylo-
genetic diversity of eucaryal RNase P RNA. We purified,
cloned, and sequenced the genes from Acanthamoeba cas-
tellanii and Giardia intestinalis. Several other new eucaryal
RNase P RNA sequences were identified by genomic data-
base searches. This diverse collection of sequences allowed
us to identify widely conserved sequences, which were then
used to design general PCR primers for amplification of
RNase P RNA genes from representatives of the most evo-
lutionarily diverse eucaryotes. The new sequences were
aligned with those of other known eucaryal RNase P RNAs
on the basis of structure predictions, and statistical covaria-
tion analyses were conducted. The results of the compara-
tive analyses have significant implications with regard to
eucaryotic RNase P RNA structure and evolution.

RESULTS

Isolation and sequence analysis of A. castellanii
and G. intestinalis RNase P RNA

Attempts to obtain diverse RNase P RNA genes by PCR
using primers complementary to conserved animal and fun-
gal sequences were unsuccessful outside of those phyloge-
netic groups (data not shown). Consequently, to obtain a
more diverse RNase P RNA sequence from another phylo-
genetic group, we biochemically isolated and determined
the sequence of the RNA from A. castellanii, a representative
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of the acanthamoebae kingdom-level phylogenetic group
(Amaral Zettler et al. 2000). Three chromatographic steps
were used: two consecutive ion-exchange columns (DEAE-
cellulose with step elution, followed by DEAE-Toyopearl
with gradient elution) and gel-filtration (Sephacryl S-500)
(Materials and Methods).

Samples from the DEAE-Toyopearl column were assayed
for RNase P activity. RNAs from aliquots of these same
fractions then were end-labeled and the RNAs that cofrac-
tionated with activity were identified by gel electrophoresis
(Fig. 1). Three RNAs, with approximate sizes of 290, 250,
and 170 nucleotides (nt), were identified as possible A. cas-
tellanii RNase P RNAs. RNAs that coincided with activity
from the DEAE-Toyopearl column, as well as the control
RNAs that did not coincide with activity, were purified by
gel filtration and isolated by denaturing gel electrophoresis.
The RNA was then used for primer extension and sequence
analysis (Materials and Methods).

Based on an alignment of animal and fungal Conserved
Region V (CR V) sequences (Chen and Pace 1997), several
different complementary oligonucleotides were designed
and tested by primer extension analysis on the isolated
RNAs (Materials and Methods). The 290-, 250-, and 170-nt
RNAs all served as templates for reverse transcription with
primer CRV*, consistent with RNase P RNA identity of the
abundant RNAs in chromatographic fractions with RNase P
activity. Sequencing revealed that the entire 170-nt se-
quence was contained in the 290-nt RNA. The 250-nt RNA
was not sequenced by primer extension. Presumably the
RNase P RNA was fragmented in vivo or during purifica-
tion, and the 250- and 170-nt RNAs represent 3’-terminal
fragments.

Using the sequences of the primer extension products, we
designed primers to clone and sequence the genomic
A. castellanii RNase P RNA gene using ligation-mediated
PCR (Materials and Methods). The putative A. castellanii
RNase P RNA contains sequences consistent with RNase P,
including helices P1-P4 and eP5/7-P10/11, which are sig-
nature helices of RNase P RNAs, and sequences that corre-
spond to CRs I-V. Finally, the overall secondary structure
predicted for the A. castellanii RNA was similar to those of
known eucaryotic RNase P RNAs (Fig. 2 will be discussed
fully below). All of these data, taken together with chro-
matographic association with the biochemical activity, in-
dicate that the RNA characterized is the RNase P RNA from
A. castellanii. An oligonucleotide complementary to CR IV,
when used as a probe in a hybridization analysis with
A. castellanii genomic DNA, hybridized to a single genomic
DNA fragment, indicating that a single-copy gene encodes
RNase P RNA in this organism (data not shown).

To further substantiate the secondary structure of A. cas-
tellanii RNase P RNA, the corresponding genes from other
members of the acanthamoebae kingdom, Balamuthia
mandrillaris, Filamoeba nolandi, and an unnamed Fil-
amoeba isolate (Filamoeba sp.) were cloned by PCR using
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FIGURE 1. RNA molecules isolated from individual gradient DEAE-Toyopearl fractions. (A) RNAs isolated from DEAE-Toyopearl fractions were
3’-end labeled with [5'-*P]pCp by T4 RNA ligase, and separated on a 6% denaturing polyacrylamide gel. M (RNA markers); (Eco) 3'-end labeled
E. coli RNase P RNA. Black arrows identify A. castellanii RNAs that roughly coincide with enzyme activity. Approximate molecular sizes are
indicated. White arrows identify RNAs that did not correlate with activity and were used as negative controls in primer extension experiments.
(B) A. castellanii RNase P activity distribution from the column shown in panel A. Samples from the column shown in panel A were assayed with
*2P-pre-tRNA as described in Materials and Methods. The products were resolved on a 6% sequencing gel. The upper band in the autoradiogram
is the substrate (pre-tRNA) and the lower band is the product (mature-tRNA). (C) Primer extension analysis of putative G. intestinalis RNase P
RNA. Primer extension by avian myeloblastosis virus reverse transcriptase was carried out with **P-labeled oligonucleotide G120R and purified
G. intestinalis RNAs as described in Materials and Methods, and the products were resolved on a 6% sequencing gel. RNAs that served as templates
are as follows: lanes, (+) in vitro transcribed putative G. intestinalis RNase P RNA; primer extension products using RNAs purified from

DEAE-Toyopearl fractions 1-21.

primers based on the A. castellanii RNase P RNA and se-
quenced. Pair-wise sequence identities between the A. cas-
tellanii RNase P RNA and those of B. mandrillaris, F. no-
landi, and F. sp. sequences were 60%—68%, a good level of
variation for testing pairing possibilities in the secondary
structure (Pace et al. 1989). We obtained two different
RNase P RNA sequences from a nominally pure culture of
F. nolandi and designated these sequences (87% sequence
identity) F. nolandi 1 and F. nolandi 2. Identical structure
and highly similar sequences between the two RNAs would
be consistent with the occurrence of both genes in the
F. nolandi genome, which would be unprecedented. How-
ever, the result is also consistent with heterogeneity in the
F. nolandi stock culture. We have not investigated this fur-
ther. Comparisons of all the new sequences, upon align-
ment with the A. castellanii RNA, provided further covaria-
tion evidence and allowed refinement of the secondary
structure model of the A. castellanii RNA sequence shown
in Figure 2.

Analysis of RNase P RNAs from the most phylogeneti-
cally diverse organisms can provide perspective on the pos-
sible extent of variation in the RNA. We used degenerate

PCR primers (below) based on known CR I and CR V
RNase P RNA sequences to amplify a partial gene from the
genomic DNA of G. intestinalis. From the sequence of the
PCR product, full-length sequence was identified from the
G. intestinalis genomic database (Materials and Methods).
To corroborate that the G. intestinalis PCR product indeed
corresponded to the RNase P RNA gene, we biochemically
purified G. intestinalis RNase P holoenzyme, as described
above, and performed primer extension analysis on RNAs
in DEAE-Toyopearl column fractions with RNase P activity.
RNA in fractions that correlated with activity served as tem-
plate for primer extension with a primer derived from the
sequence of the G. intestinalis PCR product. The lengths of
these reverse transcription products were the same length as
the reverse transcription product of the putative full-length
G. intestinalis RNase P RNA gene, transcribed in vitro (Fig.
1C). Together, these results indicate that the PCR product
identified as the gene for G. intestinalis RNase P RNA on the
basis of secondary structure and CR sequences correlates
with activity and therefore likely is the G. intestinalis RNase
P RNA gene (Discussion). To gather further evidence for
the secondary structure model of the RNA, the correspond-
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FIGURE 2. Secondary structure of A. castellanii RNase P RNA. He-
lices are labeled 5’ to 3’, P1-P19 as defined for bacterial RNase P RNA
(Haas et al. 1994). Nucleotides circled in black are universally con-
served among all three domains of life and constitute the five Con-
served Regions I-V. Base pairs indicated by closed dots indicate a
conserved noncanonical (G-U or A-C) interaction. The A. castellanii
RNase P RNA secondary structure is based on evidence provided by an
alignment of 63 diverse eucaryal RNase P RNA sequences. Shaded
boxes indicate base pairs supported by a H; score =32 (x* test,
P <0.0002; 9 d.f.). Outlined base pairs indicate base pairs confirmed
by covariation among eucaryal RNase P RNAs. Bold nucleotides in-
dicate the location of the weak consensus sequence identified in J3a3b
of eucaryal RNase P RNAs. Lines connecting circled bases indicate
tertiary interactions supported by statistical covariation analysis. The
structure of the P12 helix is not established by comparative results
and so is represented by a dashed circle. The 5" and 3’ ends of the
A. castellanii RNase P RNA, as well as all new sequences in this study,
have not been experimentally determined. Instead, the terminus of
helix P1 is arbitrarily established as the end of complementarity.

ing gene from the Giardia S/M human isolate, a close rela-
tive of G. intestinalis, was cloned and sequenced using prim-
ers based on the G. intestinalis sequence. The degree of
sequence identity between the G. intestinalis and Giardia
S/M RNAs was high (92%) and so the additional sequence
was only marginally helpful with the alignment of the
G. intestinalis sequence.

New eucaryal RNase P RNAs from genomic DNA
sequence databases

In a second approach to expand the diversity represented in
the eucaryal RNase P RNA sequence alignment, we used
different variations of the CRs I-V consensus sequences
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based on animal, fungal, and acanthamoebae RNase P
RNAs to search eucaryal genomic databases (Materials and
Methods). Putative RNase P RNA sequences were identified
in the completed genome sequences of two animals, Cae-
norhabditis elegans and Drosophila melanogaster, two alveo-
lates, Babesia bovis and Theileria annulata, and one micro-
sporidian, Encephalitozoon cuniculi. These genes have not
been annotated previously. In addition, using primers based
on C. elegans RNase P RNA, we obtained by PCR the gene
from a close relative, Caenorhabditis briggsae, and deter-
mined that sequence. The conserved structure and sequence
elements in these six additional sequences are characteristic
of RNase P RNAs, indicating that we identified the RNase P
RNA genes for these organisms.

Degenerate PCR amplification of RNase P RNA genes

As we collected more sequences from diverse examples of
eucaryal RNase P RNA, we were able to design more gen-
erally applicable PCR primers. Degenerate primers based on
CR I and CR V successfully amplified RNase P genes from
genomic DNAs of Dictyostelium discoideum, Physarum poly-
cephalum, Trichomonas vaginalis and G. intestinalis (above)
(Materials and Methods). These genes have conserved
structure and sequence elements characteristic of RNase P
RNA. Based on sequences obtained by PCR, full-length se-
quences for D. discoideum and G. intestinalis were identified
from the corresponding genomic databases (Materials and
Methods). The full-length gene for the T. vaginalis RNA was
obtained by inverse PCR and sequenced.

We are confident that all of the RNase P RNAs identified
in this study are nuclear RNase P RNAs. They are not AU
rich and degenerate in structure and therefore are unlikely
to be mitochondrial RNase P RNAs (Wise and Martin 1991;
Lee et al. 1996). Moreover, these putative RNase P RNAs
contain CR IV, and so are unlikely to represent the RNA
subunit of RNase MRP, a paralog of RNase P RNA, that
lacks the CR IV sequence (Schmitt et al. 1993). The newly
identified RNAs are probably not expressed isoforms of
RNase P RNA because RNase P RNA isoforms have no
evolutionary constraints and tend to have mutations in CRs
and large sequence deletions (Li and Williams 1995). As
is the case with other eucaryal RNase P RNAs, those of
A. castellanii, C. elegans, and G. intestinalis are not active in
the absence of protein subunits when tested under a variety
of reaction conditions (Material and Methods).

Sequence alignments

A stringent sequence alignment was required to refine the
secondary structure model of the eucaryal RNase P RNA.
Previous eucaryal RNase P RNA alignments were rudimen-
tary and founded on sequences of limited phylogenetic di-
versity. Our alignment process included consideration of
possible secondary structures supported by covariation and
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ongoing refinement as more sequences are added. Sixty-
three diverse eucaryal RNase P RNA sequences were aligned
manually. Eight of the ~30 eucaryotic phylogenetic king-
doms were represented in the alignment, including 27 spe-
cies of animals, 24 species of fungi, five species of acanth-
amoebae, two species of alveolates, two species of conosids,
and one species each of trichomonads, microsporidia, and
diplomonads. To maximize variation in the data set, most
sequences chosen for inclusion in the alignment were <80%
identical to one another.

The alignment reveals commonalities and differences be-
tween eucaryal RNase P RNAs. An example of a eucaryal
RNase P RNA structure based on the alignment is that of
A. castellanii, shown in Figure 2. All eucaryotic RNase P
RNAs include helical elements P1, P2, and P3 with or with-
out an internal bulge-loop; CR I; P4 helix (formed from an
interaction of CR I and CR V); a potential four-way junc-
tion (eP5/7, P8, P9, P10/11); a loop of 21-24 nt contain-
ing CRs II and III (J11/12-J12/11); P12 and a number of
nucleotides connecting helices eP5/7 and P2; CR IV; and
CR V. The helix between P4 and P8 is designated eP5/7.
This helix is homologous among eucaryal RNase P RNAs
but the details of homology with bacteria is unclear. Only
the E. cuniculi and G. intestinalis RNAs do not have a bulge-
loop in helix P3. The alignment (Ribonuclease P Database
http://jwbrown.mbio.ncsu.edu/RNaseP/home.html) shows
that nucleotides previously considered universally con-
served in CRs I and II continue to appear conserved in the
broader context of further diversity, while a few bases in
CRs III, IV, and V are less conserved than previously
thought. The fifth position of CR III (ugNNA) can change to
a C, as seen in the A. castellanii RNA. The eighth position of
CR IV (AgNNNNAU) can change to a C as seen in E. cuni-
culi. The 14% position of CR V. (ACNNNANNNNGNNUa)
can change to a C as seen in Saccharomyces globosus. Several
regions in the eucaryal RNase P RNAs are particularly vari-
able in length and sequence, and are not alignable. These
include, for instance sequences between helices eP5/7 and
P8, sequences in helix P12, and between eP5/7 and CR IV.
Even though helix P12 is variable in length and sequence, its
presence at the same location in most RNase P RNA struc-
tures indicates homology with P12 helices in other RNase P
RNAs at least at the base of the helix.

Statistical covariation analysis

To test the validity of the secondary structure model and to
seek tertiary interactions, the phylogenetically based statis-
tical programs R; and H; (Ry/H;;) (Akmaev et al. 2000)
were used to analyze bases that covary in the sequence
alignment and thereby indicate base-specific interactions.
The Ry/H;; programs identify statistical correlations be-
tween a position in a multiple sequence alignment and ev-
ery other position in that alignment (Kelley et al. 2000).
First, the R;; program is used to identify correlated positions

in the alignment. Then, the correlated positions are tested
using the more robust but more computationally intensive
program Hj;. The probability that an association occurs be-
tween the two positions is calculated and assigned.

The R;/H;; analysis of aligned eucaryal RNase P RNAs
provides strong support for most of the base pairs in the
proposed secondary structure. As shown for the A. castel-
lanii RNase P RNA (Fig. 2, gray boxes), these base pairing
interactions are significant at the P < 0.0002 level (H;; value
>24; x* test, 9 degrees of freedom). Thus, the probability of
random occurrence of a particular base correlation is 0.02%
or, conversely, the probability that a correlation exits be-
tween two bases is 99.98%. Correlations with P < 0.0002 are
not expected to occur by chance, and this value was chosen
as a limit of confidence. Several of the sequences in the
alignment were obtained as PCR products using internal
primers, so those sequences did not include the termini.
Consequently, the results of the R;/H;; analysis give little
support for terminal portions of P1 and P3. However, sub-
stantial covariation in full-length sequences supports the
occurrence of these helices (Noller and Woese 1981).

The R;/H;; statistical analysis of the sequence alignment
identifies two correlations between positions that do not
involve canonical base pairing. One correlation is between
P9 and P10/11, nucleotide positions 130 and 262 (A. cas-
tellanii numbering, Fig. 2). This interaction was significant
at the P < 0.0002 level (H;; value >32; X test, 9 degrees of
freedom). The other is between the base of P12 and P10/11,
nucleotide positions 160 and 261, significant at the
P < 0.0001 level (Hij value >34; X2 test, 9 degrees of free-
dom).

In addition to sequence covariations, we considered co-
variations between structural elements of the RNAs. Helix
P12, J5/7/8 (joining region between eP5/7 and P8), and
J5/7/CR IV may abut on the same three-dimensional space
in the eucaryotic RNase P RNAs. We observe an inverse
correlation between the length of P12 and the length of
J5/7/8 and J5/7/CR IV (Fig. 3). The inverse relationship
suggests that there may be a crowding effect between P12
and J5/7/8 and J5/7/CR 1V. If they shared potentially over-
lapping space, an increase in the size of one region would
require the reduction of the other. Although the compara-
tive data suggest that the structures can occupy the same
space, the nature of the arrangement of the nucleotides and
helices in this space is unknown.

A feature that is present in most eucaryal RNase P RNAs
and absent in all bacterial and archaeal RNAs is a bulge-
loop (J3a/3b) between helices P3a and P3b. This bulge-loop
in helix P3 is conserved in presence, but not in size, in most
known eucaryal RNase P RNAs. A weak consensus sequence
seems to occur in the 5’ sequence of the bulge-loop, as
shown in Figure 4. The statistical analysis (above) offered
no support for covariation between this weak consensus
sequence and other sequences within the RNA. Size varia-
tion in J3a/3b is 8-16 nt, with the majority of sequences
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FIGURE 3. Compensatory length variation. The X-axis represents
eucaryal RNase P RNA sequences as numbered in the eucaryal RNase
P 63 alignment (http://pacelab.colorado.edu/publications.html/). The
Y-axis is the length, in nucleotides, of the J5/7/8 and J5/7/CR IV
regions and helix P12 as indicated.

containing 9 nt. The opposite side of the loop, J3b/3a, varies
from 2 nt to 25 nt in size and no conservation of this
sequence was observed. Notably, the P3 bulge-loop is absent
from the E. cuniculi and G. intestinalis RNAs (Discussion).

DISCUSSION

Our study expands the phylogenetic representation of eu-
caryotic RNase P RNA sequences from two to eight king-
doms, to include examples of sequences from organisms
that span the extremes of evolutionary divergence among
eucaryotes (Fig. 5). Acanthamoebae (A. castellanii, B. man-
drillaris, F. nolandi), animals (C. elegans, D. melanogaster),
and the alveolates (T. annulata, B. bovis) branch throughout
the “crown-radiation” of eucaryotes (Sogin 1991). Conosids
(D. discoideum, P. polycephalum) branch more deeply than
the “crown-radiation”. Trichomonads (7. vaginalis), micro-
sporidia (E. cuniculi), and the diplomonads (G. intestinalis)
are thought to represent some of the most deeply divergent
eucaryotic lineages known, based on the ribosomal RNA
tree. Thus, a general perspective on eucaryal RNase P RNA
structure emerges from the alignment of these sequences.
Evidence for the general secondary structure model of the
eucaryal RNase P RNA was significantly refined and en-
hanced by inclusion of the new sequences in comparative
analysis. Highly diverse novel sequences can be particularly
useful for inference of structure because the differences in
sequence and structure tend to increase with greater evolu-
tionary distance between organisms. Elements of the RNA
that are not universally present are not likely to be a core
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component of the RNA subunit but still may be essential for
optimal function of the RNA. The main structural differ-
ences among eucaryal RNase P RNAs so far determined
occur in regions of sequence length variation and the pres-
ence or absence of the bulge-loop in P3.

The nonhomologous regions that occur between most of
the conserved elements of eucaryal RNase P RNAs can be
highly variable in sequence and length. They are found in
eucaryal RNase P RNAs but generally do not occur in bac-
terial or archaeal RNAs. Of the eight eucaryotic kingdoms
analyzed here, variation in interhelix sequence length in
RNase P RNAs is most prominently found in fungi, with as
many as 103 nt between helices eP5/7 and P8 of Arxiozyma
telluris (Frank et al. 2000). The largest and most frequent
sites of insertions are between the helices eP5/7 and P8, P12
and between eP5/7 and CR IV. Presumably these locations
are preferred because “extra sequences” placed there are
likely to occur on the surface of the RNA molecule and can
expand without distortion of the active elements. Thus, the
covariation observed between the lengths of J5/7/8, helix
P12, and J5/7/CR IV suggests that these three structures
share the same space on the surface of eucaryal RNase P
RNA.

Helix P12 is highly variable in length and structure, even
among close relatives. The length ranges from 7 to 144 nt
among eucaryal RNase P RNAs analyzed here, and generally
phylogenetically disparate P12 sequences cannot be aligned.
Only the base of P12 can be aligned. Nevertheless, the oc-
currence of P12 in all eucaryal RNase P RNAs indicates an
important structural role, perhaps to position CR II and CR
III sequences. The J11/12-J12/11 module likely forms a spe-
cific structure in all RNase P RNAs, with P12 forming one
boundary of this structure (Krasilnikov et al. 2003).

Regions of highly variable length and structure found in
eucaryal RNase P RNA are reminiscent of rRNA “expansion
segments” (Clark et al. 1984). The functions of expansion
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FIGURE 4. J3a/3b consensus sequence. Nucleotide conservation is
measured in bits of information. The information contained in a
nucleotide position ranges from zero to 2 bits. One hundred percent
conserved positions contain two bits of information while completely
random positions contain zero bits of information. Horizontal-axis
numbers indicate nucleotide position in J3a/3b (A. castellanii num-
bering). Sequence logo generated by using “WebLogo” at http://www.
weblogo.berkeley.edu/.
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FIGURE 5. Phylogenetic distribution of eucaryal RNase P RNA se-
quences. Representative organism groups from the major eucaryotic
kingdoms are shown as a diagrammatic phylogenetic tree. The phy-
logenetic tree is based on small subunit ribosomal RNA sequences and
is modified from Dawson and Pace (2002). Bold names indicate phy-
logenetic kingdoms represented by RNase P RNA sequences. Boxed
names represent taxa from which eucaryal RNase P RNA sequences
were determined in this study.
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segments in rRNA seem to vary (Houge et al. 1995; van
Nues et al. 1997). Like some expansion segments found in
rRNAs, it is possible that these regions are important for
normal biogenesis and the stability of eucaryal RNase P
RNAs (Jeeninga et al. 1997). When the variable sequences
are omitted, all eucaryal RNase P RNAs have the same core
secondary structure, as illustrated in Figure 6 for two of the
RNAs.

The bulge-loop in helix P3 occurs in all eucaryotic RNase
P RNAs examined except those of E. cuniculi and G. intes-
tinalis. The presence or absence of this loop may shed light
on the controversy of the placement of the kingdom mi-
crosporidia, to which E. cuniculi belongs, in the eucaryotic
phylogenetic tree. In small subunit ribosomal RNA phylo-
genetic trees, diplomonads, trichomonads, and microspo-
ridia consistently branch deeply in the eucaryotic lineage
(Fig. 5; Sogin 1997; Dawson and Pace 2002). In some se-
quence comparisons, however, microsporidia are seen to
branch with fungi (Baldauf et al. 2000; Van de Peer et al.
2000). The most parsimonious explanation for the similari-
ties between the G. intestinalis and E. cuniculi helix P3 struc-
tures is that the microsporida are more closely related to the
diplomonads than to fungi, consistent with a deep branch-
ing of the microsporidia lineage. In this case, the ancestral
eucaryal RNase P RNA would have lacked an internal loop
in P3, consistent with the absence of a bulge-loop in the
bacterial and archaeal RNAs. The bulge-loop in most eu-
caryal RNAs would derive from an event in the main eu-
caryal line of descent subsequent to the divergence of the
evolutionary lines that led to modern-day diplomonads and
microsporida. The possible weak consensus sequence seen
in the bulge-loop of P3 in those RNAs that contain the
bulge-loop may indicate that an interaction with a protein
was gained at the time of acquisition of the P3 bulge-loop.

These events could signify that a new function was imparted
to the holoenzyme. Previous studies have shown the protein
Poplp to interact with the P3 domain and to be essential for
S. cerevisiae RNase P RNA maturation (Jacobson et al. 1997;
Ziehler et al. 1997). Eucaryal P3, with a bulge-loop, is also
required for localization of RNase P RNA to the nucleolus
of Hela and rat kidney epithelial cells (Jacobson et al.
1997).

The essential elements of the eucaryal RNase P RNA can
be identified in the context of the collection of structural
elements and sequences that are common to all eucaryal
RNAs. This “minimum consensus core” structure is highly
similar to that of the bacterial minimum consensus core
structure (Fig. 7), which has been shown sufficient for ca-
talysis (Siegel et al. 1996). The similarities of the core struc-
tures of the bacterial and eucaryotic RNAs suggest that the
eucaryotic version of RNase P RNA, even though catalyti-
cally inactive without protein, contains many of the ele-
ments required for substrate binding and catalysis. The gen-
eral similarity of the core structures of all the eucaryotic
RNAs indicates that the basic secondary structure of eu-
caryal RNase P RNA was established early in evolution and
has persisted throughout time. Although the secondary
structure of the core is highly conserved evolutionarily, the
overall sequence conservation is low, even within phyloge-
netic kingdoms. For instance, the core RNase P RNAs of the
animals C. elegans, an invertebrate, and Homo sapiens, a
vertebrate, are only 49% identical in sequence. This com-
pares with 82% identity between the corresponding small
subunit rRNA sequences. Despite otherwise extensive se-
quence variation in the RNase P RNA core, however, the
universally conserved nucleotides and secondary structures
are unchanged between these organisms.

Some features are not conserved between the bacterial
and eucaryal RNAs, including structures and sequences im-
portant in the bacterial RNAs for tRNA binding and struc-
tural stability. Indeed, the typical eucaryotic RNA is roughly
two-thirds the sequence length of the typical bacterial
RNase P RNA. For example, the eucaryal RNAs all lack a
homolog of the bacterial J15/16 loop, shown in Figure 7.
Loop J15/16 specifically interacts with the 3’-end of tRNA
(CCA) and contributes to the binding and assembly of the
catalytic site (Kirsebom and Svard 1994; Oh and Pace 1994).
It is possible that in eucaryotes a protein assumes this role
(Jarrous et al. 2001). Additionally, eucaryal RNase P RNAs
lack structurally stabilizing helices found in bacterial and
archaeal RNase P RNAs. In bacterial RNAs, noncore helices
are attached to the conserved core and interact with other
regions of the RNA to stabilize structure important for
function (Darr et al. 1992; Brown et al. 1996). Deletion of
stabilizing helices not present in the eucaryotic RNAs leads
to global destabilization of the bacterial RNAs (Darr et al.
1992). It is possible that the multiple proteins of the eu-
caryotic holoenzyme help stabilize the global RNA structure
in the natural absence of these stabilizing RNA helices.
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