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Highlights
Ribonuclease P (RNase P) enzymes
catalyse endonucleolytic processing of
tRNA 5′ ends.

Long thought to be universally con-
served as ribozymes, recent studies
have identified two distinct types of
protein-only RNase P enzymes across
all domains of life.

Structural studies on prototypic mem-
bers of all types of protein-only RNase
Ribonuclease P (RNase P) enzymes are responsible for the 5′ processing of tRNA
precursors. In addition to the well-characterised ribozyme-based RNase P
enzymes, an evolutionarily distinct group of protein-only RNase Ps exists.
These proteinaceous RNase Ps (PRORPs) can be found in all three domains of
life and can be divided into two structurally different types: eukaryotic and pro-
karyotic. Recent structural studies on members of both families reveal a surpris-
ing diversity of molecular architectures, but also highlight conceptual and
mechanistic similarities. Here, we provide a comparison between the different
types of PRORP enzymes and review how the combination of structural, bio-
chemical, and biophysical studies has led to a molecular picture of protein-
mediated tRNA processing.
P reveal a surprising diversity of molecu-
lar architectures.

Structures of tRNA-bound protein-
only RNase Ps reveal substantial dif-
ferences in their substrate recognition
mechanisms.

Despite their differences, comparisons
suggest that all protein-only RNase P en-
zymes use a similar catalytic mechanism
for tRNA 5′ processing.

1Department of Cellular Biochemistry,
University Medical Center Goettingen,
Humboldtallee 23, D-37073 Goettingen,
Germany
2Research Group Structure and Function
of Molecular Machines, Max Planck
Institute for Multidisciplinary Sciences,
Am Fassberg 11, D-37077 Goettingen,
Germany
3Cluster of Excellence Multiscale
Bioimaging: from Molecular Machines to
Networks of Excitable Cells (MBExC),
University of Goettingen, D-37075
Goettingen, Germany

*Correspondence:
hauke.hillen@med.uni-goettingen.de
(H.S. Hillen).
@Twitter: @hauke_hillen
Protein-based RNase Ps in all domains of life
tRNAsmediate the translation of genetic information from nucleotide sequences into protein mol-
ecules, and thus play a fundamental role in gene expression [1–3]. They are transcribed as pre-
cursors from their respective genes, and must undergo several maturation steps before they
are functionally competent [4–6]. In almost all organisms, this entails the endonucleolytic removal
of a leader sequence at the 5′ end of the tRNA. This processing step is catalysed by a class of
enzymes called RNase P [6–8].

The first RNase P enzymes discovered were ribozymes, consisting of a catalytic RNA and a varying
number of accessory proteins [9–13]. Such ribonucleoprotein-based RNase Ps (RNP RNase Ps;
see Glossary) are found in all three domains of life and were long presumed to be the only form of
RNase P [12,14]. This was challenged in 1988, when Peter Gegenheimer and colleagues showed
that plant chloroplast RNase P exhibits protein-like behaviour and is insensitive tomicrococcal nucle-
ase, thus suggesting a protein-based RNase P enzyme devoid of any RNA component [15,16].
Subsequent characterisations of RNase P preparations frommammalian and trypanosomatid mito-
chondria suggested similar protein-catalysed RNase P activity in these organelles [17–19].

These observations were initially met with scepticism [20], and it was not until 2008 that the existence
of an entirely PRORP was unequivocally demonstrated by Walter Rossmanith and colleagues. His
group showed that human mitochondrial RNase P (mtRNase P) is a multisubunit protein complex,
identified its constituent subunits, and demonstrated protein-catalysed RNase P activity of this com-
plex both in vitro and in vivo [21]. Homologues of the endonuclease subunit of mtRNase P were
subsequently identified in four out of five eukaryotic supergroups [22]. In contrast to mtRNase P,
these homologues outside the metazoan lineage appear to be single-subunit enzymes that are cat-
alytically active without the requirement of additional proteins [23,24]. In addition to the eukaryotic
PRORP enzymes, a second form of PRORP was recently discovered in Aquifex aeolicus
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Glossary
Acceptor arm: a structural element of
tRNA formed by base pairing of
nucleotides at positions 1–7 and 66–72
in a tRNA structure.
Anticodon arm: a stem-loop structure
formed by the nucleotides at positions
27–43 in a tRNA structure.
Anticodon loop: a 7-nt long
non-base-paired loop between
nucleotide positions 32 and 38 in a
canonical tRNA structure. Positions
34–36 in the anticodon loop correspond
to the anticodon triplet.
Darm: a stem-loop structure formedby
the nucleotides at positions 10–25 in a
tRNA structure.
Dehydrogenase: an oxidoreductase
enzyme catalysing the removal of
hydrogen from its substrate.
Dodecameric assembly: a
macromolecular complex comprising of
12 subunits (monomers).
Endonuclease: a hydrolase enzyme
catalysing hydrolysis of a phosphodiester
bond within a polynucleotide chain
(i.e., not involving a terminal nucleotide).
Exonuclease: a hydrolase enzyme
catalysing the hydrolysis of a terminal
phosphodiester bond in a polynucleotide
chain.
Metallonuclease: a hydrolase enzyme
catalysing exo- or endonucleolytic
cleavage of polynucleotides, which
require binding of metal ions in the active
site for catalytic activity.
Methyltransferase: a transferase
enzyme catalysing the transfer of a
(aqRNase P), a bacterium that possesses neither an RNP RNase P nor a eukaryotic-type protein-
only RNase P [25]. Instead, it uses a minimal prokaryotic form of protein-only RNase P that is com-
prised only of a singlemetallonuclease domain. Homologues ofA. aeolicusRNase P (HARPs) were
also identified in some bacteria andmany archaea [25], indicating that this type of protein-only RNase
P is widespread among the prokaryotic and archaeal lineages. Taken together, these discoveries es-
tablish the existence of two distinct archetypes of protein-only RNase Ps, eukaryotic PRORPs and
prokaryotic HARPs, spanning across all domains of life.

The mechanism of ribozyme-catalysed tRNA 5′-processing has been elucidated in detail through
structural and functional studies [26–38]. By contrast, the molecular basis of RNA processing by
protein-only RNase P enzymes long remained speculative. Over the past two decades, a large
body of biochemical and biophysical studies have provided insights into the mechanisms of
substrate recognition and catalysis by protein-only RNase P enzymes. Recently, high-
resolution structures of members of each of the different types of protein-only RNase Ps have
been reported (Table 1). From the combination of functional and structural studies, a molecular
picture of tRNA processing by PRORPs has begun to emerge. In this review, we summarise
our current understanding of protein-catalysed tRNA 5′-processing and highlight both similarities
and differences between the different types of protein-only RNase P enzymes.

Molecular architectures of protein-only RNase P enzymes
Eukaryotic protein-only RNase Ps
Eukaryotic PRORPs all share a characteristic tripartite domain architecture comprised of an
N-terminal pentatricopeptide repeat (PPR) domain, a split zinc-binding domain (ZBD),
and a C-terminal PilT N terminus (PIN)-like nuclease domain [22,39,40]. While most PRORPs
are single-subunit enzymes (ssPRORPS), the PRORP enzymes in metazoan mitochondria
are multisubunit protein complexes (msPRORPs).

Single-subunit protein-only RNase Ps
The most well-studied ssPRORPs are those of Arabidopsis thaliana and Trypanosoma brucei.
Both organisms do not encode an RNP RNase P and instead rely exclusively on ssPRORP en-
zymes for 5′-processing [22–24,41]. Nuclear and organellar tRNA processing are carried out
Table 1. Structures of protein-only RNase P enzymes

Protein or complex RNA PDB code Refs

Arabidopsis thaliana PRORP1 – 4G24 [39]

A. thaliana PRORP2 – 5DIZ [42]

A. thaliana PRORP2 – 5FT9 [43]

Homo sapiens PRORP - free – 4ROU [57]

H. sapiens PRORP - free – 4XGL [53]

A. thaliana PRORP1 PPR domain in complex with
tRNA

Yeast tRNAphe 6LVR [49]

Aquifex aeolicus RNase P – 7F3E [61]

Halorhodospira halophila RNase P – 7OG5 [62]

Thermococcus celer RNase P – 7E8J [65]

Planctomycetes bacterium RNase P – 7E8K [65]

Planctomycetes bacterium RNase P in complex with
tRNA

Escherichia coli tRNAhis 7E8O [65]

H. sapiens mtRNase P in complex with tRNA H. sapiens mt-tRNAtyr 7ONU [59]
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methyl (-CH3) group from a cofactor to a
substrate.
Pentatricopeptide repeat (PPR): a
35-amino-acid long motif, adopting a
helix–turn–helix structure. Typically,
multiple PPR repeats are present in
tandem and are involved in RNA binding.
PPR code: molecular principle that has
been proposed for the modular,
sequence-specific recognition of RNA
bases by plant PPR proteins [67,68].
Ribonucleoprotein (RNP): a
macromolecular complex comprised of
RNA and protein subunits.
T arm: a stem-loop structure formed by
the nucleotides at positions 49–65 in a
tRNA structure.
tRNA elbow: a tRNA tertiary structural
element formed by stacking and
hydrogen bonding interactions between
T and D loops of tRNA.
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by distinct isoforms of ssPRORP, which share a conserved domain organisation and up to 30%
sequence similarity between the two organisms and with human PRORP [23,24,41]. A. thaliana
and T. brucei PRORPs are catalytically active without the requirement of any additional subunits
in vitro and in vivo, and are therefore bona fide ssPRORPs [23,24,41].

The molecular architecture of ssPRORPs has been elucidated through crystal structures of two
A. thaliana PRORP isoforms, PRORP1 and PRORP2 (atPRORP1 and atPRORP2) (Figure 1A,B)
[39,42,43]. These structures reveal a V-shaped arrangement of the three domains, in which the
PPR and nuclease domains form the two arms of the ‘V’, respectively, and the ZBD forms the cen-
tral vertex. The nuclease domain adopts a PIN/NYN domain-like fold with structural resemblance to
the nuclease domains of DNA polymerase I and FLAP nucleases [39,40,44,45]. Its active site con-
tains four catalytic aspartate residues that are highly conserved among all PRORPs [22,39,42]. The
ZBD is comprised of a four-stranded antiparallel β sheet, which contains three invariant cysteines
and one histidine involved in coordination of a Zn2+ ion [39]. The PPR domain is composed of 11 α
helices, which together constitute five complete PPR repeats as well as one incomplete repeat.
These repeats form a curved structure with an inner concave surface that faces the active site of
the nuclease domain. Since many PPR proteins are RNA-binding proteins, the PPR domain was
proposed to be involved in substrate binding [39,43,46–48]. This was recently confirmed by a
structure of the atPRORP1 PPR domain in complex with tRNA, which shows that the PPR domain
forms specific contacts with the RNA [49]. Comparison with the previous substrate-free structures
indicates that the V-shaped arrangement of PPR and nuclease domains would need to widen to
TrendsTrends inin BiochemicalBiochemical Sciences Sciences

Figure 1. Structures of eukaryotic protein-only ribonuclease (RNase) Ps. (A) Structure of Arabidopsis thaliana
proteinaceous RNase P PRORP1 (atPRORP1) (PDB: 4G24) [39]. A schematic domain representation is shown above the
structure with individual domains coloured in shades of green. Protein regions modelled in the structure are indicated by a black
line above the schematic. (B) Structure of A. thaliana PRORP2 (atPRORP2) (PDB: 5DIZ) [42]. Domain representation and
colouring as in (A). (C) Structure of substrate-bound human mitochondrial RNase P complex (PDB: 7ONU) [59]. A schematic
domain representation of the nuclease subunit Homo sapiens proteinaceous RNase P (hsPRORP) is shown above the structure
with the same colouring as in (A). The additional subunits TRMT10C and SDR5C1 are coloured in shades of blue and grey
respectively. The tRNA precursor is shown in red. The longer extensions in atPRORP1 and hsPRORP1 in (A) and (C
correspond to their respective organellar targeting sequences. Abbreviation: PPR, pentatricopeptide repeat.
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accommodate the tRNA between the two domains [49]. This is supported by small-angle X-ray
scattering (SAXS) studies of full-length atPRORP in complex with tRNA and in silico normal
mode analysis, which suggest that atPRORPs possess conformational flexibility [42,43,48].
Thus, ssPRORPs may undergo rearrangements during substrate binding.

In summary, the structures of atPRORP enzymes reveal the conserved molecular architecture of
ssPRORPs and provide insights into their mechanism of substrate binding.

Metazoan multisubunit protein-only RNase P
In contrast to the widespread ssPRORPs, msPRORPs have thus far only been found in mitochon-
dria of metazoans [21,50]. In humans, the mtRNase P is a trimeric complex comprised of an endo-
nuclease, amethyltransferase, and a fatty acid/steroldehydrogenase [21,51,52]. Its nucleolytic
subunitHomo sapiens PRORP (hsPRORP; also known asMRPP3) is an orthologue of ssPRORPs
and exhibits a high degree of sequence similarity to the ssPRORPs from A. thaliana and T. brucei
[23,53]. In contrast to these, however, hsPRORP requires the two additional mtRNase P subunits,
TRMT10C and SDR5C1, for tRNA processing [21]. TRMT10C (tRNAmethyltransferase 10 type C;
also known asMRPP1) is a SPOUT-fold methyltransferase which is responsible for methylatingmi-
tochondrial tRNAs, while SDR5C1 (short-chain dehydrogenase/reductase family 5C, member 1;
also known as MRPP2 or HSD17B10) is a dehydrogenase involved in β oxidation of a diverse
array of substrates [51,52,54]. TRMT10C and SDR5C1 interact with each other independent of
hsPRORP to form a complex that can bind and methylate the pre-tRNA [52,55,56].

The first structural insights into human mtRNase P came from two crystal structures of hsPRORP,
which reveal a V-shaped organisation resembling ssPRORPs (Figure 2A) [53,57]. In both struc-
tures, the active site of the nuclease domain is partially disordered, and catalytic residues are en-
gaged in intra-molecular interactions. While these interactions differ between the two structures,
the authors of both studies concluded that hsPRORP adopts an autoinhibited conformation in iso-
lation. However, both studies used truncated variants of hsPRORP lacking parts of the PPR do-
main that are inactive in biochemical assays even in the presence of TRMT10C and SDR5C1
[53,57], which has raised concerns about the physiological relevance of the observed states
TrendsTrends inin BiochemicalBiochemical Sciences Sciences

Figure 2. Structural comparison between free and complex-bound human proteinaceous ribonuclease P
(PRORP). Structures of substrate-free Homo sapiens PRORP (hsPRORP) (A) (PDB: 4XGL) [53] and the pre-tRNA-bound
mitochondrial ribonuclease P (mtRNase P) complex (B) (PDB: 7ONU) [59], coloured as in Figure 1C. The nuclease domain o
substrate-free hsPRORP needs to rotate outwards by ~25° (pivot axis, perpendicular to the image plane, is shown as black
circle) in order to accommodate pre-tRNA between its pentatricopeptide repeat (PPR) and nuclease domains and correctly
position the substrate in its active site, as seen in the mtRNase P complex.
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[8,58]. Whether free full-length hsPRORP also adopts an autoinhibited conformation remains to be
determined experimentally. Taken together, these structures confirmed hsPRORPs' similarity to
plant ssPRORPs, and suggested that it may adopt a catalytically incompetent conformation prior
to formation of the substrate-engaged mtRNase P complex.

Recently, the cryoelectron microscopy (cryo-EM) structure of the complete human mtRNase P
complex bound to pre-tRNA was reported (Figure 1C) [59]. This structure reveals how hsPRORP,
TRMT10C, and SDR5C1 interact with each other andwith the pre-tRNA substrate. SDR5C1 forms
a homo-tetramer, which interacts with TRMT10C to form a platform to which the tRNA substrate
binds through multiple interactions. This positions the methyl acceptor, a purine base in position 9
of the tRNA, in the methyltransferase domain of TRMT10C. HsPRORP binds atop this complex,
with the scissile phosphodiester bond at the 5′ end of the tRNA positioned in the nuclease active
site. Compared with the previous structures, hsPRORP adopts a more open conformation in
which the autoinhibitory interactions are abolished and the active site organisation resembles
that observed in atPRORP1 [59]. This conformation appears to be stabilised by interactions with
TRMT10C and the tRNA, suggesting that hsPRORP may become activated upon recruitment to
the complex (Figure 2B) [59]. The structure of mtRNase P thus reveals the active conformation
of hsPRORP and shows how this multifunctional complex integrates two enzymatic activities into
one molecular machinery.

Prokaryotic minimal protein-only RNase Ps
The most recent type of PRORP enzymes discovered are the prokaryotic protein-only RNase Ps,
also known as HARPs. While HARPs appear to have functionally replaced RNP RNase Ps in
some bacteria like A. aeolicus, they coexist alongside the RNP RNase Ps in many archaea
[25,60]. HARPs represent the most minimal PRORP enzymes known to date, as they are com-
prised solely of a metallonuclease domain that belongs to the same PIN domain-like superfamily
as the nuclease domains of eukaryotic PRORPs [25,40,45].

Recent cryo-EM studies of HARPs from A. aeolicus and Halorhodospira halophila demonstrate that
they adopt a different architecture than eukaryotic PRORPs [61,62]. They assemble into large
dodecameric assemblies comprised of hexamers of dimers, wherein two monomers dimerise
via their spike helix or protruding helix (SH/PrH) microdomains, and the resulting dimers interact
side by side to form a superhelical assembly (Figure 3) [61,62]. The overall fold of the individual
monomers is distinct from the nuclease domain of eukaryotic PRORPs, and instead shows similar-
ities to different members of the PIN family, for example, the VapC4 toxin from Pyrococcus horikoshii
[40,60,61,63,64]. This suggests that HARPs may have an independent evolutionary origin from eu-
karyotic PRORPs [61,62]. Biochemical experiments show that the oligomerisation of HARPs is nec-
essary for their RNase P activity [62], and it has been proposed that two adjacent dimers may
cooperate to mediate processing of a single tRNA molecule [61,62]. In this case, a tetrameric as-
sembly formed by the association of two dimers would represent the minimal catalytic unit of
HARPs [61,62]. This hypothesis is supported by a recently reported crystal structure of
Planctomycetes bacterium HARP (pbHARP) in complex with pre-tRNA [65]. As dodecameric as-
semblies, HARPs could contain up to ten substrate-binding sites, which may allow simultaneous
processing of multiple tRNAs [61,62,65]. However, this model remains speculative, as a structure
of substrate-engaged dodecameric HARP assembly has not yet been determined.

In summary, these structural studies have elucidated the molecular architecture of prototypic
members of the different forms of protein-only RNase Ps. In conjunction with a large body of pre-
vious biochemical and biophysical data, this now enables a comparison of their molecular mech-
anisms of substrate recognition, specificity, and cleavage.
Trends in Biochemical Sciences, November 2022, Vol. 47, No. 11 969
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Figure 3. Structures of prokaryotic minimal protein-only ribonuclease (RNase) Ps. (A) Structure of a dimeric
assembly of protein-only RNase P from Aquifex aeolicus (aaRNase P) (PDB: 7F3E) [61]. The domain composition of
aaRNase P is shown above the structure and coloured to represent monomer 1. Modelled regions are indicated with a
black line above the domain representation. (B) Structure of a dimeric assembly of protein-only RNase P from
Halorhodospira halophila (hhRNase P) (PDB: 7OG5) [62]. Domain representation as in (A). (C,D) Structures of
dodecameric assemblies of protein-only RNase Ps from A. aeolicus (C) (PDB: 7F3E) and H. halophila (D) (PDB: 7OG5).
The individual dimeric assemblies, as shown in (A) and (B), are indicated.
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Substrate recognition and specificity
The PRORP enzymes generally interact with the same elements in tRNAs as RNP RNase Ps, but
utilise distinct molecular binding principles [48,49,59,61,62,65]. Structures of RNP RNase Ps
show that these enzymes recognise their substrates through specific interactions with the
970 Trends in Biochemical Sciences, November 2022, Vol. 47, No. 11
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acceptor arm and the elbow of the tRNA, as well as the 5′ and 3′ extensions [29,32,34]. In par-
ticular, they recognise a conserved base pair (G/U19-C56) between the T arm and the D arm,
which together form the elbow, through RNA–RNA stacking interactions (Figure 4A,B).

Substrate binding by single-subunit protein-only RNase Ps
Themechanism of substrate binding by ssPRORPswas elucidated through a combination of bio-
chemical, biophysical, and structural studies. This revealed that the PPR domain interacts with
the tRNA elbow in a conceptually similar manner as in RNP RNase Ps, mediated through two
mechanisms (Figure 4C,D) [43,48,49]. First, it forms a positively charged binding pocket which
accommodates the tRNA elbow and stabilises the phosphate backbone. Second, it forms
base-specific interactions with the tRNA elbow. The structure of the atPRORP1 PPR domain in
complex with yeast tRNAPhe shows that residues Y133, Y140, and R210 interact with D/U17,
the G18-Ψ/U55 base pair, and the G/U19-C56 base pair of the tRNA, respectively [49]. This is
consistent with previous SAXS data and biochemical data, which show that substitution of
these protein residues or bases leads to decreased substrate affinity and cleavage efficiency
[43,47,48]. While no substrate-bound structures are available for other ssPRORPs, biochemical
TrendsTrends inin BiochemicalBiochemical Sciences Sciences

Figure 4. Substrate recognition in ribonuclease (RNase) P enzymes. (A,C,E,G) Schematic representations o
tRNAs from different organisms and cellular compartments, indicating the conservation of their secondary structure
elements: (A) human nucleus, (C) Arabidopsis thaliana mitochondria, (E) Planctomycetes bacterium, and (G) human
mitochondria [92,93]. Transparent grey circles represent individual nucleotides. Blue or purple circles indicate conserved
nucleotides. G/U19-C56 interactions are coloured in purple. Acceptor arm, D arm, anticodon arm, variable region, and
T arm are labelled Acc, D, AC, V, and T, respectively. Strong overlap and low transparency of circles indicates
conservation, while weak overlap and high transparency indicates variability. Regions interacting with human nuclea
ribonucleoprotein (RNP) RNase P, A. thaliana proteinaceous RNase P (atPRORP1), Homo sapiens PRORP (hsPRORP)
and hsTRMT10C are marked by brown, green, green, and blue arcs, respectively. (B) Interaction of human nuclear RNP
RNase P with tRNA (PDB: 6AHU) [32]. The catalytic RNA component is coloured in brown, and protein subunits are
coloured in grey. Interactions with the tRNA elbow are shown in inset. Acceptor arm, D arm, anticodon arm, variable
region, and T arm are coloured red, orange, maroon, light-brown, and magenta, respectively. Hydrogen bonds are shown
as broken lines throughout. (D) Interaction of atPRORP1 pentatricopeptide repeat (PPR) domain with the tRNA elbow
(PDB: 6LVR) [49]. The PPR domain is coloured in green. Interactions with the tRNA elbow are shown in inset. (F
Interaction of Planctomycetes bacterium RNase P with tRNA (PDB: 7E8O) [65]. The nucleotide at position 56 is a G in the
tRNA substrate used for this study, and G/U19-C56 interactions are not present. (H) Interaction of human mitochondria
RNase P (mtRNase P) complex with pre-tRNA (PDB: 7ONU) [59]. Colouring as in Figure 1C. Interactions with the tRNA
elbow and the anticodon loop are shown in inset.
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data indicate that atPRORP2 and atPRORP3 also form base-specific interactions between the
tRNA elbow and the PPR domain [47,66]. Thus, although the precise interactionsmay differ, spe-
cific recognition of tRNA elbow bases appears to be a conserved feature among ssPRORPs. No-
tably, these interactions differ from the previously proposed PPR code derived from plant
organellar PPR proteins, which bind RNAs in a one-base-per-repeat fashion [46,47,49,67–69].
Thus, PPR proteins appear to have diverged substantially with respect to their RNA binding
mechanisms. Taken together, these observations suggest that ssPRORPs have adapted their
PPR domain to recognise similar structural elements in tRNAs as the RNP RNase Ps.

Substrate binding by mitochondrial multisubunit protein-only RNase Ps
By contrast, the mechanism of substrate recognition by the msPRORPs in metazoan mito-
chondria appears to differ. The structure of human mtRNase P shows that the PPR domain
of hsPRORP forms a similar charge-complementary binding groove for the tRNA elbow as in
ssPRORPs, but it does not form base-specific interactions (Figure 4G,H) [59]. Instead, the ad-
ditional subunits TRMT10C and SDR5C1 interact with the pre-tRNA by two different mecha-
nisms. First, the TRMT10C/SDR5C1 complex forms a shape- and charge-complementary
binding platform that interacts with all four arms of the tRNA via nonspecific backbone
stabilisation. Second, TRMT10C additionally interacts with the anticodon loop through a spe-
cific interaction between its residue R181 and a conserved base in position 33 of the tRNA
(Figure 4G,H) [59]. Thus, the additional subunits in metazoan mtRNase Ps enable a unique
substrate recognition mechanism that involves interactions with tRNA elements that are not
bound by any other known RNase P.

A possible explanation for the recognition of distinct elements by the mitochondrial msPRORPs
may lie in the structural properties of their substrates. Metazoan mitochondrial tRNAs exhibit a
large degree of variability in otherwise conserved tRNA elements [70–72] (Figure 4A,C,E,G). In
particular, the sequences, lengths, and structures of their T and D arms are highly degenerate
(Figure 4G). The canonical substrate recognition mechanism used by RNP RNase P and
ssPRORP enzymes, which involves specific interactions with the elbow region, may thus not
be feasible or sufficient for the binding of all metazoan mitochondrial tRNAs. By contrast, the
base in the anticodon loop that interacts with TRMT10C is conserved as pyrimidine in mitochon-
drial tRNAs, and thus offers an alternative specific recognition element. This suggests that the ad-
ditional subunits in metazoan mitochondrial msPRORPs may have been adopted to compensate
for the structural variability in their tRNA substrates [8,21,59].

Substrate binding by prokaryotic minimal protein-only RNase Ps
Based on structural modelling, it was suggested that HARPs may recognise similar tRNA ele-
ments as ssPRORPs [61,62]. In particular, it was proposed that the SH/PrH microdomain may
interact with the elbow. This was recently confirmed by the crystal structure of pbHARP in com-
plex with pre-tRNA, which shows that a positively charged patch formed by conserved arginine
residues (R116, R123, R138, and R142 in pbHARP) interacts with the tRNA elbow via backbone
interactions [65]. Mutation of these residues to alanine results in decreased activity of both
pbHARP and hhHARP [62,65]. In contrast to ssPRORPs, however, no base-specific interactions
between the tRNA elbow and HARPswere observed (Figure 4E,F) [65]. It has been proposed that
the binding of the elbow to the SH/PrHmicrodomain of one monomer of a dimer may position the
5′ end of the tRNA in the active site of a monomer in the adjacent dimer [61,62]. The distance be-
tween these two binding sites could then act as a molecular ruler to define the 5′ cleavage site, as
has been analogously proposed for RNP RNase Ps and ssPRORPs [29,34,47]. However, this
model remains speculative to date, as the 5′ cleavage site was not positioned in an active site
in the crystal structure of pbHARP in complex with pre-tRNA [65]. Taken together, the available
972 Trends in Biochemical Sciences, November 2022, Vol. 47, No. 11
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data suggest that HARPs interact with their substrates in a conceptually similar fashion as RNP
RNase Ps and ssPRORPs, but may rely less on base-specific interactions with the tRNA
elbow. However, further work is required to fully elucidate their molecular mechanism.

Substrate specificity of protein-only RNase P enzymes
The observed differences in substrate recognition strategies by the different forms of RNase Ps
may also partially explain their substrate specificities. The multisubunit mtRNase P, which
makes interactions with the all four tRNA arms, cannot process mt-tRNASer(AGY), a mitochondrial
tRNA lacking the entire D arm [73,74]. By contrast, many other RNase P enzymes can cleave
non-tRNA substrates with structural similarities to tRNAs. For example, structured RNAs such
as the 4.5S RNA and tmRNAs in Escherichia coli, or MALAT1 and MEN-β/NEAT1 in humans,
have been described as substrates for RNP RNase P [75–77]. Several observations indicate
that ssPRORPs and HARPs may also have a broad substrate spectrum. First, both are able to
rescue the otherwise lethal knockout of endogenous RNP RNase P in yeast or E. coli
[23,25,78,79]. Second, the ssPRORP isoform that localises to plant mitochondria has been
shown to process t elements, noncanonical substrates encoded in the mitochondrial genome,
both in vivo and in vitro [41]. Third, artificial substrates resembling tRNAs with truncated D arm
or anticodon arm can be processed by A. thaliana PRORPs in vitro [47,80]. While processing
of non-tRNA substrates by HARPs has not been demonstrated, their conceptually similar sub-
strate binding mechanism suggests that they may have a similarly broad substrate spectrum
as ssPRORPs.

Taken together, these structural and functional studies show that all types of protein-only RNase
Ps interact with the tRNA elbow and the 5′ cleavage site. However, their detailed interaction strat-
egies differ, andmetazoanmtRNase Ps additionally interact with several other structural elements
of tRNAs.

Mechanism of catalysis by protein-only RNase Ps
Despite their distinct structures and substrate recognition modes, all protein-based RNase Ps
appear to use a common catalytic mechanism. In particular, they all share a conserved active
site architecture. In atPRORP1 and hsPRORP, the active sites are comprised of four highly con-
served aspartate residues, which coordinate catalytic metal ions near the cleavage site
(Figure 5A,B) [39,59]. Three out of these four aspartates – D399, D475, and D493 in atPRORP1;
D409, D479, and D499 in hsPRORP – are also strictly conserved among HARPs and adopt a
similar organisation to coordinate two catalytic metal ions (Figure 5C) [61,62,65]. The fourth as-
partate (D474 in atPRORP1, D478 in hsPRORP) is replaced by a glutamate residue in hhHARP
and aqRNase P, but is not conserved in HARPs from other organisms, including pbHARP, and
may thus not be essential for catalysis. Instead, HARP active sites contain a different conserved
aspartate residue at position 138 in aqRNase P (D139 in hhHARP and D151 in pbHARP), which is
absent in PRORPs. While these differences may reflect the distinct evolutionary origins of HARPs
and PRORPs, the otherwise remarkable similarity in the active site organisation indicates conser-
vation of the catalytic mechanism [25,61,62,65].

From biochemical and structural data on both single-subunit and multisubunit PRORPs, a mech-
anistic model for catalysis by protein-only RNAse Ps has emerged [39,59,81–83]. In this model,
the four active site aspartates coordinate two Mg2+ ions, which in turn coordinate the pro-Sp ox-
ygen and the 3′ proximal phosphoester-bonded oxygen of the scissile phosphate in the RNA
substrate. This is supported by the structure of substrate-bound human mtRNase P, which re-
veals the architecture of the hsPRORP active site in a pre-catalytic state with the RNA positioned
for cleavage (Figure 5D) [59]. Its arrangement is reminiscent of the active site configurations of
Trends in Biochemical Sciences, November 2022, Vol. 47, No. 11 973
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Figure 5. Catalytic mechanism of protein-only ribonuclease (RNase) P. (A) Active site structure of Arabidopsis
thaliana proteinaceous RNase P (atPRORP1) (PDB: 4G24) [39]. AtPRORP1 is coloured green. Two metal (Mn2+) ions
bound in the active site are shown as purple spheres. Active sites shown in (B–E) are superimposed on (A). Conserved
catalytic aspartates and residues within 5 Å of the two metal ions are shown as sticks throughout. (B) Active site structure
of human PRORP in the mitochondrial RNase P (mtRNase P) complex [59]. Homo sapiens proteinaceous RNase P
(hsPRORP) is coloured green, and one metal ion observed in the active site is marked in purple. The RNA is omitted for
clarity. (C) Active site structure of prokaryotic protein-only RNase Ps from Planctomycetes bacterium (pbPRORP) [65].
PbRNase P is coloured in dark and light magenta, respectively. The two metal (Ca2+) ions bound in the active site are
shown as purple spheres. (D) Substrate-engaged active site of human PRORP in the mtRNase P complex (PDB: 7ONU)
[59]. HsPRORP is coloured as in (B), while pre-tRNA is coloured dark red. Coordination interactions between metal 2 and
catalytic aspartates or the scissile phosphate are shown as broken yellow lines. (E) Substrate-engaged active site
structure of human exonuclease 1 (hsExo1) (PDB: 5V08) [85]. HsExo1 is coloured blue, while substrate DNA is coloured
orange. Ordered water molecules in the active site are shown as red spheres. Coordinating interactions are shown as
broken yellow lines, and hydrogen bonds are shown as thin broken grey lines. The active site organisation and substrate
conformation in hsExo1 is similar to hsPRORP in the mtRNase P complex (D). Abbreviation: HARP, homologue of Aquifex
aeolicus RNase P.

Trends in Biochemical Sciences
OPEN ACCESS
human exonuclease 1 (hsExo1) (Figure 5E) and the Klenow fragment, suggesting that protein-
only RNase Ps employ a similar two-ion mechanism as these exonucleases, as previously pro-
posed [39,83–87]. The metal ion at site 2 (M2), together with a proximal aspartate (D499 in
hsPRORP), may position an activated water molecule opposite of the scissile P–O bond for nu-
cleophilic attack. The metal ion at site 1 (M1) may stabilise the transition state by coordinating
the oxygen atom of the scissile P–O bond. The recent crystal structure pbHARP reveals a similar
configuration of catalytic residues and coordination of twometal ions in the active site, suggesting
that HARPs likely share the two-ion catalytic mechanism [65]. Notably, RNP RNase Ps have also
been proposed to use a two-metal catalytic mechanism, which conceptually resembles that de-
scribed above [29,35,88–91]. Taken together, the structures of PRORPs and HARPs indicate
974 Trends in Biochemical Sciences, November 2022, Vol. 47, No. 11

CellPress logo


Trends in Biochemical Sciences
OPEN ACCESS

Outstanding questions
What is the atomic structure of full-
length substrate-bound ssPRORPs?

What is the architecture of a
dodecameric, substrate-bound HARP
complex?

What are the in vivo substrates of
protein-only RNase Ps, especially in
organisms that contain both RNP-
and protein-only RNase Ps?

Do additional, yet undiscovered types
of protein-only RNase P enzymes
exist?

How are protein-only RNase Ps regu-
lated?
that protein-only RNase P enzymes use an ancient catalytic mechanism employed by many func-
tionally disparate nucleases.

Concluding remarks
PRORP enzymes represent a striking example of convergent evolution, as they carry out an iden-
tical reaction as their ribozyme-based counterparts but are evolutionarily unrelated. Since their
discovery several decades ago, a combination of structural and functional studies has resulted
in a basic molecular understanding of protein-only RNase P enzymes. These studies have re-
vealed a surprising diversity of molecular architectures among these enzymes, as well as a con-
ceptually unique substrate recognition and binding mode used by msPRORPs. Despite these
differences, however, their catalytic mechanism appears to be highly conserved. Nevertheless,
a high-resolution structure with substrate bound in the active site is thus far only available for
the eukaryotic mitochondrial msPRORP [59]. As a consequence, manymechanistic assumptions
for ssPRORPs and HARPs are based on extensive biochemical data as well as structural and
evolutionary comparison. Therefore, the next important step will be to obtain molecular snap-
shots of ssPRORPs and HARPs in complex with their respective substrates in the active site in
order to verify these hypotheses. Furthermore, the biological functions of individual PRORP en-
zymes will need to be further investigated. The now available structural and mechanistic data
will provide a framework for future studies aimed at answering the many open questions (see
Outstanding questions) about protein-only RNase Ps.

Acknowledgments
We apologise to those colleagues whose work we could not cite due to the limited length of this review. We wish to thank the

members of the Hillen laboratory for valuable comments and discussions. H.S.H. was supported by the Deutsche

Forschungsgemeinschaft (FOR2848, SFB1190, EXC 2067/1- 390729940). The study was funded by the Deutsche

Forschungsgemeinschaft (DFG, German Research Foundation) under Germany’s Excellence Strategy - EXC 2067/1-

390729940.

Declaration of interests
The authors declare no conflicts of interest.

References

1. Crick, F.H.C. (1968) The origin of the genetic code. J. Mol. Biol.

38, 367–379
2. Hoagland, M. (1996) Biochemistry or molecular biology? The dis-

covery of ‘soluble RNA’. Trends Biochem. Sci. 21, 77–80
3. Hoagland, M.B. et al. (1958) A soluble ribonucleic acid intermedi-

ate in protein synthesis. J. Biol. Chem. 231, 241–257
4. Wolin, S.L. and Matera, A.G. (1999) The trials and travels of

tRNA. Genes Dev. 13, 1–10
5. Hopper, A.K. and Phizicky, E.M. (2003) tRNA transfers to the

limelight. Genes Dev. 17, 162–180
6. Phizicky, E.M. and Hopper, A.K. (2010) tRNA biology charges to

the front. Genes Dev. 24, 1832–1860
7. Kazantsev, A.V. and Pace, N.R. (2006) Bacterial RNase P: a new

view of an ancient enzyme. Nat. Rev. Microbiol. 4, 729–740
8. Schencking, I. et al. (2020) Diversity and evolution of RNase P.

In Evolutionary Biology—A Transdisciplinary Approach
(Pontarotti, P. et al., eds), pp. 255–299, Springer

9. Robertson, H.D. et al. (1972) Purification and properties of a spe-
cific Escherichia coli ribonuclease which cleaves a tyrosine trans-
fer ribonucleic acid precursor. J. Biol. Chem. 247, 5243–5251

10. Esakova, O. and Krasilnikov, A.S. (2010) Of proteins and RNA:
the RNase P/MRP family. RNA 16, 1725–1747

11. Frank, D.N. and Pace, N.R. (1998) Ribonuclease P: unity and di-
versity in a tRNA processing ribozyme. Annu. Rev. Biochem. 67,
153–180

12. Walker, S.C. and Engelke, D.R. (2008) Ribonuclease P: the evo-
lution of an ancient RNA enzyme. Crit. Rev. Biochem. Mol. Biol.
41, 77–102

13. Phan, H.D. et al. (2021) The many faces of RNA-based RNase P,
an RNA-world relic. Trends Biochem. Sci. 46, 976–991

14. Altman, S. (2007) A view of RNase P. Mol. BioSyst. 3, 604–607
15. Wang, M.J. et al. (1988) Novel mechanisms for maturation of

chloroplast transfer RNA precursors. EMBO J. 7, 1567–1574
16. Thomas, B.C. et al. (1995) Spinach chloroplast RNase P: a puta-

tive protein enzyme. Nucleic Acids Symp. Ser. 33, 95–98
17. Rossmanith, W. et al. (1995) Human mitochondrial tRNA pro-

cessing. J. Biol. Chem. 270, 12885–12891
18. Rossmanith, W. and Karwan, R.M. (1998) Characterization of

human mitochondrial RNase P: novel aspects in tRNA process-
ing. Biochem. Biophys. Res. Commun. 247, 234–241

19. Salavati, R. et al. (2001) Mitochondrial ribonuclease P activity of
Trypanosoma brucei. Mol. Biochem. Parasitol. 115, 109–117

20. Pinker, F. et al. (2013) PPR proteins shed a new light on RNase P
biology. RNA Biol. 10, 1457–1468

21. Holzmann, J. et al. (2008) RNase P without RNA: identification
and functional reconstitution of the human mitochondrial tRNA
processing enzyme. Cell 135, 462–474

22. Lechner, M. et al. (2015) Distribution of ribonucleoprotein and
protein-only RNase P in Eukarya.Mol. Biol. Evol. 32, 3186–3193

23. Gobert, A. et al. (2010) A single Arabidopsis organellar protein
has RNase P activity. Nat. Struct. Mol. Biol. 17, 740–744

24. Taschner, A. et al. (2012) Nuclear RNase P of Trypanosoma
brucei: a single protein in place of the multicomponent RNA-
protein complex. Cell Rep. 2, 19–25

25. Nickel, A.I. et al. (2017) Minimal and RNA-free RNase P in Aquifex
aeolicus. Proc. Natl. Acad. Sci. U. S. A. 114, 11121–11126
Trends in Biochemical Sciences, November 2022, Vol. 47, No. 11 975

http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0005
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0005
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0010
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0010
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0015
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0015
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0020
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0020
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0025
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0025
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0030
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0030
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0035
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0035
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0040
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0040
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0040
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0045
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0045
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0045
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0050
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0050
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0055
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0055
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0055
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0060
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0060
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0060
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0065
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0065
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0070
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0075
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0075
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0080
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0080
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0085
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0085
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0090
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0090
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0090
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0095
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0095
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0100
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0100
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0105
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0105
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0105
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0110
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0110
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0115
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0115
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0120
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0120
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0120
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0125
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0125
CellPress logo


Trends in Biochemical Sciences
OPEN ACCESS
26. Steitz, T.A. and Steitz, J.A. (1993) A general two-metal-ion
mechanism for catalytic RNA. Proc. Natl. Acad. Sci. U. S. A.
90, 6498–6502

27. Kazantsev, A. et al. (2003) High-resolution structure of RNase P
protein from Thermotoga maritima. Proc. Natl. Acad. Sci. U. S.
A. 100, 7497–7502

28. Kazantsev, A. et al. (2011) Solution structure of RNase P RNA.
RNA 17, 1159–1171

29. Reiter, N.J. et al. (2010) Structure of a bacterial ribonuclease P
holoenzyme in complex with tRNA. Nature 468, 784–789

30. Kirsebom, L.A. (2007) RNase P RNA mediated cleavage: sub-
strate recognition and catalysis. Biochimie 89, 1183–1194

31. Jarrous, N. and Gopalan, V. (2010) Archaeal/eukaryal RNase P:
subunits, functions and RNA diversification. Nucleic Acids Res.
38, 7885–7894

32. Wu, J. et al. (2018) Cryo-EM structure of the human ribonuclease
P holoenzyme. Cell 175, 1393–1404.e11

33. Wan, F. et al. (2019) Cryo-electron microscopy structure of an ar-
chaeal ribonuclease P holoenzyme. Nat. Commun. 10, 1–13

34. Lan, P. et al. (2018) Structural insight into precursor tRNA pro-
cessing by yeast ribonuclease P. Science 362, eaat6678

35. Warnecke, J.M. et al. (1996) Ribonuclease P (RNase P) RNA is
converted to a Cd2+-ribozyme by a single Rp-phosphorothioate
modification in the precursor tRNA at the RNase P cleavage site.
Proc. Natl. Acad. Sci. U. S. A. 93, 8924–8928

36. Burgin, A.B. and Pace, N.R. (1990) Mapping the active site of ri-
bonuclease P RNA using a substrate containing a photoaffinity
agent. EMBO J. 9, 4111–4118

37. Kazakov, S. and Altman, S. (1991) Site-specific cleavage by
metal ion cofactors and inhibitors of M1 RNA, the catalytic
subunit of RNase P from Escherichia coli. Proc. Natl. Acad. Sci.
U. S. A. 88, 9193–9197

38. Guerrier-Takada, C. et al. (1989) Specific interactions in RNA en-
zyme-substrate complexes. Science 246, 1578–1584

39. Howard, M.J. et al. (2012) Mitochondrial ribonuclease P structure
provides insight into the evolution of catalytic strategies for pre-
cursor-tRNA 5′ processing. Proc. Natl. Acad. Sci. U. S. A. 109,
16149–16154

40. Gobert, A. et al. (2019) Involvement of PIN-like domain nucleases
in tRNA processing and translation regulation. IUBMB Life 71,
1117–1125

41. Gutmann, B. et al. (2012) PRORP proteins support RNase P ac-
tivity in both organelles and the nucleus in Arabidopsis. Genes
Dev. 26, 1022–1027

42. Karasik, A. et al. (2016) Nuclear protein-only ribonuclease P2
structure and biochemical characterization provide insight into
the conserved properties of tRNA 5′ end processing enzymes.
J. Mol. Biol. 428, 26

43. Pinker, F. et al. (2017) Biophysical analysis of Arabidopsis protein-
only RNase P alone and in complex with tRNA provides a refined
model of tRNA binding. J. Biol. Chem. 292, 13904–13913

44. Anantharaman, V. and Aravind, L. (2006) The NYN domains:
novel predicted RNAses with a PIN domain-like fold. RNA Biol.
3, 18–27

45. Matelska, D. et al. (2017) Comprehensive classification of the PIN
domain-like superfamily. Nucleic Acids Res. 45, 6995–7020

46. Imai, T. et al. (2014) Pentatricopeptide repeat motifs in the
processing enzyme PRORP1 in Arabidopsis thaliana play
a crucial role in recognition of nucleotide bases at TψC loop
in precursor tRNAs. Biochem. Biophys. Res. Commun. 450,
1541–1546

47. Brillante, N. et al. (2016) Substrate recognition and cleavage-site
selection by a single-subunit protein-only RNase P. Nucleic Acids
Res. 44, 2323–2336

48. Gobert, A. et al. (2013) Structural insights into protein-only
RNase P complexed with tRNA. Nat. Commun. 4, 1353

49. Teramoto, T. et al. (2020) Pentatricopeptide repeats of protein-
only RNase P use a distinct mode to recognize conserved
bases and structural elements of pre-tRNA. Nucleic Acids Res.
48, 11815–11826

50. Sen, A. et al. (2016) Loss of the mitochondrial protein-only ribo-
nuclease P complex causes aberrant tRNA processing and le-
thality in Drosophila. Nucleic Acids Res. 44, 6409–6422

51. Luo, M.J. et al. (1995) Short-chain 3-hydroxy-2-methylacyl-CoA
dehydrogenase from rat liver: purification and characterization

of a novel enzyme of isoleucine metabolism. Arch. Biochem.
Biophys. 321, 214–220

52. Vilardo, E. et al. (2012) A subcomplex of human mitochondrial
RNase P is a bifunctional methyltransferase—extensive moon-
lighting in mitochondrial tRNA biogenesis. Nucleic Acids Res.
40, 11583–11593

53. Reinhard, L. et al. (2015) Structure of the nuclease subunit of
humanmitochondrial RNase P.Nucleic Acids Res. 43, 5664–5672

54. Yang, S.Y. et al. (2005) Multiple functions of type 10 17β-
hydroxysteroid dehydrogenase. Trends Endocrinol. Metab. 16,
167–175

55. Oerum, S. et al. (2018) Structural insight into the human mito-
chondrial tRNA purine N1-methyltransferase and ribonuclease
P complexes. J. Biol. Chem. 293, 12862–12876

56. Vilardo, E. and Rossmanith, W. (2015) Molecular insights into
HSD10 disease: impact of SDR5C1mutations on the humanmito-
chondrial RNase P complex. Nucleic Acids Res. 43, 5112–5119

57. Li, F. et al. (2015) Auto-inhibitory mechanism of the human mito-
chondrial RNase P protein complex. Sci. Rep. 5, 9878

58. Klemm, B.P. et al. (2016) The diversity of ribonuclease P:
protein and RNA catalysts with analogous biological functions.
Biomolecules 6, 27

59. Bhatta, A. et al. (2021) Structural basis of RNA processing by
humanmitochondrial RNase P.Nat. Struct. Mol. Biol. 28, 713–723

60. Schwarz, T.S. et al. (2019) Homologs of Aquifex aeolicus protein-
only RNase P are not the major RNase P activities in the archaea
Haloferax volcanii and Methanosarcina mazei. IUBMB Life 71,
1109–1116

61. Teramoto, T. et al. (2021) Minimal protein-only RNase P structure
reveals insights into tRNA precursor recognition and catalysis.
J. Biol. Chem. 297, 101028

62. Feyh, R. et al. (2021) Structure and mechanistic features of the
prokaryotic minimal RNase P. eLife 10, e70160

63. Hatti, K. et al. (2017) Structure determination of contaminant proteins
using the MarathonMR procedure. J. Struct. Biol. 197, 372–378

64. Daniels, C.J. et al. (2019) Both kinds of RNase P in all domains of
life: surprises galore. RNA 25, 286–291

65. Li, Y. et al. (2022) Crystal structures and insights into precursor
tRNA 5′-end processing by prokaryotic minimal protein-only
RNase P. Nat. Commun. 13, 1–13

66. Klemm, B.P. et al. (2017) Molecular recognition of pre-tRNA by
Arabidopsis protein-only ribonuclease P. RNA 23, 1860

67. Barkan, A. et al. (2012) A combinatorial amino acid code for RNA
recognition by pentatricopeptide repeat proteins. PLoS Genet. 8,
e1002910

68. Yagi, Y. et al. (2013) Elucidation of the RNA recognition code for
pentatricopeptide repeat proteins involved in organelle RNA
editing in plants. PLoS One 8, e57286

69. Yagi, Y. et al. (2013) Pentatricopeptide repeat proteins involved in
plant organellar RNA editing. RNA Biol. 10, 1419–1425

70. Suzuki, T. et al. (2011) Human mitochondrial tRNAs: biogenesis,
function, structural aspects, and diseases. Annu. Rev. Genet. 45,
299–329

71. Giegé, R. et al. (2012) Structure of transfer RNAs: similarity and
variability. Wiley Interdiscip. Rev. RNA 3, 37–61

72. Holzmann, J. and Rossmanith, W. (2009) tRNA recognition, pro-
cessing, and disease: hypotheses around an unorthodox type of
RNase P in human mitochondria. Mitochondrion 9, 284–288

73. Lopez Sanchez, M.I.G. et al. (2011) RNA processing in human
mitochondria. Cell Cycle 10, 2904–2916

74. Reinhard, L. et al. (2017) The MRPP1/MRPP2 complex is a
tRNA-maturation platform in human mitochondria. Nucleic
Acids Res. 45, 12469–12480

75. Peck-Miller, K.A. and Altman, S. (1991) Kinetics of the process-
ing of the precursor to 4.5 S RNA, a naturally occurring substrate
for RNase P from Escherichia coli. J. Mol. Biol. 221, 1–5

76. Wilusz, J.E. et al. (2008) 3′ end processing of a long nuclear-
retained noncoding RNA yields a tRNA-like cytoplasmic RNA.
Cell 135, 919–932

77. Himeno, H. et al. (2014) tmRNA-mediated trans-translation as
the major ribosome rescue system in a bacterial cell. Front.
Genet. 5, 66

78. Weber, C. et al. (2014) Playing RNase P evolution: swapping the
RNA catalyst for a protein reveals functional uniformity of highly
divergent enzyme forms. PLoS Genet. 10, e1004506
976 Trends in Biochemical Sciences, November 2022, Vol. 47, No
. 11

http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0130
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0130
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0130
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0135
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0135
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0135
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0140
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0140
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0145
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0145
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0150
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0150
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0155
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0155
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0155
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0160
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0160
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0165
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0165
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0170
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0170
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0175
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0175
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0175
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0175
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0180
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0180
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0180
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0185
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0185
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0185
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0185
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0190
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0190
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0195
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0195
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0195
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0195
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0200
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0200
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0200
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0205
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0205
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0205
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0210
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0210
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0210
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0210
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0215
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0215
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0215
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0220
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0220
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0220
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0225
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0225
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0230
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0230
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0230
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0230
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0230
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0235
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0235
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0235
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0240
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0240
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0245
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0245
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0245
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0245
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0250
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0250
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0250
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0255
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0255
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0255
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0255
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0260
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0260
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0260
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0260
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0265
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0265
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0270
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0270
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0270
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0275
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0275
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0275
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0280
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0280
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0280
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0285
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0285
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0290
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0290
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0290
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0295
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0295
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0300
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0300
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0300
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0300
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0305
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0305
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0305
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0310
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0310
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0315
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0315
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0320
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0320
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0325
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0325
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0325
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0330
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0330
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0335
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0335
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0335
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0340
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0340
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0340
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0345
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0345
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0350
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0350
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0350
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0355
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0355
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0360
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0360
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0360
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0365
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0365
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0370
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0370
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0370
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0375
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0375
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0375
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0380
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0380
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0380
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0385
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0385
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0385
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0390
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0390
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0390
CellPress logo


Trends in Biochemical Sciences
OPEN ACCESS
79. Gößringer, M. et al. (2017) Protein-only RNase P function in
Escherichia coli: viability, processing defects and differences
between PRORP isoenzymes. Nucleic Acids Res. 45,
7441–7454

80. Howard, M.J. et al. (2016) Differential substrate recognition by iso-
zymes of plant protein-only ribonuclease P. RNA 22, 782–792

81. Walczyk, D. et al. (2016) Analysis of the cleavage mechanism by
protein-only RNase P using precursor tRNA substrates with
modifications at the cleavage site. J. Mol. Biol. 428, 4917–4928

82. Pavlova, L. et al. (2012) tRNA processing by protein-only versus
RNA-based RNase P: kinetic analysis reveals mechanistic
differences. ChemBioChem 13, 2270–2276

83. Howard, M.J. et al. (2015) Mechanistic studies reveal similar cat-
alytic strategies for phosphodiester bond hydrolysis by protein-
only and RNA-dependent ribonuclease P. J. Biol. Chem. 290,
13454–13464

84. Orans, J. et al. (2011) Structures of human exonuclease 1 DNA
complexes suggest a unified mechanism for nuclease family.
Cell 145, 212–223

85. Shi, Y. et al. (2017) Interplay of catalysis, fidelity, threading, and
processivity in the exo- and endonucleolytic reactions of human
exonuclease I. Proc. Natl. Acad. Sci. U. S. A. 114, 6010–6015

86. Beese, L.S. and Steitz, T.A. (1991) Structural basis for the 3′-5′
exonuclease activity of Escherichia coli DNA polymerase I: a
two metal ion mechanism. EMBO J. 10, 25–33

87. Freemont, P.S. et al. (1988) Cocrystal structure of an editing
complex of Klenow fragment with DNA. Proc. Natl. Acad. Sci.
U. S. A. 85, 8924–8928

88. Pfeiffer, T. et al. (2000) Effects of phosphorothioate modifications
on precursor tRNA processing by eukaryotic RNase P enzymes.
J. Mol. Biol. 298, 559–565

89. Warnecke, J.M. et al. (1999) Role of metal ions in the hydrolysis
reaction catalyzed by RNase P RNA from Bacillus. J. Mol. Biol.
290, 433–445

90. Thomas, B.C. et al. (2000) Evidence for an RNA-based catalytic
mechanism in eukaryotic nuclear ribonuclease P. RNA 6,
554–562

91. Li, Xinqiang and Gegenheimer, P. (1997) Ribonuclease P cataly-
sis requires Mg2+ coordinated to the pro-RP oxygen of the scis-
sile bond. Biochemistry 36, 2425–2438

92. Cognat, V. et al. (2013) PlantRNA, a database for tRNAs of pho-
tosynthetic eukaryotes. Nucleic Acids Res. 41, D273–D279

93. Jühling, F. et al. (2009) tRNAdb 2009: compilation of tRNA se-
quences and tRNA genes. Nucleic Acids Res. 37, D159–D162
Trends in Biochemical Sciences, November 2022, Vol. 47, No. 11 977

http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0395
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0395
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0395
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0395
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0400
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0400
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0405
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0405
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0405
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0410
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0410
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0410
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0415
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0415
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0415
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0415
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0420
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0420
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0420
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0425
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0425
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0425
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0430
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0430
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0430
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0435
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0435
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0435
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0440
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0440
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0440
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0445
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0445
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0445
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0450
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0450
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0450
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0455
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0455
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0455
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0455
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0460
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0460
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0465
http://refhub.elsevier.com/S0968-0004(22)00139-6/rf0465
CellPress logo

	Structural and mechanistic basis of RNA processing by protein-�only ribonuclease P enzymes
	Protein-based RNase Ps in all domains of life
	Molecular architectures of protein-only RNase P enzymes
	Eukaryotic protein-only RNase Ps
	Single-subunit protein-only RNase Ps
	Metazoan multisubunit protein-only RNase P

	Prokaryotic minimal protein-only RNase Ps

	Substrate recognition and specificity
	Substrate binding by single-subunit protein-only RNase Ps
	Substrate binding by mitochondrial multisubunit protein-only RNase Ps

	Substrate binding by prokaryotic minimal protein-only RNase Ps
	Substrate specificity of protein-only RNase P enzymes

	Mechanism of catalysis by protein-only RNase Ps
	Concluding remarks
	Acknowledgments
	Declaration of interests
	References




