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RNase E is an essential,multifunctional ribonuclease encoded inE. coli by the rne gene. Structural analysis indicates
that the ribonucleolytic activity of this enzyme is conferred by rne-encoded polypeptide chains that (1) dimerize to
form a catalytic site at the protein-protein interface, and (2) multimerize further to generate a tetrameric quaternary
structure consisting of two dimerized Rne-peptide chains.We identify here amutation in the Rne protein’s catalytic
region (E429G), as well as a bacterial cell wall peptidoglycan hydrolase (Amidase C [AmiC]), that selectively affect
the specific activity of the RNase E enzyme on long RNA substrates, but not on short synthetic oligonucleotides, by
enhancing enzyme multimerization. Unlike the increase in specific activity that accompanies concentration-
induced multimerization, enhanced multimerization associated with either the E429G mutation or interaction of
the Rne proteinwithAmiC is independent of the substrate’s 5′ terminus phosphorylation state. Our findings reveal a
previously unsuspected substrate length-dependent regulatory role for RNase E quaternary structure and identify
cis-acting and trans-acting factors that mediate such regulation.
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The endoribonuclease RNase E (Rne) plays a key role in
the degradation and processing of RNAs in Escherichia
coli and multiple other bacterial species (for recent re-
views, see Carpousis et al. 2009; Mackie 2013; Bandyra
and Luisi 2018). The enzyme, which is encoded in
E. coli by the rne gene, is normally essential for bacterial
proliferation, cleaves single-stranded segments of RNA
preferentially in A+U-rich regions, and is responsive to
the extent of 5′ phosphorylation of the targeted RNA
(McDowall et al. 1995; McDowall et al. 1996; Mackie
1998; Jiang and Belasco 2004; Garrey et al. 2009; Jourdan
et al. 2010; Go et al. 2011). The catalytic function and
cleavage site specificity of RNase E reside in the N termi-
nus (NTH-Rne; amino acid residues 1–529) (McDowall
et al. 1995), which can be further divided into six subre-
gions: the RNase H, S1, 5′ sensor, DNase I, Zn link, and
small domains (Callaghan et al. 2005a).

Polypeptides encoded by rne exist in three functionally
discernable forms that differ in quaternary structure (Jiang
and Belasco 2004; Callaghan et al. 2005a,b). Crystallo-
graphic analysis of NTH-Rne suggests that homodimeri-

zation of the polypeptide gene product is necessary for
binding of the Rne protein to RNA (Callaghan et al.
2005a,b). Individual Rne protomers associate by the join-
ing of a pair of zinc ion-coordinating structural motifs
termed Zn links (amino acid residues 404CPXCXGXG411)
and interactions between the small domains and RNaseH
domains of partner protomers, and pairs of the resulting
homodimers are then connected together by “small” do-
mains of protomer components to form tetrameric mole-
cules (Callaghan et al. 2005a). However, rne-encoded
peptides lacking the zinc-binding motif and small domain
nevertheless retain the normal cleavage site specificity of
RNase E, albeit with sharply reduced catalytic activity,
and enable E. coli cells lacking the chromosomal rne
gene to propagate (Caruthers et al. 2006; Anupama et al.
2011; Kim et al. 2016; Baek et al. 2019), suggesting that
an alternative mode for enzyme interaction of Rne mole-
cules with substrates may exist. Consistent with this no-
tion, an NTH-Rne variant that is prevented from forming
multimers is catalytically active (Jiang and Belasco 2004).
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The evolution of an Rne peptide that has the capacity to
exist in multiple structural forms raises the prospect that
this capacitymayenhance biological fitness. To better un-
derstand the role of Rne quaternary structure in RNase E
function, we sought genetic approaches to investigate
quaternary structure. Here, we report the identification
of Rne sites and a trans-acting cellular protein that can
up-regulate the function of Rne peptides and show that
such regulation affects both the enzyme’s ribonucleolytic
activity disparately on different substrates and its quater-
nary structure.

Results

An rne gene mutation that affects quaternary
structure of Rne

We used a strategy (Go et al. 2011) that identifies rne gene
mutations that increase RNase E activity in vivo via its ef-
fects on cell viability. The screen uses the earlier finding
that maintenance of that RNase E activity within a nar-
row range is required for normal cell proliferation and
that either too much or too little activity reduces colony
formation.Mutations in RNase E identified by this screen
were then evaluated individually for possible effects on
quaternary structure. A truncated RNase E variant that
contains only the N-terminal 529 amino acid residues of
RNase E (NTH-Rne), including the catalytic domain of
the enzyme (McDowall and Cohen 1996), is known from
crystallographic and biochemical studies to form multi-
meric molecules (Jiang and Belasco 2004; Callaghan
et al. 2005a; Koslover et al. 2008). The C-terminal end of
the gene encoding the NTH-Rne protein was attached to
a sequence that codes for a hexahistidine tag, and the fu-
sion protein was produced under the control of the isopro-
pyl-thiogalactoside (IPTG)-inducible lacUV5 promoter.
Random mutations were introduced into the 398- to
529-amino-acid-encoding segment of this construct,
which contains both the Zn link and small domains in-
volved in multimerization of the enzyme. The construct
was devoid of the sequence that enables RNase E autore-
gulation of its own mRNA (Mudd and Higgins 1993; Jain
and Belasco 1995) and was expressed in KSL2000 cells
lacking endogenous RNase E (Lee et al. 2002). Clones
showing increased ribonucleolytic activity were identi-
fied phenotypically (Fig. 1), and the NTH-Rne segment
was sequenced. A mutation that substituted a glycine
(G) for the originally present glutamic acid (E) at amino
acid position 429 of the protein (i.e., clone E429G), which
is in a region previously proposed to be at the interface
formed in Rne tetramers by interacting dimers (Callaghan
et al. 2005a,b), was found; introduction of the samemuta-
tion into full-length RNase E yielded a similar hyperactiv-
ity phenotype.

Effect of the E429G mutation on formation
of higher-order structures and RNA catalysis

The amino acid residue at Rne position 429 is located in
close proximity to the Zn link motif (amino acid residues

400–415) required for the joining of monomers to form di-
mers (Callaghan et al. 2005a,b). To determinewhether the
hyperactivity phenotype observed for the E429G muta-
tion is associated with altered multimer abundance, we
examined the population of mutant and wild-type
NTH-Rne molecules under the same experimental condi-
tions. An increase in the relative abundance of hetero-
genic, higher molecular weight enzyme molecules was
seen by Western blot analysis of purified UV-crosslinked
proteins (72% vs. 38.5%, respectively) after 20 min of
UV exposure (Fig. 1B). Similar results were obtained using
a chemical cross-linking reagent BM(PEO)3 (Fig. 1C) that
has been employed previously to analyze Rne multimeri-
zation (Jiang and Belasco 2004). However, the mutation
was associated with only minor changes to the circular
dichroism spectrum (Supplemental Fig. S1), suggesting
that E429G is not aberrantly folded (Fink 1998; Kelly
and Price 2000). Collectively, our results suggested that
the E429G mutation leads to an increased abundance of
a heterogeneous population of higher-order structures of
NTH-Rne. This increase reflected entirely a change in
the fraction ofmolecules thatmigrate in gels as tetramers,
while the fraction migrating as dimers was unchanged
(Supplemental Fig. S2A,B), suggesting that dimer to tetra-
mer conversion is at a lower Kd than monomer-to-dimer
conversion (Supplemental Fig. S2C).
An effect of the E429G mutation on multimer forma-

tion was supported by the results of an assay that gener-
ates a luminescence signal when two subunits of
Gaussia princeps luciferase (Gluc) are brought into prox-
imity by interaction between proteins fused to the sub-
units (Fig. 1D; Remy and Michnick 2006). At all protein
concentrations tested, the luminescence signal from
E429G Rne-Gluc fusions was greater than the signal
from an identical concentration of the E429-Gluc fusion
proteins, consistent with the increase in multimer forma-
tion observed in crosslinking experiments.

Effect of modifying charge at amino acid residue 429
on higher-order structure and enzyme activity

The E429Gmutation results in the substitution of an ami-
no acid having a side chain of neutral electrostatic charge
(i.e., glycine, [G]) for a negatively charged amino acid (glu-
tamic acid [E]). Amino acid substitutions that alter elec-
trostatic charge, occurring at the interface between two
interacting peptides, can dramatically affect the interac-
tion (for a recent review, see Zhou and Pang 2018). Analy-
sis of the published (Callaghan et al. 2005a) crystal
structure of tetrameric NTH-Rne bound to a 13-mer
(Fig. 2A) shows that, during multimerization of Rne pep-
tides, the negatively charged side chain of the residue at
E429 of each protomer is brought into close proximity to
the glutamic acid residue at the 272 position of its dimeric
partner (Fig. 2B). This proximity, together with our obser-
vation that substitution of glycine (G) for glutamic acid (E)
at the 429 position of the Rne protein enhanced the forma-
tion of higher-order structures, led us to hypothesize that
the E429G mutation may reduce ionic interference be-
tween these amino acids, increasing interaction between
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the two rne monomers (Fig. 2C). If this notion is correct,
mutation of the glutamic acid at position 429 to aspartic
acid (D), a residue that is smaller in size but identical in
charge to glutamic acid, would be anticipated to increase
the distance between negative charges at positions 429
and 272 and consequently diminish electrostatic charge
repulsion between enzyme protomers (Fig. 2D). Similarly,
mutation of glutamic acid at position 429 to a positively
charged amino acid of the same approximate size (e.g., ly-
sine [K]) could increase electrostatic bonding with the glu-
tamic acid residue at position 272 (Fig. 2E). Thus, E-to-D
and E-to-K mutations would, like the E-to-G mutation,
be anticipated to increase inter-molecular interaction
and, consequently, ribonucleolytic activity of the mutant

enzymes relative to wild-type Rne, with E to K having the
greatest effect of the three mutations.

To test the notion that the charge and size of the amino
acid residue at position 429 of Rne protomers can affect
multimer formation, we tested the effects of differentmu-
tations at this position. Consistent with our hypothesis,
we found that KSL2000 cells expressing NTH-Rne-
E429D induced by various concentrations of IPTG had
growth characteristics that were intermediate between
those observed in cells expressing the wild-type NTH-
Rne and those expressing NTH-Rne-E429G, whereas sim-
ilarly induced expression of NTH-Rne-E429K showed
greater inhibition of cell growth than was observed for
NTH-Rne-E429G (Fig. 3A). In vitro analysis of the effects
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Figure 1. Growth characterization of E. coli cells ex-
pressing NTH-Rne-E429G and the multimerization
efficiencies of NTH-Rne-wt and NTH-Rne-E429G.
(A) Growth characteristics of KSL2000 cells, which
are rne, expressing NTH-Rne-wt or NTH-Rne-
E429G from pNTH4 plasmids. pNTH4 and pNTH4-
E429G were tested for their ability to support the
growth of KSL2000 cells on LB-agar plates containing
1–1000 μM IPTG, while full-length RNase E was ex-
pressed from pBAD-RNE with 0.2% L-ara. The num-
bers (105–102) above the figure represent the
approximate number of viable cells present in each
spot. (B) UV cross-linking of NTH-Rne and NTH-
Rne-E429G. Purified NTH-Rne and NTH-Rne-
E429G proteins were UV cross-linked for 20 min.
(C ) Chemical cross-linking of NTH-Rne and NTH-
Rne-E429G. Purified NTH-Rne and NTH-Rne-
E429G proteins were chemically cross-linked for 30
min using BM(PEO)3. Cross-linked proteins were ana-
lyzed by Western blotting with anti-Rne monoclonal
antibody. The cross-linking experiments were repeat-
ed three times and averaged. The error bars (standard
errors of the mean) indicate the range of luciferase as-
say results. (D) We mixed 100 nM (50 nM Gluc1+50
nM Gluc2), 150 nM (75 nM Gluc1+75 nM Gluc2),
200 nM (100 nM Gluc1+100 nM Gluc2), 300 nM
(150 nM Gluc1+150 nM Gluc2), and 400 nM (200
nM Gluc1+200 nM Gluc2) of fusions of either wild-
type or E429G mutant NTH-Rne proteins in binding
buffer (20 mM Tris-Cl at pH 8.0, 100 mM NaCl, 50
mM EDTA, 0.1 mM DTT). Coelenterazine Native
(1×; NanoLight Technology) was added and luciferase
activity was detected by Tecan. Each data point was
normalized with a data point of 0 nM.
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of the mutations on NTH-Rne crosslinking provided bio-
chemical evidence supporting our interpretation of these
cell growth data: The fraction ofNTH-Rne protein present
as higher-order structures increased as the characteristics
of the 429 locus changed from wild type (negative charge)
to E429D (negative charge but reduced proximity), to
E429G (neutral), to E429K (positive charge) (Fig. 3B,C).
Analogous amino acid substitutions intended to produce
charge alterations at E272 were also constructed, but
these mutations resulted in a sharp reduction of enzyme
activity, making study of their effects impractical.

Altered enzyme activity resulting from mutations in the
NTH-Rne-E429 residue is dependent on substrate length

In vitro testing of the ribonucleolytic effects of mutation
of the E429 site of NTH-Rne using triphosphorylated
ppp-RNA I as a substrate, or using triphosphorylated
ppp-p23 RNA, a truncated form of M1 (the RNA compo-

nent of the ribozyme RNase P) as a substrate, showed ef-
fects that correspond to those observed in vivo (Fig. 4A,
B). However, to our surprise, cleavage of two other RNase
E substrates, two short synthetic RNAs p-BR13 (McDo-
wall et al. 1995) and p-23-13 (this study), which contain
the sequences targeted in RNA I and p23 and are cut at
sites identical to those cleaved in RNA I and p23, respec-
tively, showed no detectable effects of the mutations (Fig.
4C,D).
A synthetic oligoribonucleotide (i.e., p-BR30) com-

prised of three repeated sets of the 10-nt RNase E cleavage
sequence of p-BR13 (Feng et al. 2002) and which when cut
by either the E429 or E429G enzymes generates cleavage
products characteristic of the quasiprocessive mode of ac-
tion reported previously (Feng et al. 2002), was also cut by
the E429 and E429G enzymes at approximately the same
rate (Fig. 5A), as was a short (47-nt) RNA designed to con-
tain the target site and secondary structure believed to di-
rect RNase E cleavage of the 108-nt RNA I (p-BR10+hpT)
(Fig. 5B).
Unlike ppp-RNA I and ppp-p23 RNA, which are sub-

strates that when synthesized by in vitro transcription
have 5′ triphosphate termini, p-BR13, p-23-13, p-BR30,
and p-BR10+hpT have 5′ monophosphate termini. To
learn whether triphosphorylation of the 5′ terminus of a
substrate is necessary for the E429G mutation to affect
RNA cleavage, we replaced the triphosphoryl group at
the 5′ end of RNA I with a monophosphate group. As
seen in Figure 5C, such replacement had no effect on the
differential activities of the E429 and E429G enzymes
on cleavage of RNA I.

The E429G mutation does not affect the RNA binding
affinity of NTH-Rne

Weused an electrophoreticmobility shift assay (EMSA) to
determine whether the E429G mutation enhances sub-
strate binding. The RNA binding affinity of NTH-Rne-
E429G to ppp-RNA I (Kd = 13.83 μM) and ppp-p23 (6.08
μM) was similar to that of NTH-Rne-wt (Kd = 12.08 μM
and 6.15 μM, respectively) (Fig. 6A,B).

Amidase C is a trans-acting E. coli protein that up-
regulates RNase E activity in vivo

RNase E activity can be modulated in trans, and E. coli
proteins that inhibit RNase E activity have been identified
(Lee et al. 2003; Gao et al. 2006). Using a variant of the
phenotypic hyperactivity selection strategy described in
Figure 1, we discovered that theAmidaseC protein, which
is one of a large family of peptidoglycan hydrolase en-
zymes that carry out the hydrolysis of carbon–nitrogen
bonds, has effects on Rnemultimerization that are similar
to those conferred by the E429Gmutation. TheAmiCpro-
tein previously has been found to be localized to the cell
wall and to be implicated in cell division and cell wall re-
arrangement (Vermassen et al. 2019).
Direct confirmation that the amiC gene is a positive

regulator of RNase E activity in vivo was obtained by as-
saying RNase E cleavage of the rne mRNA 5′ UTR
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Figure 2. Structural simulations of NTH-Rne. (A) Crystal struc-
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Crystal structure of the NTH-Rne tetramer (Protein Data Bank
ID: 2C0B) was modeled by PyMol (http://www.pymol.org). The
protomer A is in gold, containing the E429 amino acid residue
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Mutation E429Dmodeled into the crystal structure, and the asso-
ciated ionic charges. (E) Mutation E429Kmodeled into the crystal
structure, and the associated ionic charges.
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autoregulatory region fused to the lacZ reporter gene (Sou-
sa et al. 2001). Adventitious expression of amiC resulted
in a time-dependent and dose-dependent decrease in in-
duced β-galactosidase production by the fusion construct
(Fig. 7A,B). Conversely, deletion of amiC from wild-type
cells was associated with decreased RNase E activity, as
measured by accumulation of a constitutively produced
RNase E target, the 5S rRNA precursor (Fig. 7C; Ray
et al. 1982).

Amidase C interaction with both full-length Rne and
NTH-Rnewas shown by introducing a plasmid expressing
hexahistidine-tagged AmiC into cells expressing either
full-length Rne or NTH-Rne and using Ni-NTA resin to
capture AmiC as described in the Materials andMethods.
Both full-length RNase E andNTH-Rnewere identified by
Western blotting of eluates from cells expressing hexahis-
tidine-tagged AmiC (Fig. 7D,E).

Effects of Amidase C on RNase E in vitro

AmiC protein was purified and tested for its ability to in-
crease the activity of NTH-Rne in vitro using ppp-RNA I
as a substrate (Fig. 8A). Whereas AmiC alone had no
detectable ribonucleolytic activity (Fig. 8A–C), its pres-
ence stimulated cleavage of ppp-RNA I by NTH-Rne in
a concentration-dependent manner (Fig. 8B). However,
as had been observed for the E429G mutation, AmiC-me-
diated enhancement ofNTH-Rne activitywas not evident
using p-BR13 as a substrate (Fig. 8C), leading us to investi-
gatewhether, like the effect of mutation at position 429 of

NTH-Rne, the effect of AmiCwas associated with a chan-
ge in the ratio of NTH-Rne multimers to monomers.

We used the split-luciferase assay described above (Remy
and Michnick 2006) to learn whether substrate-dependent
enhancement of RNase E activity by AmiC is associated
with increased interaction between NTH-Rne-monomers.
The results, shown in Figure 9A, indicate that incubationof
NTH-Rne protein with purified AmiC protein generated a
dose-dependent increase in luminescence, consistent with
an increase in monomer–monomer interaction. We then
tested whether AmiC affects RNase E activity in vitro in
the absence of a Zn link and “small domain” protein seg-
ment that crystallographic studies have indicated is neces-
sary for multimer formation (Callaghan et al. 2005a,b),
using the NTH-Rne variant Rne-395, which lacks that seg-
ment (Caruthers et al. 2006). As seen in Figure 9B, no effect
of AmiC on the activity of Rne-395 cleavage of ppp-RNA I
was observed, suggesting that the Rne segment deleted in
the Rne-395 construct is necessary for the AmiC-mediated
increase in the activity of the enzyme.

Discussion

RNase E is a broadly active site-specific ribonuclease that
degrades or processes a large variety of primary transcripts
and also attacks degradation products that it or other ribo-
nucleases generate (for recent reviews, see Carpousis et al.
2009; Mackie 2013; Bandyra and Luisi 2018). Earlier work
has shown that its actions are dynamically controlled in
vivo by a variety of mechanisms that include cleavage of
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its own mRNA (Jain and Belasco 1995), the sequence and
structural features of substrates (Lin-Chao et al. 1994;
McDowall et al. 1995; Mackie 1998), and cellular proteins
that bind to RNase E and interferewith its ribonucleolytic
activity (Lee et al. 2003; Gao et al. 2006; Singh et al. 2009;
Göpel et al. 2013). It has long been known that RNase E,
which when purified from cells is de facto at high concen-
trations, exists in multimeric forms (Callaghan et al.
2005b), and crystallographic studies of purified RNase E
have revealed a homotetrameric structure consisting of di-
merized dimers of the Rne peptide (Callaghan et al.
2005a). The investigations reported here reveal the extent
ofmultimerization of RNase E as amechanism for control
of the catalytic activity of RNase E differentially on differ-
ent substrates. We have shown that RNase E catalytic ac-
tivity can be altered by Rne mutations and by at least one
other protein that affects the quaternary structure of the
enzyme and that the effects of such alterations of cleavage
activity are not uniform among substrates.
Based on crystal structure analysis of NTH-Rne, the

loss of negative charge in the E429G mutation, and the
three-dimensional proximity of the E429 locus to a nega-

tively charged amino acid on the complementing proto-
mer, we hypothesized that amino acid substitutions at
this locus can affect the extent of ionic interference be-
tween the negatively charged loci andwould differentially
alter the ability of RNase E protomers to interact with
each otherwhen forming higher-order structures. This no-
tion was supported by evidence showing that amino acid
substitutions that changed the electrostatic charge from
negative to either neutral or positive at the 429 site, or
that increased the distance between the negative charges
of the two interacting protomers, resulted in increased en-
zymemultimerization. These effects were independent of
the presence of substrate.
Structural analysis of NTH-Rne and the sites of interac-

tion between the enzyme and its substrate(s) has in some
instances yielded inferences that have not been supported
by results of biochemical experiments. For example, crys-
tallographic data have suggested that dimerization of pro-
tomers is required for the enzyme to bind to and cleave
substrates (Callaghan et al. 2005b), whereas truncated
forms of the enzyme that lack regions that the crystallo-
graphic analysis has suggested are necessary for such
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Figure 4. Effect of NTH-Rne and E429 lo-
cus variations on RNA catalysis. Ribonu-
cleolytic activity of NTH-Rne-wt or NTH-
Rne containing E429G, E429K, or E429D
on ppp-RNA I (A) and ppp-p23 RNA (B) in
vitro. Half of a picomole of uniformly la-
beled ppp-RNA I (A) or uniformly labeled
ppp-p23 RNA (B) was incubated with 0.5
µg of purified NTH-Rne-wt or NTH-Rne
containing E429G, E429K, or E429D in 30
μL of 1× cleavage buffer at 37°C. Both sub-
strates used in these experiments were syn-
thesized in vitro as primary transcripts and
contain 5′ triphosphorylated termini (Lin-
Chao and Cohen 1991; Kim et al. 1996), as
indicated by their “ppp-” prefixes. Ribonu-
cleolytic activity of NTH-Rne and E429G
locus variations on oligomeric substrates
in vitro (C,D). Half a picomole of 5′ end-la-
beled p-BR13 (C ) or 5′ end-labeled p-23-13
(D) was incubated with 50 ng of purified
NTH-Rne-wt or E429 locus variations in
30 μL of 1× cleavage buffer at 37°C. The lo-
cation of the 32P-labeled phosphate in
monophosphorylated (as indicated by the
“p-” prefix) p-BR13 and p-23-13 is indicated
with an asterisk, and the RNase E cleavage
site is indicated with an arrow.
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dimerization are nevertheless enzymatically functional,
albeit with lower specific activity than structures that in-
clude these domains (Caruthers et al. 2006; Anupama
et al. 2011; Kim et al. 2016; Baek et al. 2019). Such obser-
vations may perhaps reflect an ability of these enzyme
protomers, which still retain their 5′ end RNA-binding
“pocket,” to form “pseudodimers” on RNA substrates
by recapitulating the canonical dimer interaction using
RNA as a scaffold, as suggested by Ali and Gowrishankar
(2020), or through an undetermined interaction(s) involv-
ing other mechanisms or loci.

Our finding that the effects of multimerization on the
specific activity of RNase E do not occur uniformly among
substrates raises the prospect that multimerization may
be relevant to regulation of relative rates of cleavage of dif-
ferent substrates in vivo. In our experiments, increased
multimerization was associated with enhancement of
the enzyme’s ability to cleave two RNase E substrates

>100 nt in length but did not enhance cleavage of short
oligomers that contain the same cleaved sequence. This
finding, coupled with the fact that stimulation of cleavage
via enhancedmultimerization bymutation of the 429 site
is independent of the extent of phosphorylation of the 5′

terminus (Fig. 5C), suggests a model in which longer
RNAs may bind concurrently to separate dimers, either
within the same tetramer or between proximate tetra-
mers. According to this model, higher-order quaternary
structures may facilitate interaction of a long substrate
with both the protomer subunit carrying out disruption
of a phosphodiester bond and a second protomer that is
a component of the same multimer but is not the dimer
partner of the one doing the cleavage. A corollary of this
notion is that short RNA decay intermediates, whose 5′

monophosphate ends enhance further attack by RNase E
(Mackie 1998; Jiang and Belasco 2004; Garrey et al.
2009; Jourdan et al. 2010; Go et al. 2011), may be cleaved

A

C

B

5’-pACAGUAUUUGACAGUAUUUGACAGUAUUUG*

↑

p-BR30 

↑ ↑ ↑ ↑

9 1 9

E429Gwt

3 1 93

p-BR30

nt

30
25

15

10

5

min

wt

E429G

0 1 3 9

Time (min)

P
er

ce
n
t 

p
-B

R
3
0
 r

em
ai

n
in

g
 

0 

20 

40 

60 

80 

100 

BSA

0

20

40

60

80

100

0 0.5 1.5 4.5

wt

E429G
P

er
ce

n
t 

p
-B

R
1
0
+

h
p
T

 r
em

ai
n
in

g

Time(min)

V1T1 BSA wt E429G
0 4.5 0.5 1.5 4.5 0.5 1.5 4.5

47 nt

5 nt

min

6 nt

10 nt

14 nt

↑ ↑

↑

↑

p

p-BR10+hpT 

*

BSA wt E429G

9 1 3 9 1 3 9

p-RNA I

min

5’(8 nt)
0

20

40

60

80

100

0 1 3 9

wt

E429G

Time(min)

P
er

ce
nt

 p
-R

N
A

 I
 r

em
ai

ni
ng

5’ GUU

+111

-pGGGACAGUAUUU

+1

↑

   p-RNA I *

Figure 5. Ribonucleolytic activity of
NTH-Rne and NTH-Rne-E429G on RNA I
derived substrates. (A) Cleavage of 5′ end-la-
beled p-BR30 substrate. The RNase E cleav-
age sites and adventitious cleavage sites are
indicated with bold and regular arrows, re-
spectively. (B) The predicted secondary
structure of p-BR10+hpT RNA substrate
and in vitro cleavage of 5′ monophosphory-
lated p-BR10+hpT RNA substrate by
NTH-Rne-wt or NTH-Rne-E429G. The
secondary structure was deduced using
the M-fold program and RNase T1 and V1
digestion. Major (5-nt) and minor (6-, 10-,
and 14-nt) RNase E cleavage sites are indi-
cated with bold and regular arrows, respec-
tively. One picomole of 5′ end-labeled p-
BR10+hpTwas incubatedwith 50 ng of pu-
rified NTH-Rne-wt or NTH-Rne-E429G in
12 µL of 1× cleavage buffer at 37°C. (C )
Cleavage of 5′ end-labeled, monophos-
phorylated p-RNA I substrate. Two pico-
moles of 5′ end-labeled p-RNA I were
incubated with 50 ng of purified NTH-
Rne-wt or NTH-Rne-E429G. The RNase E
cleavage site is indicated with an arrow.
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efficiently by the combined action of protomer compo-
nents of the same dimer, whereas primary transcripts,
which generally are >100 nt and have 5′ triphosphate
ends that reduce their binding to the enzyme (Go et al.
2011), would be cleaved poorly by protomer components
of individual dimers. In this regard, it is worth noting
that a recent study has suggested that cleavage by
tetrameric RNase E is affected by the distance of the cleav-
age site from the 5′ end of the cleaved RNA (Baek et al.
2019).
Alignment of the amino acid sequences of the related

enzyme, RNase G, with NTH-Rne (Clustal Omega)
(McWilliam et al. 2013), shows that the E272 amino acid
residue is among the residues conserved in both enzymes,
whereas the amino acid residue at the 429 location is not
conserved. The E429 residue in NTH-Rne corresponds to
a positively charged arginine in RNase G, which main-
tains a level of multimerization that is both higher than
that of RNase E and consistent across enzyme concentra-
tions (Jiang and Belasco 2004).
Alignment (Clustal Omega) (McWilliam et al. 2013) of

sequences culled fromGenBank (Benson et al. 2013) using
BLAST (Altschul et al. 1990) indicates that the glutamic
acid at position 429 is highly conserved among RNase E
homologs, as is E272, the residue in the RNase H domain
that is in close proximity to E429. Such conservation sug-
gests a possible selective biological benefit from the oc-
currence of these two residues in positions that facilitate
their interaction. The discovery that multimerization dif-
ferentially affects the ability of RNase E to cleave different
substrates argues that the ability to dynamically regulate
the extent of multimerization and consequently the rela-
tive rates of cleavage of different substrates may have a

previously unsuspected physiological benefit. The further
discovery that a separate E. coli protein, AmiC, can regu-
late the extent of RNase E multimerization is consistent
with this notion and raises the prospect that functional
enhancement of RNase E activity, via alteration of its
multimerization rather than its expression level, may
have evolved as amethod of dynamicallymodulating RN-
ase E activity either locally or temporally within the cell.
In cells, RNase E is bound to the inner plasma membrane
(Miczak et al. 1991; Liou et al. 2001; Khemici et al. 2008),
whereas AmiC is located both within the cytoplasm and
the periplasmic space (Bernhardt and de Boer 2003; Ize
et al. 2003; Sikdar and Doerrler 2010). The differential
ability to cleave long versus short RNAsmay benefit cells
under particular environmental conditions. Investigation
of events and mechanisms that could dynamically regu-
late this balancemay yield additional insights aboutmod-
ulation of cellular RNase E activity at the level of
quaternary structure.

Materials and methods

Bacterial strains and plasmids

The strains and plasmids used in this study are listed in Supple-
mental Table S1. None of the plasmid constructs containing
NTH-Rne, any of its three mutations at amino acid position
429, or its fusionswithGluc 1 and 2 contained the autoregulatory
5′ UTR sequence present in the endogenous rne gene. To con-
struct pNTH4 containing random mutations in the small
domain, the region encoding Rne amino acids 382–529 was am-
plified using primers rne-1146F (5′-TGGCCTGCTGGAAA
TGTC-3′) and 529-hisR (5′-ACGTCTAGACTAGTGGTGG
TGGTGGTGGTGCAGCGCAGGTGTTCCGGACG-3′) in the
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Figure 6. Effects of E429G on RNA binding affinity
to ppp-RNA I and ppp-p23RNA.One picomole of uni-
formly labeled ppp-RNA I (A) or ppp-p23 RNA (B) was
incubated with increasing amounts of purified NTH-
Rne or NTH-Rne-E429G proteins in 20 μL of EMSA
buffer and analyzed using 8% PAGE. Increasing con-
centrations of the proteins (0.5–5 μM) were used.
Binding constants were calculated based on slopes
calculated from the graphs in the right panel.
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presence of 0.1 mM MnCl2. Amplified DNA fragments were di-
gested with DraIII and XbaI and ligated into pNRNE4. Mutants
were isolated as described previously (Shin et al. 2008).
To construct pNTH4-E429K, PCR site-directed mutagenesis

was performed using primers E429K-F (5′-TCTATTCTGCG
TCTGATCGAAAAAGAAGCGCTG-3′) and Nrne-529R (5′-TC
TAGAGTGGTGGTGGTGGTGGTGCAGCGCAGGTTGTTCC
GGACG-3′). To construct pNTH4-E429D, PCR site-directed mu-
tagenesis was performed using primers E429D-F (5′-TCTAT
TCTGCGTCTGATCGAAGATGAAGCGCTG-3′) and Nrne-
529R.
To construct the NTH-Rne and NTH-Rne-E429G split-lucifer-

ase subunit fusion proteins, we used recombinant PCR. AnNTH-
Rne or NTH-Rne-E429G DNA fragment containing the G-lucif-
erase linker was made by PCR reaction using the NTH-Rne-
NotI-F (CAGCGGCCGCAGGAGGTTACG) andNTH-Rne-Glu-
cLink-R (GCCACCGCCACCATCGA TCAGCGCAGGTTGT
TCCGG) primers using the pNTH4 or pNTH4-E429G plasmid
as a template. This fragment was also used in producing
pNTH4-Gluc2 and pNTH4-E429-Gluc2. The G-luciferase-1
DNA fragment containing the NTH-Rne or NTH-Rne-E429G se-
quence at the N terminus and 6× Histidine tag at the C terminus
was made by PCR reaction using NTH-Rne-GlucLink-F (CC
GGAACAACCTGCGCTGATCGATGGTGGCGGTGGC) and
Gluc1-6H-XbaI-R (TAGAGGTCTAGATTAGTGGTGGTGGTG
GTGGTGGCCTATGCCGCCCTGTGC) primers. The pGluc1
plasmid was used as a template. Two DNA fragments were com-
bined usingNTH-Rne-NotI-F andGluc1-6H-XbaI-R primers. The
recombinant PCR fragment was treated with NotI and XbaI and
ligated into the pNTH4 plasmid, creating pNTH4-Gluc1 and
pNTH4-E429G-Gluc1. For pNTH4-Gluc2, the G-luciferase-2
DNA fragment containing homologous sequences of NTH-Rne
at the N terminus and a 6× Histidine tag at the C terminus was
made by PCR reaction using NTH-Rne-GlucLink-F (CCGGAA

CAACCTGCGCTGATCGATGGTGGCGGTGGC) and Gluc2-
6H-XbaI-R (TAGAGGTCTAGATTAGTGGTGGTGGTGGTG
GTGGCCTATGCCGCCCTGTGC) primers. The pGluc2 plas-
mid was used as a template. The DNA fragments were combined
using NTH-Rne-NotI-F and Gluc2-6H-XbaI-R primers. The re-
combinant PCR fragments were treated with NotI and XbaI and
ligated into the pNTH4 plasmid, creating pNTH4-Gluc2 and
pNTH4-E429G-Gluc2.
To construct a plasmid expressing the transcript BR10+hpT,

the kanamycin resistance gene npt1 was cut from plasmid
pUC4K by PstI and cloned into plasmid pUC19, generating
pUC19K. A DNA region for BR10+hpT containing the RNA I
promoter was PCR-amplified from plasmid pBR322 with primers
pUC-BR10+hpT-F (5′-ATGAATTCAGCCACTGGTAACAGGA
TTAGCA-3′) and RNAI-XbaI-R (5′-ATTCTAGAATCTCAT
GACCAAAATCCCTTAAC-3′). The gel-purified PCR products
were introduced into the EcoRI- and XbaI-cleaved plasmid
pUC19K, resulting in pUC-BR10+hpT.
To construct pKAN6B-amiC, the amiC coding region was am-

plified from E. coli W3110 genomic DNA using amiC-F4
(TGCGGCCGCAATAATTTTGTTTAACTTTAAGGAGAGAA
T TCATATGTCAGGATCCAACAC) and amiC-His-R (ATAG
ATCTTCAGTGGTGGTGGTGGTGGTGTCCCCTTCTCGCC
AGCGTC) primers. The amplified DNA fragment was treated
with EcoRI and BglII and inserted into pKAN6B (Yeom et al.
2008).
The W3110-ΔamiC, amiC deletion strain was created in the E.

coli W3110 strain using the one-step inactivation method (Dat-
senko and Wanner 2000). The entire amiC coding region was
replaced with the chloramphenicol resistance gene. The AmiC-
pKD3-F (TAAAGTTTCCGG TCAAATTAGTCGTTTACTTGT
TACACAGCTTAGGTGTAGGCTGGAGCTGCT) and AmiC-
pKD3-R (TTTGTTTCTGGTCTCCCATAAAAAAGCGCCATT
CAGCGCCTTTTTACA TATGAATATCCTCCTTA) primers

A B

D E

C

0

100

200

300

400

500

600

0 0.5 1 1.5 2 2.5 3 3.5

pKAN6B

pKAN6B-AmiC

hrs

0

50

100

150

200

250

- 0.1 - 0.001 0.01 0.1

-g
al

ac
to

si
da

se
 a

ct
iv

ity
 

(M
ill

er
 u

ni
ts

)

% of 
Arabinose

pKAN6B-amiCpKAN6B
-g

al
ac

to
si

da
se

 a
ct

iv
ity

 
(M

ill
er

 u
ni

ts
)

0     2     4     8

W3110

0     2     4     8

W3110- amiC

0     2     4     8

W3110- amiC 
+amiC

min

5S rRNA

kDa

250

150

50

Rne

AmiC

- - AmiC

Lysate

-

Elution

-+ + AmiC
kDa

50
50

NTH-Rne

AmiC

+ +

Lysate Elution

Figure 7. Effects of AmiConRNase E andNTH-Rne ac-
tivity in vivo. (A) β-Galactosidase activity (in Miller
units) expressed from a chromosomal rneE:lacZ fusion.
Cells transformed with pKAN6B and pKAN6B-amiC
were grown in LB, and the expression of AmiC was in-
duced at an A600 ∼0.2 by different concentrations of
arabinose. The cells were assayed for β-galactosidase ac-
tivity 1.5 h after induction. (B) The same cells as in A
were grown in LB, and the expression of AmiC was in-
duced at an A600 ∼0.2 by 0.1% of arabinose and cells
were assayed for β-galactosidase activity every 30 min.
(C ) Thematuration of precursor 5S rRNA in amiC-delet-
ed cells. A deletion mutant of Amidase C was created in
the W3110 background, W3110-ΔamiC, which was then
complemented with exogenous AmiC by transforma-
tion with the arabinose-inducible pKAN-amiC plasmid.
Tenmicrograms of total RNAwas separated by a 6%pol-
yacrilamide gel, blotted, and probed with the 5S probe.
(D,E) Ligand fishing of Rne (D) and NTH-Rne (E) with
6×-His-AmiC. Proteins coeluted using Ni-NTA resin
were analyzed by Western blot and probed with either
antiRNE or antiHIS antibodies.
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were used to amplify the FRT-chloramphenicol cassette from the
pKD3 plasmid. The PCR product was treated with DpnI to re-
move template plasmid and transformed into W3110 by
electroporation.

Characterization of bacterial cell growth

pNTH4-based plasmids containing random mutations in the Zn
link and small domains were introduced into strain KSL2000,
in which a chromosomal deletion in rne is complemented by a
cloned copy of full-length rne expressed from an arabinose-induc-
ible plasmid-borne gene (pBAD-RNE). KSL2000 cells carrying
pNTH4 that were induced to express NTH-Rne by addition of
100 μM IPTG to culture media grow normally when deprived of
full-length RNase E by transfer of host bacteria to media lacking
arabinose (Fig. 1A) but show retarded colony formation when ex-
cessiveNTH-Rne protein is induced by addition of IPTG at a con-
centration of 1 mM (Lee et al. 2002; Tamura et al. 2006). Cells
producing hyperactive RNase E variants show retarded colony
formation even when induced by 100 μM IPTG (Claverie-Martin
et al. 1991; Jain et al. 2002; Yeom and Lee 2006; Go et al. 2011).
We screened a plasmid population mutagenized in the multi-
mer-forming segment of RNase E for hyperactive-variant clones
that have limited colony-forming ability at an IPTG concentra-
tion of 100 μM but grow normally at inducer concentrations be-
tween 1 and 10 μM. From 3000 transformants tested, we
obtained one clone that, in the presence of 1–10 μMIPTG, showed
colony-forming ability comparable with that seen with unmuta-
genized NTH-Rne in the presence of 100 µM IPTG but reduced
growth at 100 μM IPTG (Fig. 1A).
Overnight cell cultures were diluted 1:100 into LB media con-

taining antibiotics and 10 µM IPTG. After incubation for 2 h at
37°C, each samplewas further diluted 1:10 into LBmedia contain-

ing antibiotics and either 0.2% arabinose or 1, 10, 100, or 1000 µM
IPTG. After incubation for 2 h at 37°C, sampleswere serially dilut-
ed 1 to 1000-fold into corresponding LB media and 10 µL of each
sample was spotted onto the designated plates. Additionally, we
spread 50 µL of a 1000-fold dilution in LB media+0.2% arabinose
onto plates to determine the number of viable cells.

Protein analysis

Western blots for NTH-Rne were performed as previously de-
scribed (Lee et al. 2002). Each protein band was quantitated using
a ChemiDoc XRS+ system with Image Lab software (Bio-Rad).
NTH-Rne-wt, NTH-Rne-E429G, NTH-Rne-E429K, and NTH-
Rne-E429D proteins were purified from KSL2000 cells harboring
pNTH4, pNTH4-E429G, pNTH4-E429K, and pNTH4-E429D, re-
spectively, using Ni-NTA agarose (Qiagen). The cultures were
grown to mid-log phase, induced with 100 μM IPTG for 1.5 h,
and harvested. The cells were resuspended in lysis buffer
(50 mM NaH2PO4, 300 mM NaCl, 5 mM imidazole at pH 8.0)
and opened three times by French Press at a pressure of 500 psi.
The cell lysatewas incubated for 1 h at 4°CwithNi-NTA agarose.
When purifying proteins used for assaying multimerization, the
cell lysatewas treatedwith 100 μg/mLRNaseA at this step to pre-
vent nonspecific protein interaction via RNA molecules in the
UV and chemical cross-linking assays. Protein purified for use
in catalytic assays omitted the RNase A step. The protein-bound
Ni-NTA agarose was washed with wash buffers (same as lysis
buffer but variable imidazole concentration, 20, 40, 60, and 80
mM). The protein was eluted from the resin using elution buffer
(same as lysis buffer but 150mM imidazole). Purified protein was
dialyzed into storage buffer (50 mM Tris-HCl at pH 7.5, 500 mM
NaCl, 1 mM EDTA, 1 mMDTT, 30% glycerol). The Bradford as-
say (Bradford reagent, Sigma-Aldrich B6916) was used to measure

A

B

C

Figure 8. Effect of AmiC on ppp-RNA I and p-BR13 ca-
talysis by NTH-Rne in vitro. (A) Cleavage of the ppp-
RNA I substrate by NTH-Rne in the presence of AmiC.
ppp-RNA I (1 µM) was incubated with 25 nM purified
NTH-Rne or 25 nM purified NTH-Rne with 100 nM
AmiC in 1× cleavage buffer at 37°C. (B) Cleavage of the
ppp-RNA I substrate by NTH-Rne in the presence of dif-
ferent concentrations of AmiC in vitro. ppp-RNA I (1 µM)
was incubated with 125 nM purified NTH-Rne and dif-
ferent concentrations of AmiC in 1× cleavage buffer for
5 min at 37°C. The reaction mixtures were electropho-
resed on an 8% polyacrylamide gel and visualized by
staining with SYTO60 and scanning with Odyssey (LI-
COR). (C ) Cleavage of the p-BR13 substrate by NTH-
Rne in the presence of AmiC in vitro. Twenty picomoles
of 5′ end-labeled p-BR13 was incubated with 50 nM puri-
fied NTH-Rne or 50 nM purified NTH-Rne with 100 nM
AmiC in 1× cleavage buffer at 37°C. The reaction mix-
tures were electrophoresed on an 8% polyacrylamide
gel and visualized using a Typhoon scanner (GE
Healthcare).
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the concentrations of enzyme present in these preparations for
calculation of concentrations used in in vitro analyses. To
cross-link the subunits of NTH-Rne-wt, NTH-Rne-E429G,
NTH-Rne-E429K, and NTH-Rne-E429D, 40 pmol of purified pro-
teins in 40 µL of storage buffer were exposed to UV light (254 nm)
in a CL1000 ultraviolet cross-linker (UVP). Samples were re-
moved after 20 min of incubation, mixed with an equal volume
of protein loading buffer (100 mM Tris-Cl at pH 6.8, 4% SDS,
0.2% bromophenol blue, 30% glycerol, 200 mM β-mercaptoetha-
nol), and separated by 10% SDS-PAGE. Multimerization of the
purified proteins was also analyzed using a cross-linking reagent,
BM(PEO)3, as has been previously described for the analysis of
RNase E/G multimeric forms (Jiang and Belasco 2004). For the
measurement of Circular Dichroism (CD) spectroscopy, purified
proteins were dialyzed in CD buffer (20 mM NaH2PO4 at pH 7.5
and 200 mM NaCl). Spectra were collected in the range of 340–
200 nm at intervals of 1 nm, with three accumulations being re-
corded on a JASCO J-715 spectropolarimeter.
NTH-Rne-Gluc1, NTH-Rne-Gluc2, NTH-Rne-E429G-Gluc1,

and NTH-Rne-E429-Gluc2 proteins were purified from NEB 5-α
cells (New England Biolabs C2987I) harboring pNTH4-Gluc1,
pNTH4-Gluc2, pNTH-E429G-Gluc1, and pNTH-E429G-Gluc2,
respectively, using the Qiagen Ni-NTA fast start kit (Qiagen
30600) with an additional lysis step of 1 min of sonication and
an additional wash step of 10 mL of 50 mM IMD in wash buffer.
The cultures were grown in 50 mL of LB with 1% glucose over-
night, washed, diluted into 250 mL of fresh LB, grown for 1 h,
then inducedwith 1mM IPTG for 30min and harvested. The har-
vested cells were washed with 1× TE and frozen at −80°C until
protein purification. Purified protein was dialyzed into storage
buffer (50 mM Tris-HCl at pH 7.5, 500 mM NaCl, 1 mM
EDTA, 1 mM DTT, 30% glycerol). The Bradford assay (Bradford
reagent, Sigma-Aldrich B6916) was used to measure the concen-
trations of enzyme present in these preparations for calculation
of concentrations used in in vitro analyses.

AmiC protein was purified from HG0213 cells harboring the
pKAN6B-AmiC plasmid. The HG0213 strain is derived from
KSL2000, with the chromosomal rne gene replaced by the chlor-
amphenicol resistance gene, and cell viability is supported by the
truncated RNase E (Rne-400), which is expressed from pRNE400
in the presence of 100 µM of IPTG. Possible RNase E protein con-
tamination is minimized using this strain since we observed that
AmiC protein has little interaction with the Rne-395 truncated
protein. The cells were grown to early-log phase with 100 μM
IPTG, induced with 0.1% arabinose for 3 h, and harvested. Ni-
NTA agarose (Qiagen) was used for purification with the same
procedure as described above. The purified protein was dialyzed
into AmiC storage buffer (10 mM Tris-Cl at pH 7.5, 200 mM
KCl, 0.1 mM EDTA at pH 8.0, 1 mM DTT, 30% glycerol). The
Bradford assay (Bradford reagent, Sigma-Aldrich B6916) was
used to measure the concentrations of enzyme present in these
preparations for calculation of concentrations used in in vitro
analyses.

In vitro cleavage assays

The oligonucleotide BR10-hpT (5′-ACAGUAUUUGCAAA
CAAACCACCGCUGGUAGCG GUGGUUUUUUUGUU-3′)
was synthesized by Bioneer and 5′ end-labeled with [γ-32P]-ATP
and T4 polynucleotide kinase to generate p-BR10+hpT. Uni-
formly labeled 5′ triphosphorylated ppp-RNA I and ppp-p23
RNA with [α-32P]-UTP were synthesized as described previously
(Lee et al. 2002; Shin et al. 2008). 5′ end-labeled, monophosphory-
lated p-BR13, p-BR30, and p-23-13 (which were synthesized by
Dharmacon) were generated as described previously (Feng et al.
2002). 5′ end-labeled, monophosphorylated RNA I was generated
by synthesizing unlabeled ppp-RNA I as described previously (Lee
et al. 2002), removing the 5′ triphosphate with CIP (Millipore
Sigma P4978), and 5′ end-labeling with [γ-32P]-ATP and T4

A

B

Figure 9. Effects of AmiC on NTH-Rne multimeriza-
tion in vitro, immunoprecipitation analysis of AmiC in-
teractionwith full-lengthRNase E andNTH-Rne in vivo,
and effects of AmiC on Rne-395 activity. (A) Luciferase
assay. Purified NTH-Rne-Gluc1 and NTH-Rne-Gluc2
(both at 75 nM)weremixedwith different concentrations
of GST (a noninteracting protein control), NTH-Rne (un-
labeled with Gluc), or AmiC proteins in binding buffer
(20 mM Tris-Cl at pH 8.0, 100 mM NaCl, 50 mM
EDTA, 0.1 mM DTT), respectively. 1× Coelenterazine
Native (NanoLight Technology)was added and luciferase
activity was detected by Tecan. Subsequent analysis
showed that the plasmids encoding NTH-Rne-Gluc1
and NTH-Rne-Gluc2 both carried a point mutation con-
ferring a C471Ymissense mutation that was not present
in those used to previously purify these proteins. There
were no detectable effects of the mutation on any en-
zyme property that we tested. (B) Universally labeled
ppp-RNA I (100 nM) was incubated with 100 nM purified
NTH-Rne. Purified Rne-395 (1 µM) was incubated with 1
µM AmiC in 1× cleavage buffer at 37°C. The reaction
mixtureswere electrophoresed on an 8%RNAgel and vi-
sualized by Typhoon (GE Healthcare).
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polynucleotide kinase. All cleavage assays were performed in 1×
cleavage buffer (20 mM Tris-Cl at pH 7.5, 10 mM NaCl, 10 mM
MgCl2, 0.1 mMDTT) at 37°C. Samples were removed at the indi-
cated times and were mixed with an equal volume of 2× RNA
loading buffer (0.025% xylene cyanol, 0.025% Bromophenol
blue, 95% deionized formamide, 18 mM EDTA at pH 8.0,
0.025% SDS). Samples were denatured for 5 min at 75°C and
were loaded onto various concentrations of polyacrylamide gels
containing 8M urea (12% polyacrylamide gels for p-BR13 and p-
BR10+hpT RNAs, 8% polyacrylamide gels for ppp-RNA I and
ppp-p23 RNAs). The radioactivity in each band was quantitated
using a phosphorimager and OptiQuant software. The cleavage
assay experiments were repeated three times and averaged. The
error bars (standard errors of the mean) were used to indicate
the range of assay results.

EMSA RNA binding assays

One picomole of uniformly labeled ppp-RNA I or ppp-p23 RNA
was incubated with increasing amounts of purified NTH-Rne or
NTH-Rne-E429G proteins (between 500 nM and 5 µM) in 20 μL
of EMSA buffer (10 mM Tris-HCl at pH 7.5, 0.1 mM DTT, 1 mM
EDTA, 10% [v/v] glycerol), and analyzed using 8% PAGE. Binding
constants were calculated from the slopes of the Scatchard plots.

Luciferase assays

Wemixed 100 nM (50 nMGluc1+50 nMGluc2), 150 nM (75 nM
Gluc1+ 75 nM Gluc2), 200 nM (100 nM Gluc1+ 100 nM Gluc2),
300 nM (150 nM Gluc1+150 nM Gluc2), and 400 nM (200 nM
Gluc1+ 200 nM Gluc2) of fusions of either wild-type or E429G
mutant NTH-Rne proteins in binding buffer (20 mM Tris-Cl at
pH 8.0, 100 mMNaCl, 50 mM EDTA, 0.1 mMDTT). 1× Coelen-
terazine Native (NanoLight Technology) was added and lucifer-
ase activity was detected by Tecan. Each data point was
normalized with a data point of 0 nM.
PurifiedNTH-Rne-Gluc1 andNTH-Rne-Gluc2 (both at 75 nM)

were mixed with 75 nM, 150 nM, 300 nM, 600 nM, 900 nM, and
1200 nM GST, NTH-Rne, or AmiC proteins in binding buffer
(same as above), respectively. Coelenterazine Native (1×; Nano-
Light Technology) was added and luciferase activity was detected
by Tecan. Each data point was normalized with a data point of 0
nM. After generation of the data, it was discovered that the plas-
mids in the bacterial stocks used to purify the NTH-Rne-Gluc1
andNTH-Rne-Gluc2 proteins used for the AmiC experiment car-
ried a point mutation conferring a C471Y missense mutation.
There were no detectable effects of the mutation on any enzyme
property thatwe tested. Subsequent testing of the bacterial stocks
used to purify NTH-Rne-Gluc1, NTH-Rne-Gluc2, NTH-Rne-
E429G-Gluc1, and NTH-Rne-E429G-Gluc2 for the experiment
described previously showed no evidence of this mutation.

Measurement of β-galactosidase activity

pKAN6B and pKAN6-amiC were transformed into CJ1825 (Jain
et al. 2002). The cells were grown in the absence or presence of
arabinose (0%–0.1%) to express AmiC protein. β-Galactosidase
activity in whole cells was determined as described (Miller
1992). Values represent the means of at least three independent
experiments.

Ligand fishing

pKAN6B or pKAN6B-amiC plasmids were transformed into
W3110 or HG1012 strains. The HG1012 strain is derived from

KSL2000, with pNRNE4 replaced by pNTH6, which expresses
NTH-RNE without a histidine tag in the presence of IPTG. To
pull down AmiC, Ni-NTA agarose was used with a procedure
modified from that of protein purification. The cells were resus-
pended in lysis buffer (50 mM NaH2PO4, 300 mM NaCl, 5 mM
imidazole at pH 8.0) and opened three times by French Press at
a pressure of 500 psi. The cell lysate was incubated for 1 h at 4°
C with Ni-NTA agarose. The protein-bound Ni-NTA agarose
was washed with 80 mM imidazole buffer three times and 150
mM imidazole buffer two times. The proteins were eluted from
the resin using 300 mM imidazole buffer (same as lysis buffer
but 300 mM imidazole).

Crystal structure modeling

The crystal structure of the “catalytic domain of E. coli RNase E
in complex with 13-mer RNA” (PDB ID: 2C0B), was downloaded
from the RCSB Protein Data Bank (http://www.pdb.org) and visu-
ally examined using the PyMOL software (http://www.pymol
.org, The PyMOL Molecular Graphics System, version 0.99rc6,
Schrödinger, LLC.), which was used to generate all protein struc-
ture graphics. The mutants of E429 were modeled using the mu-
tagenesis function of the PyMOL software.
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