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ABSTRACT

e sequences of 5S ribosomal RNAs from a wide-range of organisms have
been compared. All sequences fit a generalized 5S RNA secondary structural
model. Twenty-three nucleotide positions are found universally, i.e., in 5S
RNAs of eukaryotes, prokaryotes, archaebacteria, chloroplasts and
mitochondria. One major distinguishing feature between the prokaryotic and
eukaryotic 55 RNAs is the number of nucleotide positions between certain
universal positions, e.g., prokaryotic 55 RNAs have three positions between
the universal positions PulUso and G.s (using the E. coli numbering system)
and eukaryotic 55 RNAs have two. The archaebacterial 55 RNAs appear to
resemble the eukaryotic 5S RNAs to varying degrees depending on the species
of archaebacteria although all the RNAs conform with the prokaryotic "rule"
of chain length between PuUso and Gss. The green plant chloroplast and wheat
mitochondrial 5S RNAs appear prokaryotic-1ike when comparing the number of
positions between universal nucleotides. Nucleotide positions common to
eukaryotic 5S RNAs have been mapped; in addition, nucleotide sequences, helix
lengths and looped-out residues specific to phyla are proposed. Several of
the common nucleotides found in the 5S RNAs of metazoan somatic tissue differ
in the 5S RNAs of oocytes. These changes may indicate an important
functional role of the 5S RNA during oocyte maturation.

INTRODUCTION

The nucleotide sequences of 5S ribosomal RNAs from a wide cross-section
of eukaryotic organisms representative of the metazoa (vertebrates and
arthropods), protozoa, plants, algae and fungi have been determined (1).
With the recent elucidation of several plant 5S RNA structures (2,3) and the
correction of an algal 5S RNA sequence (4), it is now apparent that
eukaryotic 55 RNAs have common nucleotides in particular regions of the
molecule. Furthermore, the prokaryotic (eubacteria), archaebacterial, and
organelle 5S RNAs share several of these positions; these we term universal
positions. These positions are distributed throughout the 5S molecule and
reveal a remarkable structural constancy in the compared 5S RNA sequences.
The number of nucleotide positions between several of the universal
nucleotides appears to be specific to either the prokaryotic or eukaryotic 5S
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RNAs and this property forms a major distinguishing feature between the 5S
RNAs of prokaryotes and eukaryotes. Organelle 5S RNAs share the prokaryotic
"rules" for chain lengths between universal positions whereas the
archaebacterial 55 RNAs have properties of both the prokaryotic and
eukaryotic 5S RNAs.

In this paper, we propose a generalized 5S RNA structure showing the
universal positions and discuss the phylogenetic and functional aspects of
this generalized structure. Regional structural features (group-specific
signatures) of the eukaryotic 5S RNAs that appear to have taxonomic
significance are also presented.

DEFINITION OF TERMS USED

Uninersal positions are those positions that are found in all classes of
55 RNAs, i.e., from prokaryotes, eukaryotes, archaebacteria, and organelles
even though they may not be present in all known sequences. Tnvariant
positions are those found in all compared 5S RNAs. Common positions are
those that are found in 90% or more of the eukaryotic 55 RNAs from somatic
cells of mature organisms. Universal and common positions have been mapped
using the base-paired regions of the generalized 5S RNA secondary structural
model as points of reference. Group-specific signatures are those regions of
the eukaryotic 55 RNA that have common structural properties among related
organisms.
GENERALIZED STRUCTURE OF THE 5S RIBOSOMAL RNA AND UNIVERSAL NUCLEQOTIDE
POSITIONS

Fig. 1 represents the generalized 55 RNA structure derived by
comparative analysis of over 60 sequences of 5S RNAs from eukaryotes,

7 Fig. 1. Generalized structure
1 ﬂg I 23Lf~\\_ I eyPrc, for the 5S ribosomal RNA. The
5 - M \ec / v numbering system corresponds to
oo ,1_1‘. ML /:_1;gl ! that of the E. coli 5S RNA.
Ges 80%n A7 oy U b o Nucleotide positions shown are
N |- i}\d“ universal positions. Positions

marked with asterisks designate
total invariance. The dots
represent constant

chain lengths between universal
positions found in most
compared 5S RNAs; however the
chain lengths between Pu]5 and
G,,and 644 and Py4 are “always
72gnd 2, respective{y. Pu
represents purine; Py
represents pyrimidine.
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prokaryotes, archaebacteria, and organelles (Table 1). The model is
representative of the E. coli 55 RNA sequence and is shown in a secondary
structural form containing five double-helical regions as proposed by
Studnika et al. (63) for prokaryotic 55 RNAs. Nishikawa and Takemura (29)
and Luehrsen and Fox (4) have proposed a similar model for 55 RNAs from
eukaryotes. This model essentially represents the Fox and Woese base-pairing
scheme originally derived by comparative sequence analysis of 55 RNAs (64)
but includes extensions of the base-paired regions. A1l compared 55 RNA

Table 1
Sources of Eukaryotic-5S RNAs Used for the Determination of Common Positions of 5S RNA

Metazoa (somatic tissue only) Green Plant and Algae

uman KB cell (5
Rat liver 6 Triticum vulgare (wheat embryos) iz)
Xenopus laevis 7 Spinacea oleracia (spinach) 3)
Xenopus borealis 7

uana iguana 8 Chorella pyrenoidosa (green alga) 4)
[i ula anat na 9 Scenedesmus quardricula (green alga) (4)

top Tmus viridescens (newt) (10

Misgurnus foss n Fungi

s
Terrapene carolina (turtle) 12 eurospora crassa 26
Salmo gfardneri (rainbow trout) 13 lsgeg“lus nidulans §27
Fmsogﬁlla welinogaster (invertebrate) 14

Mitochondria
Triticum vulgare (wheat embryo)

(40)

wori (Invertebrate) 15 Schizosaccharomyces pombe (28
Ic*r&as%@n magnoliae (aphid, orulopsis utilfs (29,30
nvertebra eTg 16 Saccha ces cerevisiae 31
Caenorhabditis elegans (nematode) 17 Pichia %nnaefacieuce 32
Phycomyces blakesleeanus 33
Oocyte and Embryonic Tissues
Yenopus Em“s {oocyte] i7 Prokaryotic Organisms
Xenopus Taevis ({oocyte) 7 aci1lus Tichenformis 45
Misgurnus fossilis (loach oocyte) n acillus stearothermophilus 46
rtemfa salina (shrimp cysts) 34 aciTlus subtilis 46
Gallus gallus (chick embryo) 35 acillus aterium 50
Lytechinus variegatus (sea urchin JaciTTus brevis 58
embryos) (36) [actobac{TTus virfdescens 47
Micrococcus lysodefkticus 56
Clostridium pasteurianum 49
Protozoa and Other Eukaryotic Protists Escherichia co 51
Acanthamoeba castellanﬁ {amoeba) 18 neckea harveyi 48
Tetrahymena the a (ciliate) 19 acter 52
Erifﬁiﬁl fasciculata (flagellate) 20 Salmonella typhimurium 55
ena gracilis (photosynthetic Serratia marcescens 55
agella (21) Pseudomonas fluorescens 61
Crypthecodinium cottnii (dine- roteus vulgaris 62
agella (22 Thermus 1lus 53
Dictyostel{um discoideum (s1ime mold) (23 Thermus aguat%cus 54
Physa Tyc Tum (s1ime mold) (24) coplasma capricolum 57
CEP_&oms relnhardii (photo-~ 'I‘nac tis nﬂﬁlans 59
syn%ﬁeﬂc flageltate) (25) AS %coccus Tvidus 60
rchaebacteria
m'—"'c,:T” . ﬁli}oEacfer!m cutirubrum 41
oroplast aTococcus morrhuae 42
L ; (duckweed) . Sulfolobus acidocaldarius :2
emna minor (duckwee: 3 Thermoplasma ac!ﬁﬂ!m
Nicotiana tabacum (tobacco gas}
Spinacia oleracea (spinach 39
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sequences fit the generalized 5S RNA structural model.

This model is supported by S1 and cobra venom nuclease cleavage sites on
eukaryotic 5S RNAs (65,66). Chemical modification of eukaryotic 55 RNAs with
kethoxal (67) and psoralen derivatives (68) as well as modification studies
with the E. coli 55 RNA (69-75) provide data which are generally consistent
with the consensus model. Furthermore, intergenomic comparations of 5S gene
structures in Neurospora crassa (26) indicate that the putative helical
structures are conserved.

Using the generalized secondary structural model, total free energies
(4G°) (76) have been calculated for the 55 RNAs from representative organisms
(Table 2). The AG® values for three representative E. coli tRNAs are also
shown. The range of AG°® values indicates that the generalized secondary
structural model is stable for 55 RNAs from a wide range of organisms.

There are 23 universal positions that have been identified; these are
distributed throughout the molecule (Fig. 1). Seventeen of these positions
are in single-stranded regions and include all of the universal adenine
residues. Positions that we find totally invariant in all compared 5S RNA
sequences (excluding those from oocyte and embryonic RNAs) are shown with an
asterisk. There is also a total invariance in chain length in two regions of
the molecule, i.e., there are always seven positions between the universal
positions Pu]5 and 623 and two positions between 644 and Py47. The 23
universal positions were derived by a comparison of the common eukaryotic
positions found in the 5S RNAs of prokaryotes, archaebacteria, and organelles
(Figs. 2 and 3).

GENERALIZED STRUCTURE OF EUKARYOTIC 5S RNA

Representative structures of eukaryotic 5S ribosomal RNAs are shown in
Fig. 4. The positions that are common in the known eukaryotic 55 RNA
sequences are indicated in Fig. 2. (In the discussion of the eukaryotic 5S
RNAs, all positions referred to are those shown in Figure 2.) These
positions were deduced from a comparison of the 5S RNAs from the eukaryotic
organisms listed in Table 1 and are representative of those in 90% or more of
the eukaryotic 5S RNAs whose sequences were compared. The 55 RNAs that were
compared were those from somatic tissues of mature eukaryotic organisms or
the major 5S RNA species transcribed in the lower eukaryotes.

In the eukaryotic 5S RNA structure (Fig. 2), the 5' ends are purines
while the 3' ends are pyrimidines. More than half of the common positions
_are purines. All of the conserved adenine residues are in single-stranded
positions. Conserved G-C bonds are localized at the ends of several helices
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Table 2

Total Free Energies of Representative 5S RNAs

Source of ~ Number of A-U and Percentage
5S RNA AGe* G-C base pairs of G°C
E. coli -52.65 30 80%
L. viridescens -23.50 27 59%
S. lividus -41.70 29 69%
Spinach chloroplast -40.40 29 59%
Spinach cytoplasmic -50.80 31 7%
Eugiena gracilis -50.70 36 61%
Phycomyces blakesleeanus -33.75 33 52%
Torulopsis utilis -22.30 33 58%
Bombyx mori -53.60 33 67%
Human KB cell -58.10 31 81%
Sulfolobus acidocaldarius -98.45 39 74%
Number of A-U and  Percentage
E. coli tRNAs 4G° G+C base pairs of G-C
Serine 1 -25.95 23 70%
Alanine 1A -33.80 18 89%
Glycine 1 -34.80 20 75%

The range of AG® for the 5S RNAs can be attributed to the total number
of base pairs, the percent of G-C base pairing and the positioning of

G-C base pairs relative to the 5' end of the molecule and to adjacent

base pairs (76). AG° values also include G-U base pairs.

and flanking the looped-out region of helix III. The number of base residues
between common nucleotide positions is constant (Fig. 2).
SOME EXCEPTIONS TO THE GENERALIZED STRUCTURE OF EUKARYOTIC 5S RNAs

Some eukaryotic 5S RNAs deviate from the generalized structure presented
in Fig. 2. Some differences may constitute sequencing problems; however, in
the structures we considered, we have assumed that this is not the case.

An insertion of one nucleotide between GGG (equivalent to universal 669)
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Fig. 2. Generalized eukaryo-
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A Human KB cell B Spinacia oleracia (spinach)
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Fig. 4. Representative eukaryotic 5S RNA sequences drawn in the generalized
secondary structural model.

and the sequence A74GUA is present in several yeast 55 RNAs (Torulopsis,
Saccharomyces and Pichia) (29-32) and appears to be in the single-stranded
region between helix IV and A74GUA. This is the only known example of
divergence from a uniform chain length between positions 666 and A
eukaryotic 5S RNAs.

Euglena 5S RNA (21) has an A substitution at position 33 in place of the
common U. A contiguous helix of five base pairs can be formed in helix II1
and a resultant 10 membered single-stranded loop bounded by helix III.

Lingula 55 RNA (9) terminates at the 3' end with an adenine residue as
opposed to the common pyrimidine.

The sequences of two species of 5S RNA from Chlamydomonas have been
determined (25). Species I (the major species) has the sequence CAAA in
place of the common c]OAUA and GCCC in place of the common A22AXPuC. Species
II has a U in place of CIO‘

The 55 RNA from the dinoflagellate, Crypthecodinium cohnii (22) diverges

74 of
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from the generalized structure in two regions of the molecule: the 3' side
of helix IV has an insertion of three nucleotides and the common eukaryotic
position Pu37 is U.

Mispairing in helical regions are found in 55 RNAs of Crithidia (20)
(helix II), Phycomyces (33) (helix II), Chlamydomonas (25) (helices I and 1I)
and Lingula (9) (helix I).

The probability of seeing a change in the common positions or the
regional lengths of the eukaryotic 5S RNA shown in Fig. 2 is low since a
constancy in structure prevails throughout a wide range of organisms. Thus,
observed deviations from the common structure in both sequence and chain
length as described above is useful in taxonomic classification.
5S RNA REGIONAL HOMOLOGIES FOR RELATED EUKARYOTES

A comparison of eukaryotic 5S RNAs within kingdoms, phyla and divisions
reveals nucleotide sequences, secondary structural features and looped-out
residues that appear to be common to the 5S RNAs of related organisms. The
phylogenetic consistency of these structures strengthens the proposal of the
generalized model for the 5S RNA. Regional homologies in eukaryotic 55 RNAs
are discussed using the parameters of this generalized structure.

GROUP-SPECIFIC SIGNATURES

The helices shown in Fig. 2 exhibit group-specific specificities (with
the exception of helix I). Helix II of most eukaryotic 55 RNAs has a length
of eight base-pairs and a looped-out residue at position 63 (Fig. 5). The
exception is the structure of plant 5S RNAs where helix II has seven
base-pairs; a uracil substitution at position 21 negates the formation of the
eighth base pair. The two base-pairs to the left of the looped-out position
of helix II as shown in Fig. 5 are consistent within related groups of
organisms. Whereas metazoan and plant 5S RNAs have P base-pairs, the

protozoan 5S RNAs have g gz pairing. The fungal 5S RNAs vary in sequence in

this region. The characteristic looped-out position of helix II is C in
metazoan and most protozoan 5S RNAs while it is U for the RNAs of plants and
algae. The looped-out position of the higher fungal 55 RNAs in helix II is a
purine.

Helix III reveals several uniform features in base-pairing and
looped-out residues in metazoan, plant and protozoan 55 RNAs (Fig. 6). The
two looped-out residues at positions 49 and 50 are flanked by G+C pairs on
both sides. The twelve membered loop bounded by helix III is generally
closed by A-U base-pairing. No phylogenetic group-specific pattern is
evident in the structure of helix III; however, A49 found in metazoan and
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PHYLUM
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Fig. 5. Group-specific signatures for
helix II. X denotes a variable position.

protozoan 55 RNAs is C in several plant 5S RNAs. The structure for helix III
of the higher fungal 5S RNAs is variable due to an insertion around position

49 in some fungal 5S RNAs.
in this group.

This reflects the large divergence of organisms

The twelve-membered loop bounded by helix III has nucleotide positions
specific to phyla (Fig. 7).
fungal 5S RNAs, A in RNAs of the plants and algae and it is either G or A in

PHYLUM HELIX T STRUCTURE
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HIGHER FUNGI AU G[C G/C Pu X AL
u/a Cﬂ.{ ICB :Py X u/a
XX(X) X

The purine at position 37 is G in metazoan and

Fig. 6.
helix III.

Group-specific signatures for
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PHYLUM SEQUENCE Fig. 7. Consensus nucleotide sequences of
u the twelve membered loop bounded by helix
veiCe 111
A‘U [V} .

C
u/A
CUAGPY”

METAZOA

PROTOZOA ) Py

GREEN PLANTS A v
AND ALGAE v c

v
HIGHER FUNGI . c

the protozoa. The protozoa also exhibit heterogeneity at positions 40 and
43,

The number of base-pairs in helix IV varies (Table 3). At the two
extremes of helix length, helix IV of the metazoan 5S RNAs has six base pairs
while that of plant and algae RNAs have four. In helix V, secondary
structures with looped-out residues that are common in 5S RNAs of related
organisms can be formed (Fig. 8). In this helical region, all protozoan and
fungal 55 RNAs have a looped-out guanine residue four positions from the
common position U79 (equivalent to universal position 080)‘ Although
extensive nucleotide substitutions in this region are prevalent in the fungal
and protozoan 55 RNAs, a uniform secondary structural scheme prevails. Due
to a pyrimidine substitution at position 93, the plant 55 RNAs form a
different helix which involves a uracil residue looped-out at the fifth
position from U79. The algal 55 RNA was drawn to conform to the plant model
for helix V. In the model shown for the metazoan 5S RNAs, a looped-out
adenine residue can be formed at four positions from U79. This helical model
also includes a U-U mispairing. An alternate structure for helix V of
metazoan 55 RNAs can also be formed (Fig. 8). The stabilities of both the
generalized and alternate structures are approximately the same. We favor
the generalized structure for metazoan 5S RNAs since it corresponds with the
base-pairing in the other eukaryotic structures for helix V.
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Fig. 8. Generalized helix V structures.
IMPORTANCE IN TAXONOMIC CLASSIFICATION OF GROUP-SPECIFIC SIGNATURES

In addition to overall homology based on sequence comparisons
group-specific signatures of 55 RNAs can be used as a parameter to determine
or to "fine tune" taxonomic relationships. This is especially useful when
the overall homology may by chance indicate a high homology between two
unrelated organisms. For example, Euglena gracilis 5S RNA has 73% and 74%
sequence homology to Crithidia fasiculata (a trypanosomatid protozoan) and

Table 3
Lengths of Helix IV in Eukaryotic 5S RNAs
Metazoa 6
Protozoa 4-5

Green Plants and
Algae 4

Higher Fungi
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human KB cell 55 RNAs, respectively (21). However, both the Euglena and
Crithidia 55 RNAs have the sequence G4]AUU as well as the protozoan-specific
looped-out positions in helices II and V. The human KB cell 5S RNA differs
from the RNA of Euglena with respect to these group-specific signatures.

The Euglena 55 RNA is unusual in having a 10 membered single-stranded
Toop bounded by helix III which the RNA of Crithidia does not have. This
unique feature may offer the possibility of fine tuning the classification of
Euglena and finding a closer relative than Crithidia.

In addition to the Euglena 5S RNA, the 5S RNA from another
photosynthetic protist, Chlamydomonas reinhardii (25) has the characteristic
protozoan structure of helix V. On the other hand, the 5S RNAs of Chlorella
pyrenoidosa, a single-cell algal organism, and Scenedesmus quadricula (4) a
planktonic colony former, have a structure for helix V characteristic of the
green plants.

Chlamydomonas reinhardii 5S RNAs have several unusual structural
features (25). The deviation from the common eukaryotic sequences in several
regions exhibited by those 5S RNAs offers the potential for finding close
relatives to this organism among the flagellated protozoa.

Based on comparisons of overall homologies of 5S RNAs, the slime mold
Physarum polycephalum 55 RNA has been considered to be more closely related
to protozoa and animals than to the fungi (24). Physarum 5S RNA has the
characteristic structure of most protozoan 55 RNAs in helix II (i.e., the
looped-out residue 63 and the first two base-pairs of the helix).

Several yeast 5S RNAs (namely from Torulopsis, Saccharomyces and Pichia)
(29-32) have a G insertion between positions 73 and 74. This is the only
known divergence in chain length in this region of the eukaryotic 5S RNA.
The 5S RNA from another yeast, Schizosaccharomyces pombe does not have this
insertion (28). This divergence suggests that Torulopsis, Saccharomyces and
Pichia should be grouped together and placed on a separate branch from
Schizosaccharomyces on the yeast phylogenetic tree.

No 55 RNA sequences are available from the red or brown algae. This
would be an interesting group of organisms to analyze by 5S RNA phylogeny.
The red algae (Rhodophyta) are of special interest in view of a proposed
phylogenetic linkage between these organisms and the Ascomycetes (higher
fungi) (77).

CHANGES IN COMMON POSITIONS IN 5S RNAs OF OOCYTES, EMBRYONIC TISSUES AND
MULTIPLE 5S RNAs FROM AN ORGANISM
The generalized eukaryotic 5S RNA structure (Fig. 2) shows the common
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nucleotides derived by a comparison of sequences only from the major species
of 55 RNAs of somatic tissues from mature eukaryotic organisms. 5S RNAs of
oocytes differ from those of somatic tissues in several positions. In
addition, minor species of 55 RNAs differ in sequence from the major species
in several of the lower eukaryotes. Some of these nucleotide changes are
concentrated in common positions. For example, at position 12 the somatic 5S
RNAs from both Xenopus borealis (7) and Misqurnus fossilis (loach) (11) have
the common uracil residue. The oocyte 5S RNAs from these two organisms have
a cytosine at that position. In comparing the two 5S ribosomal genes and the
gene products from Neurospora crassa (26), a substitution (U=C) at position
12 was found in the minor species. The two species of Chlamydomonas
reinhardii (25) 55 RNA differ both in positions 10 and 12. In this case, the
minor species has the common U at position 12 whereas the major 5S RNA
species is unusual in having an A residue at this position.

The sequence of the 5S RNA from chick embryo fibroblast cells has been
determined (35), although the sequence of the RNA from mature organisms has
not. The 55 RNA from chick embryo fibroblast cells differs in the common
eukaryotic positions A]3(A+C) and A22A23(A22»G, A23»U).

There is a common adenine residue at position 55 in the somatic 55 RNA
from Xenopus borealis, but the oocyte 55 RNA has a uracil at that position
(Fig. 9). The somatic and oocyte 55 RNAs also differ at the common position
53 in Xenopus and Misgurnus. The sequence of the 55 RNA from shrimp cysts
(dormant eggs of Artemia saliva) (34) has a cytosine at position 55 instead
of the common adenine. (The sequence of the 5S RNA from the mature organism
has not been reported).

Although not a common position, the looped-out residue at position 63 of
helix II changes in Misgurnus 5S RNA from somatic and oocyte cells (C+V).

The 55 RNA from embryos of sea urchins (which are in a cleavage state during
embryonic development) deviates from the phylogenetically consistent cytosine
residue of the metazoan 55 RNAs by having an adenine residue in the
looped-out position 63 of helix II. Other differences between oocyte and
somatic 55 RNAs involve mispairing in helix II. Changes in positions such as
U79 are found in Xenopus oocyte 5S RNAs. U79 is of particular interest since
it is also a universal position.

Since the universal and/or common positions are those that are stable in
a wide range of eukaryotic organisms, base substitutions found in some of
these positions in oocyte 5S RNAs (or 5S genes) suggest an important
functional significance. It has been noted that Xenopus oocyte 5S RNA genes
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Fig. 9. Somatic and oocyte 5S RNAs.

which have substitutions in the intragenic transcriptional control region at
positions 53, 55 (a universal position) and 62 compete only one-fourth as
well as somatic 5S genes in an in vitro transcriptional system (80). A
summary of changes in common positions of eukaryotic 5S RNAs found in 5S RNAs
of oocytes or embryonic tissues is shown in Table 4.
PROKARYOTIC 5S RNAs
The prokaryotic 55 RNAs have primary and secondary structural features
close to those of the eukaryotic 55 RNAs (Fig. 3A). Common eukaryotic
positions can be found in prokaryotic 5S RNAs as shown in Figure 3A. The
alignment of these residues was determined from the location of the putative
positions relative to the helical regions (e.g. 669 is the first residue on
the 3' side adjacent to helix II). As in the determination of the eukaryotic
common positions, these positions were noted if they could be found in 90% or
more of the prokaryotic 5S RNAs that were compared.
Three regions of the 5S RNA reveal a demarkation between the prokaryotic
and eukaryotic molecules that involve differences in chain lengths:
1. A1l prokaryotic 5S RNAs have three positions
between the universal nucleotides U40 and 644 and
all eukaryotic 5S RNAs have two. Thus, the
generalized structure of the 55 RNA of prokaryotes
has a thirteen membered loop bounded by helix III
while the structure for the 55 RNA of eukaryotes
has twelve.
2. Prokaryotic 5S RNAs have six positions between the
universal positions 669 and Pu7GUA and most
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Table 4
Nucleotide Changes in Common Eukaryotic or Conserved Metazoan Positions foumd in 55 RNAs

of Oocytes or Embryonic Tissues

source of 55 RNA loach loach X. X. X. X. sea® shrimp® ! chick®
somatic | oocyte |laevis | laevis |borealisiborealis| urchin cysts : embryo
expect |position samatic| oocyte | somatic{ oocyte | embryo
u 12* ] c u [+
A 13* c
A 16+ A c
Py 17+ c A
A 22 G
A 23 [V}
c 26* [ A u u
onserved
b.p. 30 c u
with 47
G Nt A
Py a0* c u A
c 46% u
conserved
b.p. 47 G A
with
Py 53* u c c (] c G
A 55* A u A u [+
G 56* G A A
u 62 ] C
c 63* [+ ] A
u 79* ] c u c
G 93t u

* Common Eukaryotic positions in somatic 5S RNAs
+ Conserved positions in Metazoan somatic 5S RNAs
° 5S RNA from mature organism has not been sequenced
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eukaryotic 5S RNAs have eight. (Some yeast 5S RNAs
have nine.)

3. Between the universal positions U80 and the last
nucleotide on the 5' side of helix V (see Fig. 3A)
prokaryotic 5S RNAs have a chain length of five (or
less) whereas the eukaryotic 55 RNAs uniformly have
six positions. In addition, between the universal
positions U80 and 696 prokaryotic 5S RNAs have
sixteen (or less) residues and the eukaryotic 5S
RNAs have seventeen.

Other major differences between prokaryotic and eukaryotic 5S RNAs

include:

1. The relative length of helix IV and

2. The lack of a uniform length and sequence in the
single-stranded regions analogous to the eukaryotic

sequences C]OAUA and G87XGA. On the other hand,
the prokaryotes have the conserved sequence

PyCG44AAC in their 5S RNAs, a sequence that is
variable in eukaryotic RNAs. A summary of
differences between prokaryotic and eukaryotic 5S
RNAs is shown in Table 5.

PROKARYOTIC NATURE OF ORGANELLE 5S RIBOSOMAL RNAs
Chloroplast 5S RNA
Known nucleotide sequences of chloroplast 5S RNAs from the green plants
appear to be nearly identical (37-39). The chloroplast 5S RNAs have
structural properties common to the prokaryotic 5S RNAs and different from
those of the eukaryotes (Fig. 3C). The chloroplast 5S RNAs have the
following prokaryotic features:
1. Three nucleotide positions between the universal
positions U40 and G44.
2. Six positions between residues 669 and Pu76UA.
3. Five positions between the universal U80 and the
last nucleotide on the 5' side of helix V.
4, The sequence PyCG44AAC.
In addition, long stretches of nucleotide sequences are homologous to the 5S
RNA of the cyanobacterium Anacystis nidulans (37, 59). However, there
appears to be a striking homology between the 5S RNAs of the plant
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Table 5
Major Differences Between Prokaryotic and Eukaryotic

5S RNAs

Prokaryotic 5S RNA Eukaryotic 5S RNA
Chain Length Between
Universal Positions
U40 and G44 3 2
669 and Pu76 UA 6 8 (9)
G-U80 base pair <16 17
Nucleotide Sequence
First Single-Stranded Variable in Length C]O AUA
region near 5' side and Sequence
Sequence surrounding PyCG, ,AAC PyXG,~XXP
universal G a4 Y040y

44

Sequences in loop between PuPu,gUA AGUA, ¢
helices IV and V

GXPuPuPu]00 GG/CGA]OOA
Length of Helix IV 2 4-6
Looped-out Position absent present
in Helix V

chloroplasts and that of the cyanobacterium Synechococcus 1ividus (60).
Unique structural features of the green plant chloroplast 55 RNAs are a
deletion between positions 34 and Pu39 (E. coli numbering system) and base
substitutions at positions 31, 52 and 53 which result in an extended helix
beyond four contiguous base pairs in helix III proximal to the hairpin loop
bounded by the helix. These properties of helix III and the single-stranded
Toop bounded by it are not found in prokaryotic, eukaryotic, archaebacterial
or mitochondrial 5S RNAs with the exception of the 5S RNA of the
cyanobacterium Synechococcus 1ividus.

The green plant chloroplast 5S RNAs do not have eukaryotic features such
as the sequence CIOAUA, a looped-out residue in helix V and the
single-stranded sequences A74GUA and GA100A (Fig. 3C).

Mitochondrial 5S RNA

The complete nucleotide sequence of the wheat mitochondrial 5S RNA has

been determined and a secondary structural model has been proposed for this
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RNA (40). This model conforms with the generalized structure presented in
Fig. 1. Although the wheat mitochondrial 55 RNA has several unique
structural features, it has most of the properties of prokaryotic 5S RNAs
(Fig. 3D):

1. Three positions between the universal positions U40

and 644
2. Six positions between the universal 669 and
PuUA78

3. The conserved prokaryotic sequence PyCG44AAC.
Helix V of the mitochondrial 5S RNA is truncated [as is helix V of the
Mycoplasma capricolum 5S RNA (57)]. Common features of eukaryotic 5S RNAs
such as the sequences C]OAUA, A74GUA, and GAIOOA are not present. However,
this 55 RNA does have four base-pairs in helix IV in the model proposed by
Spencer et al (40).

Archaebacterial 5S RNAs

The archaebacteria occupy a unique phylogenetic nitch (78). Several
archaebacterial 55 RNA sequences have been determined (41-44). These 5S RNAs
generally have lengths between universal positions that are eukaryotic-like
with the exception of the chain length between U40 and 644 which is
prokaryotic-1ike. A schematic of the archaebacterial 55 RNA is shown in
Figure 3B high-1ighting the common eukaryotic positions found in these RNAs.

Sulfolobus acidocaldarium 5S RNA has ten contiguous base-pairs in helix
IV and 1ike the Thermoplasma acidophilum 5S RNA has no looped-out position in
helix II. In Sulfolobus 55 RNA a contiguous helix comprising helices IV and
V with only one mismatched base-pair has been proposed by Stahl et al (43).
Sulfolobus 5S RNA has an anomolous structure in the region between helices IV
and V in that it does not have the universal positions AU78 or P"]OO'

SUMMARY OF UNIVERSAL PROPERTIES OF THE 5S RNA
The universal 55 ribosomal RNA structure (Fig. 1) reveals the following
common properties:
1. Universal nucleotide positions (23 positions) are
found throughout the molecule.
2. No insertions or deletions between the universal
positions Pu]5-G23 and 644-Py47 are found in any
compared sequences of 5S RNAs.
3. A consensus secondary structure having five double
helical regions can be formed for all 5S RNAs.
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4. A1l conserved adenine residues are in

single-stranded regions in the generalized
secondary structural model.

Possible functions of universal positions may involve the participation
in multiple processes such as transcriptional control, 5S processing and/or
translation. Such multiple involvement would provide a strong selective
pressure against a molecule bearing mutations in these positions that would
still be functional.

Oocyte 5S RNAs have base substitutions in several common eukaryotic
positions (Fig. 9); some of these positions may play a role in
transcriptional control. A control region near the center of the 5S genes of
Xenopus oocytes (positions 50-83) has been identified for accurate initiation
of 55 RNA synthesis (79,80). This control region has nucleotide
substitutions in several of the common eukaryotic positions. In addition,
the oocyte 5S RNA can also inhibit its own synthesis in an in vitro system,
presumably by binding to a transcription factor (81).

The prevalence of conserved adenine residues in single-stranded regions
of the 5S RNA may be associated with protein contact points. Although it is
not a universal position, the looped-out adenine residue of helix II of the
E. coli 55 RNA has been suggested as a recognition site for the binding of
ribosomal protein L18 (82). In addition to the conservation of chain length
between certain universal positions, the location of phylogenetically
conserved looped-out positions in helices and a conserved secondary structure
may be essential for protein interaction.
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