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To explore the structure and function of a small regulatory RNA, we examined the virus-associated (VA)
RNA species of all 47 known human adenovirus serotypes and of one simian virus, SA7. The VA RNA gene
regions of 43 human adenoviruses were amplified and sequenced, and the structures of 10 representative VA
RNAs were probed by nuclease sensitivity analysis. Most human viruses have two VA RNA species, VA RNAI
and VA RNAII, but nine viruses (19%) have a single VA RNA gene. Sequence alignments classified the RNAs
into eight families, corresponding broadly to the known virus groups, and three superfamilies. One superfamily
contains the single VA RNAs of groups A and F and the VA RNAI species of group C; the second contains the
VA RNAI species of groups B1, D, and E and the unclassified viruses (adenovirus types 42 to 47), as well as
the single VA RNAs of group B2; and the third contains all VA RNAII species. Fourteen regions of homology
occur throughout the molecule. The longest of these correspond to transcription signals; most of the others
participate in RNA secondary structure. The previously identified tetranucleotide pair, GGGU:ACCC, is nearly
invariant, diverging slightly (to GGGU:ACCU) only in the two group F viruses and forming a stem in the
central domain that is critical for VA RNA structure and function. Secondary structure models which accom-
modate the nuclease sensitivity data and sequence variations within each family were generated. The major
structural features—the terminal stem, apical stem-loop, and central domain—are conserved in all VA RNAs,
but differences exist in the apical stem and central domains, especially of the VA RNAII species. Sequence
analysis suggests that an ancestral VA RNA gene underwent duplication during the evolution of viruses
containing two VA RNA genes. Although the VA RNAII gene seems to have been lost or inactivated by secondary
deletion events in some viruses, the high degree of homology among the VA RNAII species implies that this
RNA may play an undiscovered role in virus survival. We speculate that the VA RNA genes originated from
cellular sequences containing multiple tRNA genes.

Virus-associated (VA) RNA is the name given to a class of
abundant, low-molecular-weight, regulatory RNA species found
in the cytoplasm of adenovirus-infected cells (57). The synthe-
sis, structure, and function of VA RNA have attracted consid-
erable attention (for a review, see reference 47). In the mam-
malian adenoviruses studied, there are either one or two genes
for VA RNA, known as VA RNAI and VA RNAII when two
species are present. The genes are located near map unit 30 in
the viral genome (Fig. 1A) and are transcribed by RNA poly-
merase III. Those RNAs that have been examined are highly
structured (39). Some of the VA RNA species contribute to
infectivity, but others do not seem to function effectively in this
way (39, 73). An examination of the similarities and differences
among a family of related genes can illuminate their structural
and functional features, as well as their evolutionary origins
and interrelationships. To these ends, we have compared the
sequences of the VA RNA genes of the human adenoviruses.
Most work to date has concentrated on the prototypical VA

RNAs of adenovirus type 2 (Ad2) and the closely related
serotype Ad5. Studies with mutant viruses showed that inacti-
vation of the VA RNAI gene caused a 10- to 20-fold decrease
in viral growth and that deletions in both VA RNA genes
caused a 60-fold decrease, although elimination of VA RNAII

alone gave no detectable phenotype (7, 34, 73). Further inves-
tigation demonstrated that Ad2 VA RNAI stimulates protein
synthesis in the infected cell (54, 58, 63, 66) and serves to
antagonize the interferon-induced cellular antiviral defense
system (34, 43, 44, 54, 62). It can also stimulate the expression
of transfected genes (32, 69, 70) and may contribute to the
selective translation of viral mRNAs relative to host messages
late in infection (31, 53). All of these actions appear to be
mediated by the protein kinase PKR, the double-stranded
RNA (dsRNA)-activated inhibitor of translation (also called
DAI, P1, p68, and PKds). Activation of PKR is accompanied
by, and possibly caused by, its autophosphorylation. Once ac-
tivated, PKR phosphorylates initiation factor eIF2, leading to
the inhibition of protein synthesis. VA RNAI binds to PKR
and competes with the dsRNA activator, apparently produced
by symmetrical transcription of the viral genome (41), there-
fore preventing PKR from being activated (34, 35, 47).
Three structural features of Ad2 VA RNAI, the apical stem-

loop, central domain, and terminal stem (Fig. 1C), were iden-
tified by nuclease sensitivity analysis and related methods for
probing RNA secondary structure (18, 49). Mutagenesis
showed that the central domain and the adjacent part of the
apical stem-loop are required for VA RNAI to bind PKR and
inhibit its activation (11, 18, 24, 25, 48–50, 55, 56). These
conclusions have been refined and extended by protection
studies (9, 10) and examination of the RNA-binding site of
PKR (27, 60). The functional requirement at the base of the
apical stem can be satisfied by a short base-paired duplex
without apparent sequence specificity (11, 50). The structure of
the central domain is complex, and recent work has led to a
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revision of the model in this region (10, 39, 55), with the
suggestion that tertiary interactions in the central domain may
be required for VA RNAI function (40).
The compactness of the VA RNA structure imposes limita-

tions on the mutagenic approach: instead of restricted local
changes, many mutations cause wide-ranging structural alter-
ations in the RNA that are difficult to interpret (48). As an
alternative approach, we have used comparative sequence
analysis to identify common features and deduce structural
information (39). The underlying idea is that the VA RNA
species carried by different adenoviruses all probably contrib-
ute to viral growth, so nucleotide positions that are unimpor-
tant for function should accommodate more variations than
others that play an important role. Human adenoviruses have
been classified into six groups or subgenera, A to F (20, 64, 74).
An initial study of VA RNAs from Ad12, Ad7, and Ad2 (rep-
resenting human adenovirus groups A, B, and C), as well as
from SA7 and CELO (simian and avian adenoviruses, respec-
tively), suggested that the overall structural plan of the mole-
cule retains the three chief features characterizing the Ad2 VA
RNAI model (39). In addition, a pair of mutually complemen-
tary tetranucleotides, GGGU and ACCC, was found in all of
the mammalian VA RNAs, predicting the existence of a hith-
erto unsuspected short stem in the center of the molecule. The
GC-rich apical stem contained a second pair of conserved

tetranucleotides, CCGG:(C/U)CGG. Despite these structural
similarities, the seven VA RNAs displayed wide variations
in the ability to inhibit PKR: Ad7 VA RNAI was at least as
active as Ad2 VA RNAI, but their VA RNAII counterparts
and CELO VA RNA were essentially inactive; the single VA
RNAs of Ad12 and SA7 exhibited intermediate levels of func-
tion. Thus, the relationship between VA RNA structure and
function is not obvious. Furthermore, these RNAs appeared to
be so divergent over most of their length that sequence com-
parisons among them revealed little information. Within group
C, on the other hand, the sequences are so similar that it was
not possible to discern compensating base changes which
might confirm suspected pairing schemes (46).
Assuming that common sequences and structures might be

discernible from a larger datum set, we have extended the
phylogenetic analysis to include all of the human adenovirus
VA RNAs. We collected published DNA sequences for the
VA RNA region of six viruses (Ad2, Ad5, Ad7, Ad12, Ad40,
and SA7) and amplified this region from all the other human
adenoviruses by PCR. The sequences thus obtained were an-
alyzed, and the secondary structures of representative VA
RNA species were probed by the nuclease sensitivity tech-
nique. The previously discovered tetranucleotide pairs proved
to be conserved not only in sequence but also in the structural
elements that they form. Furthermore, several additional con-

FIG. 1. Organization of the VA RNA region. (A) Diagram of the gene organization in adenoviruses containing two (top) or one (bottom) VA RNA gene. The VA
RNAs and flanking protein coding regions (pTP and 52,55K) are highlighted with solid and open arrows, respectively. Primers for PCR and sequencing and internal
primers for sequencing are marked with thick and thin arrows, respectively. (B) Nucleotide sequences of the primers. The five viral fragments (from GenBank) used
to design the PCR primers (pTP and 52,55K) are shown as sequence alignments above the sequences of the PCR primers. Nucleotides that are not conserved are
highlighted. (C) Ad2 VA RNAI model. The three structural elements, the apical stem-loop, central domain, and terminal stem, are marked on the secondary structure
model of Clarke et al. (11). Individual stems and loops discussed in the text are labeled. Stem 4 is composed of the conserved tetranucleotides ACCC and GGGU, shown
shaded and boxed.
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served sequences were uncovered. Secondary structure models
were deduced by combining structural data with sequence in-
formation (including compensating changes, neutral substitu-
tions, and base conservation). All of the VA RNAs have struc-
tures that are broadly similar to that proposed for Ad2 VA
RNAI, but functionally significant differences were evident,
especially in VA RNAII. Despite evidence that this species is
dispensable, its sequences were among the most highly con-
served, suggestive of a separate and unique function. The se-
quence comparisons also led to inferences concerning tran-
scription signals as well as the evolutionary relationships and
origins of the VA RNAs. Surprisingly, the greatest sequence
variability was found in functional parts of the VA RNA mol-
ecule, the apical stem-loop and central domain, suggesting that
VA RNAs from different groups may have incorporated se-
quences of different origins to mold similar structures.

MATERIALS AND METHODS

Adenovirus DNA. All of the human adenoviruses, Ad1 to Ad47, except Ad2,
Ad5, Ad7, Ad12, and Ad40, were obtained from the American Type Culture
Collection (Table 1). Ad10 and Ad14 were shipped in a dried state and were
dissolved in 1 ml of Dulbecco’s modified Eagle medium without serum. Ad7,
Ad16, and Ad21 were also provided by C. Tibbetts (Vanderbilt University). To
isolate virion DNA, 200 ml of virus suspension was incubated for 30 min at 378C
with 1 mg of proteinase K per ml in the presence of 0.5% sodium dodecyl sulfate
to digest viral proteins. The samples were then adjusted to 0.1 M NaCl and
extracted several times with phenol and with chloroform-isoamyl alcohol (24:1).
DNA was precipitated with ethanol and dissolved in 50 ml of 10 mM Tris-HCl–1
mM EDTA buffer, pH 7.6 (TE).
PCRs. The VA RNA gene region was amplified by using two degenerate

primers, pTP and 52,55K, designed to hybridize to conserved flanking sequences
(Fig. 1A and B). In each 50-ml PCR, 2 ml of the viral DNA sample (about 20 pg)
was incubated with 0.2 mM both primers, 0.2 mM all four deoxynucleoside
triphosphates, and 1 U of Taq polymerase (Perkin-Elmer) in the presence of 10
mM Tris-HCl (pH 8.3), 1.5 mM MgCl2, 50 mM KCl, and 100 mg of gelatin per
ml. In a Hybrid OmniGene thermal cycler, the mixture was first heated at 948C
for 30 s and then incubated for 30 cycles at three temperatures (948C for 30 s,
608C for 1 min, and 728C for 30 s). After a final incubation at 728C for 10 min,
EDTA was added to a concentration of 10 mM. Positive controls included DNA
from Ad2 and Ad7 purified by CsCl banding. Water was used for negative
controls.
DNA sequencing. The amplified DNA fragments were purified by electro-

phoresis through 1.5 or 2% NuSieve (FMC BioProducts) agarose gels in 50 mM
Tris-acetate buffer (pH 8.0) containing 0.5% ethidium bromide. Gel slices con-
taining the desired bands were excised under UV light and melted at 688C for 5
min in 400 ml of TE. DNA was extracted twice with phenol and then once with
chloroform-isoamyl alcohol mixture (24:1), precipitated, and dissolved in 60 ml of
TE. Sequence analysis was performed with 18 to 27 ml of DNA sample for each
set of four reactions with either the regular or the deaza Taq-Track kit (Pro-
mega) as instructed by the manufacturer. The reaction mixtures were heated at
808C for 2 min before loading on a 8% polyacrylamide–8 M urea sequencing gel
made with a 0.4-mm or a wedged (GIBCO BRL) spacer. Each sample was run
for two or three different times. All of the PCR fragments have a GC-rich region
which causes compressions in the sequencing gels, as well as runs of A or T
residues which cause band shifts that generate multiple bands for the subsequent
nucleotides. Therefore, we synthesized additional internal primers (mp1 to mp6
[Fig. 1]) to bypass difficult points and improve resolution. Sequences were read
from both strands to confirm assignments and resolve uncertainties. The se-
quences have been deposited in GenBank (accession numbers listed in Table 1)
and concur with those reported previously (33, 39) apart from scattered differ-
ences in Ad3, Ad4, Ad8, Ad19, Ad37, and Ad41. In Ad41, the differences are all
outside the transcribed sequence. Discrepancies are unlikely to be due to PCR
artifacts since sequences were read from DNA directly amplified from a pool of
viral DNA equivalent to about 105 molecules.
Sequence analysis. Stretches of overlapping and complementary strand se-

quence from each viral DNA fragment were assembled into a coherent sequence
by using the SEQ program (IntelliGenetics suite). The nucleotide sequences of
the DNA fragments were analyzed with the aid of several computer programs to
extract information on the organization of the region as a whole (Fig. 2) and to
study the evolution of VA RNA (Fig. 4) using TreeAlign (29, 30) with a default
gap penalty of 8 and length penalty of 3. Individual VA RNA genes (Fig. 3) were
also examined by using PILEUP, from the Genetics Computer Group (GCG)
package, with a weight parameter setting of 3 and gap penalty setting of 0.1.
Sequence alignments were edited manually with LINEUP (GCG package) and
with the text editors vi and EMACS and then input to the programs DNApar,
DNAdist, and Fitch in the PHYLIP package (16) for the analysis of evolutionary
trees. The evolutionary tree was displayed by using the Drawtree program in the

PHYLIP package. RNA secondary structure predictions were made with the
help of the RNA folding program MulFold (26) or MFOLD (GCG package),
both using Zuker’s algorithm (77). The top 10% of optimal structures were
collected and compared. In some analyses, nuclease sensitivity data were incor-
porated by substituting B, D, H, and V for unpaired A, C, G, and U nucleotides,
respectively, in the sequences examined by the computer folding programs.
Nuclease sensitivity analysis. The secondary structure of VA RNA synthe-

sized in vitro was probed with a battery of enzymes of different specificities:

TABLE 1. Sources of adenoviruses and sizes of VA RNA
region PCR fragments

Virus ATCC
catalog no. Subgroup Size (nt) Accession

no.

Ad1 VR-1078 C 568 U52532
Ad2 —a C 567
Ad3 VR-3 B 582 U52534
Ad4 VR-4 E 548 U52535
Ad5 —b C 567
Ad6 VR-1803 C 567 U52533
Ad7 —c B 584 U52574
Ad8 VR-1085 D 520 U52563
Ad9 VR-1086 D 521 U52536
Ad10 VR-1087 D 493 U52566
Ad11 VR-12 B 354 U52569
Ad12 —d A 307
Ad13 VR-1090 D 521 U52537
Ad14 VR-15 B 353 U52570
Ad15 VR-1092 D 521 U52538
Ad16 VR-1093e B 571 U52564
Ad17 VR-1094 D 521 U52539
Ad18 VR-1095 A 306 U52567
Ad19 VR-1096 D 521 U52540
Ad20 VR-1097 D 521 U52541
Ad21 VR-1098e B 571 U52565
Ad22 VR-1100 D 521 U52542
Ad23 VR-1101 D 521 U52543
Ad24 VR-1102 D 521 U52544
Ad25 VR-1103 D 521 U52545
Ad26 VR-1104 D 521 U52546
Ad27 VR-1105 D 521 U52547
Ad28 VR-1106 D 521 U52548
Ad29 VR-1107 D 521 U52549
Ad30 VR-273 D 521 U52550
Ad31 VR-1109 A 299 U52568
Ad32 VR-625 D 521 U52551
Ad33 VR-626 D 521 U52552
Ad34 VR-716 B 354 U52571
Ad35 VR-718 B 357 U52572
Ad36 VR-913 D 521 U52555
Ad37 VR-929 D 521 U52553
Ad38 VR-988 D 520 U52562
Ad39 VR-932 D 521 U52554
Ad40 —f F 323
Ad41 VR-930 F 326 U52573
Ad42 VR-1304 Dg 521 U52556
Ad43 VR-1305 D 521 U52557
Ad44 VR-1306 D 521 U52558
Ad45 VR-1307 D 521 U52559
Ad46 VR-1308 D 521 U52560
Ad47 VR-1309 D 521 U52561
SA7 —h 322

a Viral DNA provided by B. Stillman; GenBank locus name ADRCG.
b GenBank locus name AD5001.
c Virus provided by C. Tibbetts and cloned viral DNA fragment by J. Engler;

GenBank locus name ADR7001.
d Viral fragment provided by J. Engler; GenBank locus name ADRE2B.
e Virus also provided by C. Tibbetts.
f GenBank locus name ADRVA.
g Ad42 to Ad47 are classified in group D in this study.
h Cloned viral fragment provided by G. Akusjärvi; GenBank locus name

AESVARNA.
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RNases T1, U2, Bc (from Bacillus cereus), and T2 (specific for G, A, pyrimidine,
and any nucleotide, respectively, in single-stranded regions) and nuclease V1
(specific for stacked or duplexed bases). Genes encoding the VA RNAI and VA
RNAII species of Ad4 and Ad15 were subcloned under the control of the T7
RNA polymerase promoter as described previously (39). The T7 construct en-
coding Ad2 VA RNAI was described by Mellits et al. (50). Constructs encoding
Ad2 VA RNAII and the VA RNAs of Ad7, Ad12, and SA7 were described
previously (39). RNA was synthesized by T7 RNA polymerase from the T7
constructs and labeled at either its 59 end with [g-32P]ATP (49) or its 39 end with
[59-32p]pCp (14). After purification by electrophoresis through a polyacrylamide-
urea gel, nuclease sensitivity analysis was conducted as described previously (10,
39) such that ,10% of the molecules were cleaved. For RNases T1, Bc, and T2
and nuclease V1, the reaction mixtures contained 50 mM Tris-HCl (pH 7.5),
2 mM MgCl2, and 150 mM KCl. RNase U2 digests were buffered at pH 5.0 with
50 mM citric acid-potassium citrate plus 2 mM MgCl2. Digestion with RNase T1
at 688C and alkaline digestions were conducted as described previously (50). The
partial digests were resolved in a 12% polyacrylamide-urea gel containing 45 mM
Tris-boric acid (pH 8.0) and 10 mM EDTA with wedged spacers (GIBCO BRL)
at 1,400 V for 4 h.

RESULTS

Strategy. The VA RNA genes of three human adenoviruses,
Ad2, Ad7, and Ad12, and of the simian virus SA7 are located
between regions encoding the conserved viral proteins pTP
and 52,55K (2, 15, 37, 39, 65). In SA7 and Ad12, there is a
single VA RNA gene, whereas Ad2 and Ad7 have two distinct
genes, VA RNAI and VA RNAII, in tandem (Fig. 1A). Com-
parison of the six RNAs revealed common features as well as
differences in both structure and function (39). To assess the
generality of these findings, we studied the VA RNA genes of
the other human serotypes. DNA containing these genes was
amplified by using primers designed to hybridize to flanking
protein coding regions. From an alignment of the DNA se-
quences of five viruses whose sequences were available in Gen-
Bank, we selected two stretches of 22 to 24 nucleotides (nt)
which displayed the greatest degree of conservation and syn-
thesized the degenerate primers pTP and 52,55K (Fig. 1B).
Since the sequences are drawn from a broad sample of human
adenoviruses, including members of groups A, B, C, and F as
well as a simian virus, we hoped that these two primers would
serve for the remaining serotypes. Indeed, by varying the an-
nealing temperature between 60 and 658C, a PCR fragment
was amplified from each of the human adenovirus samples. We
obtained fragments of about 300 bp (range, 299 to 357 bp)
from 10 viruses (including SA7) and of about 550 bp (range,
493 to 584 bp) from the others (Table 1). Although several of
the VA RNAs were identical, each PCR fragment differed by
at least one nucleotide from all of the others, thereby elimi-
nating the possibility of cross-contamination of virus stocks or
PCR products.
Organization of the VA RNA gene region. As expected, the

short PCR fragments listed in Table 1 proved to encode one
VA RNA whereas the long fragments contained two tandemly
arranged homologous sequences (Fig. 2). Following the con-
vention established for Ad2 (42), we refer to the upstream
transcript as VA RNAI and the downstream transcript as VA
RNAII. All members of groups A and F, as well as SA7, have
a single VA RNA gene, whereas all viruses in groups C, D, and
E have two VA RNA genes. The unclassified viruses Ad42 to
Ad47, also have two genes. Only group B contains viruses
which differ in the number of VA RNA genes encoded in their
genomes. This feature, as well as sequence homology (see
below), divides group B into two subgroups which correspond
to groupings recognized by Wadell et al. (74) on other criteria;
ironically, the subgroup B2 viruses (serotypes 11, 14, 34, and
35) have one VA RNA, while subgroup B1 viruses (serotypes
3, 7, 16, and 21) have two.
The VA RNA genes were located by assuming that their 59

termini correspond to the major start sites identified for the

VA RNAs studied previously (39) and that their 39 termini are
at the T residues in the 39-terminal thymidine run. An addition-
al signature is the presence of a B-box homology starting at
approximately160 relative to the start site. The subgroup B2 se-
quences contain two runs of T residues separated by about 40
nt, and some VA RNAII genes have several TTT triplets. To lo-
cate the 39 end of these VA RNAs, we used as a further criterion
the ability of the 59 and 39 ends of VA RNA to pair with one
another. As summarized in Table 2, all of the VA RNAs are
expected to be 163 6 14 nt in length, apart from Ad10 VA
RNAII, which is unusually short. It would seem that this gene
has suffered a deletion of 27 nt as a result of looping out be-
tween flanking direct repeats (CGCGGC). With this exception,
the RNAs within each group are tightly clustered in size, to the
extent that the number and length of the species could be used
as a criterion for classification. In this respect, as well as in their
sequence (Fig. 3), the six unclassified viruses (Ad42 to Ad47)
are very similar to the 23 viruses classified in group D, and we
therefore consider them additional members of this group.
Many of the expanded group D viruses differ in sequence at
only one or two positions and therefore are represented by a
consensus sequence in the alignment shown in Fig. 2.
The VA RNA coding sequences closely abut the adjacent

protein coding sequences (Fig. 2). Upstream of the VA RNAs,
28 to 33 nt separate the VA RNA initiation site from the pTP
splice site. The region between about210 and220 (relative to
the 59 end at 11) is remarkably rich in adenosine, which often
occurs in two runs of three or four consecutive A residues
separated by two other bases. Downstream of the VA RNAs,
there are 12 to 23 nt between the beginning of the run of T
residues of the VA RNA termination signal and the 52,55K
protein splice site. This stretch is very rich in T residues, and in
some viruses it consists almost exclusively of thymidines. Ex-
ceptionally, in the four subgroup B2 viruses, this downstream
span contains about 50 nt. The extra nucleotides are not espe-
cially T rich and display patchy homology with the subgroup B1
VA RNAII gene, suggesting that they correspond to remnants
of a VA RNAII gene. The view that the subgroup B2 viruses
suffered deletions resulting in the loss of their VA RNAII
species is strengthened by inspection of the B2 VA RNA se-
quences; these RNAs are very similar to the Ad3 and Ad7 VA
RNAI species (subgroup B1), from which they differ mainly in
a 13-nt deletion (Fig. 3).
In viruses that encode two VA RNAs, there is also a spacer

sequence intervening between the two RNA coding genes.
Unlike the 59 and 39 flanking regions, which are all of approx-
imately the same length and display sequence similarities, the
spacer varies greatly between virus groups in both length and
sequence (Table 2; Fig. 2). It consists of about 96 nt in group
C, 56 nt in groups D and E, and 72 nt in group B1. The spacer
sequences are homologous within each group, but little homol-
ogy is evident when the four groups are compared (Fig. 2).
Some homology exists between the spacer regions immediately
upstream of VA RNAII and the sequence upstream of VA
RNAI. This is especially evident in the group C viruses, which
appear to contain stretches of sequence in their spacer regions
that are homologous to the pTP coding sequence and the
A-rich stretch upstream of the VA RNAI gene.
Sequence relationships among the VA RNAs. The unique

VA RNA sequences are listed in Table 3 and compared in Fig.
3 and 5. The VA RNAI and VA RNAII species of a particular
virus are substantially different from one another, but equiva-
lent VA RNA species within a serotype group resemble one
another closely in sequence. Indeed, many of the RNAs are
identical; in such cases, we have selected one example to stand
as prototype (Table 3). A total of 37 unique RNAs derive from
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the 47 human adenoviruses; given that all but nine of the
viruses encode two species, the maximum possible number of
distinct sequences is 85, which provides a measure of the re-
dundancy in the datum set. In contrast to the relative homo-
geneity within a group, sequence differences between groups
are usually substantial. An exception is the VA RNAI species
of the group E virus Ad4, which differs in only two nucleotides
from the corresponding species of the group B virus Ad21.
Their VA RNAII species are also related, albeit less closely,
but the spacer sequences differ considerably (Fig. 2).
Relationships among the prototype sequences are illustrated

by the alignment shown in Fig. 3. Three superfamilies can be
recognized. The first of these (A, F, C1) contains the single VA
RNA species of groups A and F (including SA7), together with
the VA RNAI species of the group C viruses; the second
(BDEI) contains the VA RNAI species of groups D, E, and B1,
together with the single VA RNA species of subgroup B2; the
third (VAII) contains all of the VA RNAII species which,
despite significant differences among groups, form a more co-

hesive set than the VARNAI species. Within each superfamily,
sequences from each serotype group were clustered, forming
eight families. The families correspond to the serotype groups
with the VA RNAI/VA RNAII distinction superimposed and
the relationships among the B1, B2, and E VA RNAs recog-
nized. Thus, the families are A (the single VA RNAs of group
A and SA7); BEI (the VA RNAI species of groups B1 and E,
as well as the single VA RNAs of group B2); BEII; CI; CII; DI;
DII; and F.
This organization of the sequences into three superfamilies

and eight families correlates well with the clustering of se-
quences when their relationships are displayed as either a
dendrogram (not shown) or a phylogenetic tree. Figure 4 gives
an example of an unrooted phylogenetic tree generated on the
basis of a combination of distance matrix and approximate
parsimony methods (29, 30). In superfamily A, F, CI, the group
C VA RNAI species and group A VA RNA species are closer
to each other than to group F VA RNAs. The BDEI super-
family has the least amount of sequence variation, despite the

FIG. 2. Sequence alignment of the VA RNA gene region. All human adenovirus sequences and that of SA7 are shown, except that group D is represented by the
four most divergent sequences (Ad10, Ad32, Ad8, and Ad9) and a consensus sequence (D-con) for all group D viruses. Initiation and termination sites of the VA RNAs
and the splice sites of the terminal protein precursor and 52,55K protein mRNAs are indicated. The regions to which the PCR primers and the internal sequencing
primers hybridize are marked with arrows and boxed.
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presence of a 13-nt insertion in the apical loop of Ad3 and Ad7
VA RNAI. These two group B1 VA RNAI species and the
group B2 VA RNAs are in a single subbranch. The other two
group B1 VA RNAI species (Ad16 and Ad21) form a unique
subbranch with Ad4 VA RNAI (group E). The group D VA
RNAI species form the third subbranch. In superfamily VAII,
three branches are formed. The branch composed of the VA
RNAII species of group C is separated from the other two
branches, which contain the VA RNAII species of group D and
of groups B and E. Similar trees were generated by several
other programs and in a study including a broader selection of
simian viruses (33), lending credibility to the phylogenetic re-
lationships deduced above and the consensus sequences de-
scribed below.
Sequence conservation. The more detailed sequence align-

ment shown in Fig. 5 has been optimized to emphasize se-
quence conservation. Three tiers of consensus sequences were
deduced. Tight consensus sequences were obtained for the
eight families of VA RNAs; comparison of these family con-
sensus sequences allowed the derivation of looser consensus
sequences for the superfamilies and of a more tentative gen-
eral consensus for all of the human VA RNAs (shown at the
bottom of Fig. 5). The conservation of individual nucleotides is
highlighted and indicated quantitatively, on a scale from 1 to 8,
above the general consensus sequence. Strict sequence conser-
vation across the entire ensemble of VA RNAs is limited to
scattered regions and is largely associated with transcriptional
functions of the gene (Fig. 5) or with secondary structural
features of the RNA (see below), most notably the pairing of
sequences in the apical and terminal stems and in stem 4
(depicted in Fig. 1C and 3).

The A and B boxes, which constitute the internal control
regions (or promoter) for RNA polymerase III and have been
defined experimentally for Ad2 VA RNAI (6, 17, 28, 59, 67,
76), are well conserved. All of the VA RNAs have both boxes
at similar positions, except for Ad10 VA RNAII, which lacks a
B box at the usual position as a result of the deletion noted
above. The sequences match well the consensus sequences
derived from tRNA genes (19, 67). Divergence from the con-
sensus, when present, is usually toward the 39 edge of the box.
On the other hand, flanking nucleotides, especially on the 59
sides of the boxes, are also highly conserved. The B-box ho-
mology is very high, with 8 nt matching the 9-nt consensus. The
A boxes, located 34 to 40 nt upstream of the B box, are slightly
less homologous to the consensus in some of the VA RNAs. In
group A and the group B2 VA RNAI species, 9 nt match the
10-nt A-box consensus; 8 nt match in group F and SA7 and the
VA RNAII species of groups C and D; and only 7 nt match in
the group B1 VA RNAII species.
Highly conserved sequences, 2 to 4 nt in length, are present

throughout the VA RNA molecule (Fig. 5). Although they are
short, compelling argument for their significance comes from
the observation that many of them are mutually complemen-
tary and participate in the formation of duplexed stems form-
ing the framework of the RNA secondary structure as de-
scribed below. Thus, the stretches of sequence extending 20 nt
into the RNA from the 59 and 39 ends display six regions of
patchy conservation (Fig. 3 and 5). At the extreme termini, this
conservation is probably influenced by the requirements for
initiation and termination, which are not fully defined but
include a preference for a 59-terminal G (or possibly A) and for
a 39 run of T residues surrounded by a GC-rich stretch char-

TABLE 2. Organization of VA RNA genes

Group Serotype(s) or virus
Sequence length (nt)

59 spacera VA RNAIb Spacer VA RNAII 39 spacerc Total

A 12 31 149 20 307
18 31 149 19 306
31 31 149 12 299

B1 3 32 174 70 176 23 582
7 32 174 71 177 23 584

B2 11 32 161 54 354
14 32 161 53 353

B1 16, 21 33 162 73 176 20 571
B2 34 32 161 54 354

35 32 161 57 357

C 1 30 160 97 161 13 568
2, 5, 6 30 160 96 161 13 567

D 8 29 161 56 154 13 520
9, 13, 15, 17, 19, 20, 22, 23, 24, 25, 26,
27, 28, 29, 30, 32, 33, 36, 37, 39, 42,
43, 44, 45, 46, 47

28 163 56 154 13 521

10 28 163 55 127 13 493
38 28 163 55 154 13 520

E 4 33 162 56 173 17 548

F 40 28 173 15 323
41 28 174 17 326
SA7 28 172 15 322

a Length does not include 85 nt of preterminal protein coding sequences.
b Including the single VA RNAs of viruses which contain only one VA RNA gene.
c Does not include 22 nt of 52,55K protein coding sequences.
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acterizing efficient polymerase III termination sequences (8).
As these requirements appear to be rather relaxed, it is likely
that the terminal conservation owes more to constraints im-
posed by the base pairing of the 59 and 39 sequences to form
the terminal stem (Fig. 3). Indeed, the six conserved blocks
form three discontinuous segments of terminal stem duplex in
secondary structure models (Fig. 6 to 8).
Such structural constraints may also contribute to the patchy

conservation evident in the region encoding the apical stem
(Fig. 1 and 3). A pair of mutually complementary tetranucle-
otides, CCGG and (U/C)CCGG, that forms part of the apical
stem as noted previously (39) is reasonably well conserved in
the full set of VA RNA sequences. The first CCGG, which
includes the first two bases of the B box, is invariant. An
additional variation on the (U/C)CGG sequence, CCAGG, is
found in the BDEI superfamily of VA RNAs, but the A residue
seems to loop out to allow pairing to occur (Fig. 6 to 8). Thus,
for the human VA RNAs as a whole, the consensus pairing is
CCGG:(U/C)C(A)GG. An additional pair of tetranucleotides,

GCGN and CCGC (Fig. 3), contributes to the lower part of the
apical stem as seen in the Ad2 VA RNAI secondary structure
model (Fig. 1C).
The middle of the molecule is generally variable in sequence

(Fig. 5). Within a superfamily, the alignments are convincing
but contain some gaps, implying that several deletion, inser-
tion, or duplication events have occurred. Between superfami-
lies, homologies are highly dispersed, raising the possibility
that the virus superfamilies have derived their central se-
quences from different sources. In contrast to most of the
region, two mutually complementary tetranucleotides in the
central domain, ACCC and GGGU, are strikingly conserved
(Fig. 3 and 5). These two tetranucleotides, which were previ-
ously reported to be common to seven species of VA RNA
(39), are invariant in human VA RNAs apart from those of
group F (Ad40 and Ad41), which diverge in a single position.
In these RNAs, the sequence ACCU replaces ACCC; never-
theless, this tetranucleotide is still able to pair with the GGGU
sequence by substituting a G:U base pair for one of the G:C
pairs. Direct evidence that the tetranucleotides pair with one
another has been obtained through generation of compensat-
ing mutants (40). This base pairing makes a critical structural
contribution to the central domain and to the duplexed axis of
the molecule (see below); the lack of compensating base
changes in natural isolates, and the deleterious effect of intro-
ducing such mutations, suggests that its sequence may also be
important.
The central domain also contains two additional short con-

served stretches, two and three bases in length, which cannot
pair with one another (Fig. 5). In most cases, the two-base
sequence is unpaired and located in loop 10, but in the VA
RNAII species of groups B2 and D, it is in a short stem below
loop 10 (Fig. 6 to 8). The three-base sequence is usually paired
in stem 7, but its partners are variable. The significance of
these nucleotides is uncertain at present, but they may be in-
volved in tertiary structure formation or interactions with PKR.
VA RNA secondary structure. Examination of the primary

sequence revealed the existence of several regions where
stretches of nucleotides exhibited substantial or partial com-
plementarity. These regions, boxed in Fig. 3, correspond to the
apical stem, terminal stem, and GGGU:ACCC stem (stem 4)
of Ad2 VA RNAI (Fig. 1C), suggesting that the overall struc-
tures of all VA RNAs may be similar. Because no single
method of analysis can reliably predict RNA secondary struc-
ture, we have combined the results from three independent
approaches to arrive at models for VA RNA.
Comparative data obtained from phylogenetic surveys pro-

vide valuable information about higher-order structure, espe-
cially when used to test the robustness of models obtained by
other means. One criterion for a satisfactory model is that it
should be able to accommodate the sequence changes ob-
served in closely related species. Potential structural models
can be derived by combining sequence information with com-
puter-assisted predictions of folding patterns made by using
the Zuker algorithm (77, 78). This procedure typically gives a
series of models differing in calculated stability, but the correct
structure is not necessarily the one with the lowest free-energy
value. Consequently, it is often necessary to consider several
such models and to take into account experimental data de-
rived from secondary structure probing experiments (summa-
rized in Fig. 6 to 8). The structure of Ad2 VA RNAI has been
intensively examined with chemical and enzymatic probes, as
well as by RNase protection and mutagenic approaches; there-
fore, this species formed the starting point for these analyses.
Somewhat different strategies were required in the three su-
perfamilies, which will be discussed in turn.

TABLE 3. VA RNA prototypes and their equivalents

Prototype Identical RNA speciesa

VA RNAI
Ad1 VAI 5
Ad2 VAI 6
Ad3 VAI —
Ad4 VAI —
Ad7 VAI —
Ad8 VAI —
Ad9 VAI —
Ad13 VAI 17, 39
Ad15 VAI 20, 22, 37, 46
Ad19 VAI —
Ad21 VAI 16
Ad23 VAI —
Ad44 VAI 10, 24, 25, 26, 27, 28, 29, 30, 32, 33, 36,

38, 42, 43, 45, 47
VA RNA
Ad11 VA 34, 35
Ad12 VA —
Ad14 VA —
Ad18 VA —
Ad31 VA —
Ad40 VA —
Ad41 VA —
SA7 VA —

VA RNAII
Ad1 VAII 6
Ad2 VAII —
Ad3 VAII —
Ad4 VAII —
Ad5 VAII —
Ad7 VAII —
Ad8 VAII —
Ad10 VAII —
Ad13 VAII —
Ad15 VAII 9, 17, 20, 23, 28, 30, 33, 36, 38, 42, 43,

19, 27, 29, 32, 39, 44, 45, 46
Ad16 VAII —
Ad21 VAII —
Ad22 VAII —
Ad24 VAII —
Ad25 VAII 26
Ad37 VAII —
Ad47 VAII —

a The serotype numbers of viruses which contain a VA RNA species identical
to the prototypes. —, no identical species.
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The A, F, CI superfamily. The model shown in Fig. 6A is that
proposed for Ad2 VA RNAI by Clarke and Mathews (10). The
two single nucleotide changes observed in other group C vi-
ruses (Ad1 and Ad5) are marked on the Ad2 VA RNAI dia-
gram. An alternative conformation of the apical stem region
(40), which in some ways resembles those of other VA RNA
species discussed below, is also illustrated. Neither base sub-
stitutions within group C nor comparisons with VA RNAs of
other groups allow a decisive choice to be made between these
alternatives, and evidence from nuclease sensitivity and mu-
tagenesis suggests that the two forms may be in equilibrium
with one another. Because of the paucity of changes with the
group C VA RNAI sequences, the phylogenetic approach
yielded little refinement and only limited confirmation of the
structure in these cases.
On the other hand, comparison with the VA RNAs of group

A and F was informative. To model these species, we selected
structures predicted by the folding program that are compati-
ble with nuclease sensitivity data obtained for Ad12 VA RNA
(group A) and SA7 (representing group F). Both RNAs adopt

structures similar to that for group C VA RNAI despite con-
siderable differences in sequence (Fig. 6B and C). All three
structures consist of a terminal stem, an apical stem-loop, and
a central domain containing the GGGU:ACCC stem as a key
element (boxed in Fig. 6). Within group A and group F, several
examples of compensatory and conservative base changes oc-
cur in paired regions, lending support to the stem structures
diagrammed. The group A and group F models are similar to
each other in the apical stem-loop: both have a large internal
loop halfway up the apical stem. In this respect, they differ
slightly from both possible forms of group C VA RNAI, which
has either a large terminal loop or a bulge (depending on the
conformation) ostensibly resulting from a 7-nt insertion in the
stem. Nevertheless, in all members of the superfamily, the
GC-rich paired section at the base of this stem is preserved. All
of the conserved nucleotides from Fig. 5 (circled in Fig. 6)
occupied equivalent positions in the three models, and they
engaged in identical pairing schemes. Although its base-pairing
pattern changes slightly as a result of sequence changes, the
terminal stem is conserved throughout the superfamily in its

FIG. 4. Phylogenetic tree for VA RNA. An unrooted tree was generated for the representative VA RNA species (Table 3) with the program TreeAlign. Each
species of VA RNA is labeled at the tip of its respective branch.
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length (20 bp) and in its largely (but not perfectly) duplexed
nature.
The fundamental organization of the central domain is rec-

ognizably conserved in the A, F, CI superfamily. Common
features include (i) the conserved GGGU:ACCC stem (stem 4
[Fig. 1C]) discussed above; (ii) a stem-loop on the right of the
molecule followed by a bulge (groups A and CI) or stem-loop
(group F) between the base of the apical stem and stem 4; (iii)
two internal loops (loops 9 and 10) separated by a short stem
of variable sequence between stem 4 and the terminal stem;
and (iv) identical placement of conserved residues. However,
despite the overall similarity, individual elements of the central
domain vary substantially in size and sequence (Fig. 6).
The BDEI superfamily. Members of the BDEI superfamily

exhibit much less sequence variation than those of groups A
and F, so the consensus structural models derived for these
RNAs (Fig. 7) are considerably simpler than those for the A, F,
CI superfamily. Their derivation required a different approach
because numerous structures of similar stabilities were pre-
dicted by the folding program, and the nuclease sensitivity data
derived for the VA RNAI species of Ad7, Ad4, and Ad15
(representing groups B, E, and D, respectively) could fit sev-
eral models equally well. We therefore compared all predicted

structures with calculated stabilities within 10% of the most
stable structure and selected for further consideration one that
could accommodate all of the sequence variations within a
group as well as the nuclease sensitivity data.
The resultant models (Fig. 7) closely resemble the Ad2 VA

RNAI model in overall structure and are so similar to each
other that they can be combined into a single model (which is
too encumbered by base substitution for illustration). In the
apical and terminal stems, compensating and conservative base
changes maintain base pairing and support the existence of
these regions as duplexes. As in the A, F, CI superfamily, the
stems contain the conserved sequences (circled) in equivalent
positions. Above the internal loop in the apical stem, the con-
served tetranucleotide CCGG pairs with a downstream UCGG
(Ad3 and Ad7), CCGG (group B2), or UCAGG (groups D
and E and Ad16 and Ad21) in which the A is bulged out. The
base of the apical stem retains its GC-rich character. In the cen-
tral domain, the GGGU:ACCC tetranucleotide pair (boxed)
again forms a short stem separated from the apical stem by a
stem-loop on the right side of the model. The variable bulge or
stem-loop that lies between these structures on the right side of
the model in the A, F, CI superfamily (loop 9 in Ad2 VA RNAI
[Fig. 1C]) is absent from the BDEI superfamily. Beneath the

FIG. 6. Secondary structure models for VA RNA species in the A, F, CI superfamily. Solid arrowheads indicate sites that are sensitive to single-strand-specific
nucleases, and open arrowheads indicates sites that are cut by nuclease V1. The degree of sensitivity is depicted by the size of the arrowheads; a shaft on the arrowhead
indicates very strong cleavage. Nucleotide substitutions in members of the virus group are marked with a line connecting to the alternative nucleotides, which are labeled
to indicate the serotype containing the substitution. Deletions, insertions, or other changes involving several nucleotides are indicated by linking the nucleotides involved
with a bar.
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tetranucleotide pair, a large internal loop joins the central do-
main to the terminal stem. This internal loop occupies the
same position as two smaller loops that are separated by a
short stem (stem 3) in the A, F, CI superfamily: the large
internal loop appears to result from sequence changes that
eliminate the pairing of stem 3 in this superfamily. The other
internal and terminal loops occupy similar positions in all of
the RNAs but display considerable variation in sequence and
size.
The VAII superfamily. Examination of the VA RNAII se-

quences indicated that, in principle, they can all form two
different structures in the central domain. One resembles the
structure deduced for the other VA RNAs, as depicted in Fig.
6 and 7. In the alternative possibility, the conserved ACCC
pairs with a different GGGU sequence (groups B, C, and E) or
GGG sequence (group D) located about 20 nt upstream of the
conserved ACCC, thereby forming a different stem and side
stem-loop. Structural analysis suggests that the original struc-
ture is the correct one, however.
For the VA RNAII species of Ad2, Ad4, and Ad15 (groups

C, E, and D, respectively), computer-assisted secondary struc-
ture prediction, conducted with the nuclease sensitivity data
taken into account, gave the models shown in Fig. 8A, B, and
D. These are similar to each other and to the other VA RNAs
and are compatible with most of the sequence variations ob-

served. Alternative potential structures predicted by folding
programs were much less stable and were very different from
one another and from those described above (Fig. 6 and 7). On
the other hand, the alternative structure was predicted for Ad7
VA RNAII. This appears to be a vagary of the program, how-
ever, because the related VA RNAII species of Ad16 and Ad21
were predicted to adopt the structure shown in Fig. 8C. Fur-
thermore, the model of Fig. 8C fits the nuclease sensitivity data
for Ad7 VA RNAII quite well and is also compatible with the
sequence variations in group B.
Although the VA RNAII structures resemble one another

and the other VA RNAs in overall structure and in the place-
ment of conserved bases, there are some notable differences
and discrepancies in the apical stem region. First, the paired
region at the top of the apical stem is short in several of the VA
RNAII species. In Ad4 VA RNAII, a 10-bp apical stem can be
drawn, but nuclease sensitivity analysis indicated that most of
these nucleotides are not paired (Fig. 8B); in group B, nucle-
otides are deleted from the stem in Ad16 and Ad21 (Fig. 8C);
and in group D, the paired region contains only 3 bp and two
of the conserved nucleotides of the CCGG sequence are un-
paired (Fig. 8D). Second, there are some anomalies in the
lower part of the apical stem. Unexpected single-strand-spe-
cific cleavages were observed at the base of the apical stem in
Ad2 VA RNAII (Fig. 8A), and the base changes in Ad8 and

FIG. 7. Secondary structure model for VA RNA species in the BDEI superfamily. The nuclease sensitivity data and sequence variations are labeled as in Fig. 6.
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Ad47 (boxed in Fig. 8D) are not consistent with the pairing
scheme deduced for the group D species. Furthermore, in this
region the VA RNAII apical stems are alone in possessing G:U
pairs which might weaken the duplex relative to G:C pairs.
Thus, the VA RNAII species do not conform as closely as the
VA RNAI and single VA RNA species to the canonical Ad2
VA RNAI structure in the apical stem region; conceivably,
these deviations in the stem might interfere with binding to
PKR and provide an explanation for the inability of VA RNAII
to substitute for VA RNAI in functional assays (39).

DISCUSSION

The human VA RNA genes form a rather homogeneous set
in most respects (in size and location within the viral genome,
for example), but the differences among them are revealing
and informative. This comprehensive phylogenetic analysis of
the adenovirus VA RNA genes, supplemented with nuclease
sensitivity analysis of representative RNA species, was under-
taken to elucidate the structure and function of these regula-
tory RNAs. In addition, the study sheds light on the transcrip-
tion and origin of these genes as well as the evolution of
adenoviruses.
Polymerase III transcriptions signals. All of the VA RNA

genes but one have sequences in the 59 half homologous to the

tRNA transcription initiation elements, the A- and B-box con-
sensus sequences RRYNNARYGG and GWTCRANNC, re-
spectively (17, 19). The A-box homology in the VA RNAII
genes is generally weaker than that in the VA RNAI genes, in
accord with the finding that the A box is less important for VA
RNA transcription than the B box (76). This may make these
genes less competitive for binding the transcription factor
TFIIIC, accounting for the lower transcription efficiency of VA
RNAII than of VA RNAI as found in Ad2 (68). Supporting this
idea, mutations that inactivate the VA RNAI promoter in-
crease the transcription of VA RNAII (7). The extension of
conservation of the 59 borders of the A and B boxes may imply
that the polymerase III signals are slightly more extensive than
previously thought. Consistent with this interpretation, an ex-
tended box B, termed B1, has been proposed (23), but mu-
tagenesis of Ad2 VA RNAI did not indicate a transcriptional
role for the flanking nucleotides in Ad2 VA RNAI (76). Prob-
ably they are of structural significance (see below). The Ad10
VA RNAII gene, which lacks a B box at the usual position, is
apparently not transcribed (38).
At the end of the VA RNA coding sequences is a run of T

residues flanked by the nucleotides C and G, typical of poly-
merase III termination sites (8). The number of thymidines
varies from a minimum of 4 to more than 10, and A residues

FIG. 8. Secondary structure model of VA RNAII species. The nuclease sensitivity data and sequence variations are labeled as in Fig. 6.
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are absent for at least 3 nt on either side of the T-rich run
(except in Ad12 and Ad18, which have A residues in the
middle of very long T runs), but no consensus sequence was
discernible. Presumably the VA RNAs all terminate with sev-
eral consecutive uridine residues and thereby interact with the
La antigen (45). In the 59 and 39 ends of VA RNA sequences,
the nucleotides that form the terminal stem are conserved.
This could well be accounted for by the intramolecular base
pairing that is responsible for the formation of the terminal
stem structure, but the existence of sequence constraints im-
posed by transcription elements in the 59 end is not ruled out.
In contrast to these internal transcription signals, there are

few homologies in the flanking regions, suggesting that they do
not harbor essential functions. Between the pTP splice site and
the VA RNA genes, however, is a common A-rich sequence
also noted by Kidd et al. (33). These nucleotides might be
required for proper transcription initiation, since a deletion in
this upstream area alters the selection of initiation sites (72). In
wild-type virus, a minority of transcripts initiate 3 nt upstream
from the major start site, but utilization of this site is elimi-
nated by the deletion of nt -22 and 223 in Ad5dl309. The
A-rich stretch is less pronounced in the spacer region upstream
of the VA RNAII genes, which may contribute to the weaker
transcription of these species.
Structures and functions of the VA RNAs. The similarities

discernible among the VA RNAs with respect to primary and
secondary structure stand in contrast to the seeming sequence
diversity of the first few members of the family that were
examined. When their sequences are optimally aligned, no
fewer than one-third of the nucleotides (54 of approximately
160) are fully or nearly fully conserved across all human ade-
novirus serotypes (Fig. 5). The conserved bases are clustered in
blocks of 2 to 11 (typically 3 or 4) bases, are present in constant
relative positions and in most cases are in mutually comple-
mentary pairs. Many of them contribute to the skeleton of the
secondary structure of the molecule by forming the duplex
scaffold of the terminal stem (three pairs), apical stem (two
pairs), and central domain (one pair). Two additional small
clusters in the central domain are not paired to one another.
The molecules all consist of the three elements of secondary

structure first identified in Ad2 VA RNAI (49). Of these, the
terminal stem is the most constant in structure,length, and base
composition, but no specific function has yet been assigned to
it at the RNA level. The apical stem is divided by an internal
loop of variable size into upper and lower portions, each con-
taining a conserved pair of sequences. The central domain is
recognizably conserved in overall structure despite little se-
quence conservation. Both the apical stem and central domain
are critical to the function of Ad2 VA RNAI.
Terminal stem. As described above, the terminal stem re-

gion contains transcription signals (A box; initiation and ter-
mination sites). Mutagenesis of Ad2 VA RNAI suggests that
the top part of the stem, adjacent to the central domain, is
important for inhibiting PKR activation in vitro, while se-
quences near to the termini can be altered without loss of
function (18, 24, 56). Possibly the duplex adjacent to the cen-
tral domain acts as a clamp to secure the bottom part of the
central domain as in the three-dimensional structure recently
proposed (40); the terminal part of the duplex may play a
stabilizing role in vivo by protecting the molecule from attack
by exonucleases.
Apical stem. The apical stem region varies considerably in

size and structure. While the lower region of duplex adjacent
to the central domain is usually 7 or 8 bp long (ranging from as
short as 6 bp in Ad7 VA RNAI to as long as 12 bp in Ad2 VA
RNAI), the upper region of the apical stem-loop is highly

variable in length of duplex and loop size. The internal loop is
atypically small in Ad2 VA RNAI, in which it comprises a
single unmatched nucleotide on each side. In an alternative
conformation of the apical stem of Ad2 VA RNAI, which may
be in equilibrium with the usual form (40), there is a 7-nt bulge
loop on the 39 side of the stem. Previous work showed that Ad2
variant 3 (46) has a 4-nt insertion into the bulge loop in this
model or the apical loop in the more usual model. VA RNAs
of all other groups have at least six ostensibly unmatched
nucleotides on each side, but it is likely that these nucleotides
are organized in some kind of compact structure because in
most cases they are relatively insensitive to attack by single-
strand-specific nucleases. Precedents for such compact ar-
rangements exist in 5S RNA (21, 75) and the Rev response
element RNA (4).
Consistent with its duplexed structure, the apical stem is

involved in PKR binding (11, 25, 48). Protection experiments
show that PKR, specifically its RNA-binding domain, makes
contacts with the basal part of the apical stem, proximal to the
central domain as well as the central domain itself (9, 10).
Mutagenic studies implied that at least 8 bp at the base of the
stem are required for the efficient binding of Ad2 VA RNAI to
PKR (11), an estimate which agrees closely with the minimum
length of duplex observed in this phylogenetic survey. In mu-
tant dl1, the RNA re-formed a 7-bp duplex at the bottom of the
apical stem, and it is functional in a viral rescue assay but is not
functional in vitro. In mutant sub742, nucleotides in the base of
apical stem are altered, but the mutant is functional in a viral
rescue assay. In this mutant, VA RNA may reorganize to
generate a structure similar to that of wild-type VA RNAI in
the apical stem and central domain (18). Similarly, the se-
quence of the stem is less important than its duplexed nature
(11, 24, 50), suggesting that its role is to provide a binding site
for PKR and help stabilize the central domain structure (40).
In many of the VA RNAII species, features of the lower part of
the apical stem raise the suspicion that it might not be as firmly
duplexed as in Ad2 VA RNAI; however, this suggestion must
be considered tentative since unexpected light cleavage by sin-
gle-strand-specific nucleases was also observed in both Ad12
VA RNA and Ad4 VA RNAI.
The upper part of the apical stem can tolerate some, but not

all, mutational changes (5, 18, 48, 50). Deletion or substitution
of the conserved GGC nucleotides is tolerated in mutants
dl712, A2 dl2, and dl1 (5, 17, 18, 49), although these bases
always form part of the internal loop. The loop itself can also
be eliminated without loss of function in A2 dl2 (5, 18, 24, 49).
Central domain. The GGGU:ACCC stem (stem 4), which

has been shown to comprise a key element that maintains the
structure of the central domain in Ad2 VA RNAI (40), is a
prominent feature of all VA RNA models (Fig. 6 to 8). Two
other elements, the GC-rich side stem-loop (stem 7 and loop
8) and the loop on the 39 border of the ACCC sequence (loop
10), are located close to stem 4, although their detailed struc-
tures vary among superfamilies. In Ad2 VA RNAI, the side
stem-loop is thought to fold and twist toward stem 4 and loop
10, interacting with the nucleotides in these structural ele-
ments, thereby adopting an upside-down ampersand structure
(40). Examination of the secondary structures and sequences
of other VA RNAs suggests that such interactions are possible
in all cases. Consistent with the involvement of loop 10 in the
interactions, several nucleotides in the 59 end of loop 10 of all
VA RNAs are insensitive to single-strand-specific nucleases.
The conserved sequence GC in loop 10 of all VA RNAs (ex-
cept the group C VA RNAI species, which have GU) could be
important for the interactions by pairing with the GC in loop 8.
In group A and group F VA RNAs, the nucleotides GGC in
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loop 8 could pair with the GCC in loop 10 and form a
pseudoknot. The group C VA RNAI species differ from other
VA RNAs in having an ACC in loop 8 and a GGU in loop 10.
These observations all support the idea that loops 8 and 10
interact. VA RNAs in superfamily BDEI differ in that loop 8 is
highly sensitive to single-strand-specific nucleases, suggesting
that it may not be involved in the interaction. Instead, the
interaction could involve nucleotides in the 39 side of stem 7.
RNAs in the VAII superfamily appear to form a structure
similar to those of the other VA RNAs, but there are some
inconsistencies in both the apical stem and the central domain,
as discussed below.
The flexibility allowing stem 7 and loop 8 in superfamilies A,

F, CI and VAII to twist and bend is provided by two linking
sequences. One of these is located between stems 4 and 7,
corresponding to loop 9 in Ad2 VA RNAI, and varies in size.
In superfamily A, F, CI, the group C VA RNAI and group A
VA RNA species form a bulge at this place, whereas group F
VA RNA species have a stem-loop. The bulge and the stem-
loop are both sensitive to nucleases, suggesting that the nucle-
otides might not involved in other interaction. In superfamily
VAII, loop 9 is 7 to 9 nt in length, but only half of the nucle-
otides near stem 7 are sensitive to nucleases (Fig. 8): the
remaining nucleotides may be involved in different interac-
tions. Although VA RNAs in superfamily BDEI lack loop 9,
they have a big internal loop below stem 4 (loop 10) which
could provide the flexibility for nucleotides in loop 10 to in-
teract with loop 8. The second linking sequence is located
between stem 7 and the base of the apical stem. This sequence
is short and heterogeneous, and insertion of two bases between
nt 92 and 93 in Ad2 VA RNAI (VAI-CB [24]) is not deleteri-
ous to VA RNA function in vitro. In contrast, mutant pm91
was nonfunctional, presumably because it disrupted the base of
the apical stem (56).
The fourth conserved sequence in the central domain is

CGU, located on the 39 side of stem 7 at the edge of the central
domain in the tertiary structure model (40). Nuclease protec-
tion experiments indicated that this sequence in Ad2 VA
RNAI is not protected by PKR, and so these nucleotides prob-
ably do not interact directly with PKR (10). There are five
stretches of sequences which are protected by PKR (10), and
none of them is conserved. Probably the position of a nucleo-
tide in the three-dimensional structure, rather than the pri-
mary sequence, determines its interaction with PKR. For ex-
ample, in Ad2 VA RNAI, changing C-111, which is not
protected by PKR, to an A abolished VA RNAI function (10,
56). However, substituting the adjacent nucleotides had no
effect on VA RNAI function (56). It seems that C-111 is im-
portant for the tertiary structure of the central domain, which
is required for binding to PKR, or for the inhibition of PKR.
These two properties of the central domain may be contributed
by two separate subdomains, as suggested by certain muta-
tions. Some mutations, such as dl103-109, reduced the binding
activity to PKR and lead to an increase in the concentration of
VA RNA required to prevent PKR activation, but the auto-
phosphorylation of PKR drops sharply in response to the ele-
vated concentration of the mutant RNA, similar to the re-
sponse to wild-type Ad2 VA RNAI (11). Other mutants, such
as is3 and is5, were not significantly reduced in binding ability
but inhibited PKR activation only at very high concentrations
(11, 50); in these cases, the autophosphorylation of PKR grad-
ually declines with the increased VA RNA input, and the
mutants seem to exert their function by competing with the
dsRNA activator as seen with high concentrations of short
dsRNA molecules that are unable to activate the enzyme.

The enigma of VA RNAII.While the majority of adnoviruses
carry two VA RNA genes, a substantial minority (9 of 47) have
only one. When there is only a single species, it is invariably of
the VA RNAI type, implying that the VA RNAII function, if
there is one, is less essential. Supporting this view, there is
evidence that in several viruses the VA RNAII genes have been
lost or inactivated. In group B, four viruses (Ad11, Ad14,
Ad34, and Ad35; subgroup B2) encode only one VA RNA,
whereas the other four (Ad3, Ad7, Ad16, and Ad21; subgroup
B1) each have two VA RNAs. The VA RNAs in the B2 group
are highly homologous to the VA RNAI species of the B1
group. It seems that the VA RNAII gene was lost from the B2
group almost in its entirety by deletion. The VA RNAII gene of
the group D virus Ad10 is present but inactivated by a B-box
deletion (38), and similar VA RNAII deletion is also found in
a group E virus, Ad4a (33). Thus, VA RNAII is apparently
dispensable in certain viruses.
VA RNAII suppresses PKR activation poorly. Ad2 VA

RNAII has little influence on virus growth in the absence of
VA RNAI (73), and both Ad2 and Ad7 VA RNAII are only
weakly active, if at all, in assays for PKR function (39). Cor-
respondingly, the VA RNAII species differ from the other VA
RNAs in several structural respects. First, nuclease sensitivity
at the base of the Ad2 VA RNAII apical stem suggests that this
region may not be stably paired. Second, although several
nucleotides in loop 8 of VA RNAII could in principle interact
with loop 10, they are sensitive to single-strand-specific nucle-
ases. Third, the size of loop 10 in group C and group D VA
RNAII species is only 3 nt, which may be insufficient to accom-
modate a stable interaction with loop 8. Fourth, in Ad4 VA
RNAII, the loop 10 nucleotides which could be involved in base
pairing are 6 nt away from the conserved ACCC, instead of 1
or 2 nt as in the other two superfamilies. Finally, although the
nuclease sensitivity patterns of loops 8 and 10 in Ad7 VA
RNAII are similar to those in group A and F VA RNAs,
suggesting that these RNAs may form similar tertiary interac-
tions, the insensitivity of some the loop 9 sequences (CCAGG)
to nucleases indicates that these nucleotides might be involved
in other interactions. Taken together, these observations indi-
cate that VA RNAII may have a different structure in those
regions of the molecule that are important for interactions with
PKR. This difference might explain the inability of VA RNAII
to inhibit PKR, but could suit it for another function.
Consistent with this hypothesis, the three branches of the

VAII superfamily are relatively close to one another in com-
parison with the branches within the other VA RNA super-
families (Fig. 4). This affinity could implicate these RNAs in an
as yet unidentified function that enhances virus growth, per-
haps in a tissue-specific fashion. Viruses in groups A and F,
which contain one VA RNA, infect the gastroenteric tract (1,
22) whereas the other adenoviruses cause respiratory tract
infection or keratoconjunctivitis (52, 61, 71, 74). Furthermore,
subgroup B2 viruses seem to infect a broader spectrum of
organs than subgroup B1 viruses (64). Therefore, it seems
likely that VA RNAII subserves a function that is different
from that of VA RNAI and is dispensable in the gastroenteric
tract. The nature of this hypothetical function is a matter of
speculation.
Origin and evolution of VA RNA. The VA RNA sequences

fall into eight closely related families and three more distantly
related superfamilies (Fig. 3 to 5). Within a superfamily, the
individual serotype groups retain their identities and display
greater or lesser degrees of similarity with other groups in the
same superfamily. A detailed analysis of the sequence align-
ments indicates that the homology is not uniform throughout
the VA RNA molecule. Most of the sequence divergences are
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located in its 39 half, especially in the sequences forming the
central domain and the apical stem-loop, whereas the 59 side
contains highly conserved transcription elements. An evolu-
tionary tree produced by comparing the more highly homolo-
gous 59 half sequences had a general topology similar to that in
Fig. 4, but the lengths and relative positions of the branches
differed (data not shown). From this analysis, it appears that
the ancestors of the VA RNAI and VA RNAII species of
groups B, D, and E are evolutionarily relatively close to each
other, suggesting that the VA RNAI and VA RNAII species
might be the products of a duplication which occurred before
the segregation of groups B, D, and E. During evolution, mu-
tations may have accumulated in the 39 halves of these VA
RNAs, causing them to separate further in the tree generated
with full-length VA RNAs. Ad4 (group E) is closely related to
groups B and D in its VA RNAs, as in other respects (3), but
the spacers between the VA RNA genes are not clearly ho-
mologous. Presumably mutations have accumulated more rap-
idly in the functionally less essential spacer sequences since the
segregation of group E from group B and D. Gene conversion
and recombination mechanisms cannot be ruled out, however
Such events may explain why groups C and D are closely allied
in a phylogenetic tree generated with fiber gene sequences (3)
although their relationship is more distant in the VA RNA
comparisons.
The two VA RNAs in group C may also be products of gene

duplication, perhaps an event separate from that in groups B,
D, and E, because a stretch of nucleotides immediately up-
stream of VA RNAII is homologous to a stretch upstream of
VA RNAI. Since the homology between these two RNAs in
group C is relatively weak, the presumptive duplication may
have occurred early in adenovirus evolution. Indeed, the close-
ness of the group C VA RNAII species to other VA RNAII
species in the evolutionary tree suggests that they share a
recent common ancestor, whereas the group C VA RNAI
diverged at an earlier time. Kidd et al. (33) have proposed that
the VA RNA genes of group C evolved in separate virus
lineages and were brought together by recombination. While
the VA RNAI species of group C and the VA RNAs of groups
A and F resemble the single VA RNA of monkey adenovi-
ruses, the VA RNAII species of group C and the VA RNAs of
groups B, D, and E resemble chimpanzee VA RNAs. Thus, it
is possible that the upstream homology noted above is a relic of
putative substitution event that replaced the original VA
RNAI gene in a progenitor of the group C viruses.
A clue to the origin of the VA RNAs comes from the obser-

vation that the transcription control region in the 59 half of
Ad2 VA RNAI is similar to the corresponding region of several
tRNAs (6, 17). To various extents, the 59 portions of other VA
RNAs are homologous to different tRNA genes (not shown).
These homologies are limited to the sequence CCGGTTCGA
around the B box and the T stem-loop of the homologous
tRNA. Similar homologies have been found in the family B
repetitive sequence in the mouse (36), the ID repeat in the rat
(51), and the short repetitive elements in the primate Galago
sp. (12), each of which is thought to have arisen through the
integration of a tRNA pseudogene into an Alu repeat (12, 13).
There are two weaker B-box homologies in all VA RNA genes,
one in the middle of the gene and another near its 39 end,
especially evident in the VA RNAII genes. This finding raises
the possibility that the VA RNAs originated from a tandem
repeat of tRNA genes through a series of deletion or unequal
recombination events. In such tandem repeats, the nucleotides
between the tRNA-homologous patches are highly heteroge-
neous, suggesting that different VA RNAs may come from
different origins. Compatible with this hypothesis, the pairing

of the nucleotides near the 59 and 39 ends to form the terminal
stem is a property that may be inherited from tRNA, whereby
nucleotides in the 59 end pair to the B-box region near the 39
end to form the acceptor stem.
In summary, the evolution of VA RNA may have occurred

in three steps, the first involving the merger of several tRNA
genes to form an ancestral VA RNA and the second leading to
the formation of VA RNAI and VA RNAII genes by gene
duplication. These events could have taken place on more than
one occasion during the evolution of adenoviruses. Finally, in
some viruses, the VA RNAII gene seems to have been lost or
inactivated as a result of deletions.
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68. Söderlund, H., U. Pettersson, B. Vennström, L. Philipson, and M. B.
Mathews. 1976. A new species of virus-coded low molecular weight RNA
from cells infected with Ad2. Cell 7:585–593.

69. Svensson, C., and G. Akusjärvi. 1985. Adenovirus VA RNAI mediates a
translational stimulation which is not restricted to the viral mRNAs. EMBO
J. 4:957–964.

70. Svensson, C., and G. Akusjärvi. 1990. A novel effect of adenovirus VA RNAI
on cytoplasmic mRNA abundance. Virology 174:613–617.

71. Takafuji, E. T., J. C. Gaydos, R. G. Allen, and F. H. J. Top. 1979. Simulta-
neous administration of live, enteric-coated adenovirus types 4, 7 and 21
vaccines: safety and immunogenicity. J. Infect. Dis. 140:48–53.

72. Thimmappaya, B., N. Jones, and T. Shenk. 1979. A mutation which alters
initiation of transcription by RNA polymerase III on the Ad5 chromosome.
Cell 18:947–954.

73. Thimmappaya, B., C. Weinberger, R. J. Schneider, and T. Shenk. 1982.
Adenovirus VAI RNA is required for efficient translation of viral mRNAs at
late times after infection. Cell 31:543–551.
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