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The nucleotide sequence of human (Wa) rotavirus genome segment 9, which encodes the serotype-specific
antigen VP7, has been determined. Comparison of the deduced amino acid sequence of Wa VP7 protein to the
sequences of simian SA11 and UK bovine VP7 proteins shows that the majority of the amino acid differences
are clustered between amino acid residues 37 through 49, 65 through 75, 87 through 105, 122 through 126, 146
through 149, 178 through 181, and 208 through 242. A hydrophilicity profile of the three proteins reveals
correlations between hydrophilic peaks, potentially antigenic determinants, and certain clusters of amino acid

changes.

Rotaviruses are an important cause of acute gastroenteri-
tis in the young of humans and other mammals (7, 8) and
possess a genome of 11 distinct double-stranded RNA seg-
ments enclosed within a double-layered protein capsid (re-
viewed in references 7 and 8). In infected cells the double-
stranded RNA segments are transcribed into mRNAs by a
virion:associated RNA-dependent RNA polymerase (3).
These mRNAs also act as templates for a putative viral
replicase. The major component of the outer shell is the
glycoprotein VP7, encoded by either genome segment 8 (UK
bovine rotavirus; 15) or 9 (human Wa and simian SAll
rotaviruses; 2, 12). VP7 elicits neutralizing antibodies that
have been used to distinguish at least four human, two
bovine, and three avian rotavirus serotypes (7). Wa rotavirus
is representative of human serotype 1 (18).

To investigate the basis for antigenic variation be'f‘ween
rotavirus serotypes and to help identify important antigenic
determinants, we have sequenced Wa rotavirus genome
segment 9 and compared it and its deduced amino acid
sequence with the cognate sequences of simian SA1l rota-
virus (2; equivalent to human serotype 3 [17]) and UK
bovine rotavirus (5). : .

Cloned cDNA copies of the Wa double-strandéd RNA
genome wete obtained as previously described (11), and the
nucleotide sequence of genome segment 9 was dégérmined
by the chemical sequencing method of Maxam add Gilbert
(14). .

Segment 9 is 1062 nucleotides long with two in-phase
AUG triplets at residues 49 through 51 and 136 thtbugh 138
and a single terminator at residues 1,027 through 1,(_)29 {Fig.
1). Segment 9 thus encodes a protein of either 297 or 326
amino acids, depending on which of these AUGs initiates
protein synthesis. The Wa 9 sequence, like all rotavirus
segments sequenced to date, is A+T rich (67%).

Nucledtide sequence homology among the three serotypes
is approximately 75%, with the two potential initiators of
protein synthesis and the single terminator located at identi-
cal positions in all three sequences (Fig. 1). Like SA11 and
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UK bovine mRNAs, the first potential initiation codon
(residues 49 through S51) in Wa segment 9 mRNA has the
sequence TXXAUGT, regarded as a weak initiator of pro-
tein synthesis in eucaryotic systems (13). The second AUG-
coding triplet (residues 136 through 138) in all three viruses
has the consensus sequence AXXAUGG, characteristic of a
strong initiator. It is not yet known whether protein synthe-
sis initiation occurs at one or Both AUG codons. Although
the flanking nucleotides at the second AUG and features of
the second putative signal peptide (see below) suggest this
AUG as the initiator of protein synthesis, conflicting results
have been obtained by sodium dodecyl sulfate-polyacryl-
amide gel analysis of viral polypeptides synthesized either in
vitro or in the presence of tunicamycin (6, 15). Thus,
comparative studies on the migration of the non-glycosylat-
ed precursor to VP7 and the 317 amino acid long productts {as
deduced from nucleotide sequence data; 1, 4) of genome
segments 7 (UK) and 8 (SAIE), implicated both the first (for
SA11) and the second (for UK) AUGs as potential initiators.
The possible effect of hydrbphobicity on the migration of
VP7 could be a further complicating factor (10). Protein
sequence data on the in viyb;synthesized precursor to VP7
will be required to resolve this issue. :

Amino acid sequence homology among the type-specific
antigens of the three serot$bes is 82% (Fig. 2). Most of the
changes are conservativE, thvolving the exchange of amino
acids with similar physiochemical properties. All three virs-
es have a potential glycosylation site (Asn-X-Thr) at amino
acid residues 69 through 71. In addition, there is a second
site at residues 238 through 240 for both Wa and UK bovine
rotaviruses, and a third (Asn-X-Ser) is present, only in UK
bovine rotavirus at residues 318 through 320. There are two
distinct hydrophobic regions near the N termini of all three
proteins (Fig. 3), one following each of the two possible
AUG initiators. Both are theoretically capable of acting as
signal peptides, with the second (between residues 30 and
50) perhaps more exactly fulfilling the consensus require-
ments of a signal peptide (16), i.e., amino acid content,
length, appropriately positioned arginine residues, and great-
er B turn potential at the possible cleavage site.
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FIG. 1. Nucleotide sequence of segment 9 from Wa rotavirus. A cloned cDNA copy of gene segment 9 was used for sequence
determination. Both strands were sequenced. The DNA Sequence of the sense strand is shown 5’ to 3'. Underlined bases indicate the
positions of the two possible initiators and the single terminator. For comparison, the base changes found in the homologous segment from
SA1ll and UK bovine rotaviruses are shown.
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FIG. 3. Hydrophilicity piots on the serotype-specific proteins from Wa, SA1l, and UK bovine rotaviruses. The plots were generated by
computer by using the parameters of Hopp and Woods (9). The bars denote regions of interest mentioned in the text.
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quence for all three proteins, which suggests that this region
by itself could not be the basis for anitgenic differences
between rotavirus serotypes.

The data obtained in this comparative study may help
identify significant antigenic determinants on the serotype-
specific antigen of rotaviruses. The antigenicity of synthetic
peptides corresponding to those variable regions associated
with hydrophilic peaks is now under investigation.
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