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Complete nucleotide sequence of the 24S subgenomic RNA of the vaccine strain rubella virus RA27/3
was determined. The total number of amino acids which code for the capsid, E2 and El proteins is the
same as in the wild type virus (1-4). Comparison between the structural proteins of the vaccine strain
and the wild strain rubella virus revealed that after attenuation, thirty-one amino acids have changed
in the vaccine strain of which twelve each are in the capsid and El and seven are in the E2 protein. In
contract, only five amino acids have changed in another vaccine strain of rubella virus HPV77 (5). The
higher degree of change in RA27/3 strain might have resulted in this strain being a safer and more
effective vaccine than HPV77 strain.
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CAGCAGT CCCGGTGGGGCCT CGGGAGCCCGAAT TGCCAT GGCCCCGAT TGGGCCTCCCCGGT T TGCCAACGCCAT TCCCCT GACTGCT CGCGGC T TGT GGGGG TCACGCCAGAGCGT CCC 2710

R L R L V D A D D P L L R T A P G P G E V W V T P V G S 0 A R K C G L A R A 875
CGGCT GCGCC TGGTCGACGCCGACGACCCCCTGCT GCGCACTGCCCCT GGGCCCGGCGAGGT GTGGGTCACGCCTGTCATAGGCT CTCAGGCGCGCAAGT GCGGACTCCACATACGCGC T 2830

G P Y G A A T V E M P E W H A H S T S D P A H P P G P L R L K F K T V R P V A 915

GGACCGTACGGCCATGC TACCGT CGAAAT GCCCGAG TGGATCCACGCCCAC TCTACCAGCGACCCCTGGCACCCACCGGGCCCC T TGCGGTT GAAG T TCAAGACAG T TCGCCCGG TGGCC 295 0

L P R A L A P P R N V R V T G C Y 0 C G T P A L V E G L A P G G G N C H L T V N 955

CTGCCACGCGCGT TAGCGCCACCCCGCAATGTGCGT GT GACCGGGT GCT ACCAGTGCGGTACCCCCGCGCTGGTGGAAGGCCT TGCCCCGGGGGGAGGGAA T TGCCATCTCACCGT CAAT 3070
* 0 0

G E 0 V G A P P P 0 K V T A A L L N T P P P Y 0 V S C 0 G E S 0 R A S A R V 995

GGCGAGGAT GT CGGCGCCT TCCCCCCTGGGAAGT TCGT CACCGCCGCCCT CCT CAACACT CCCCCGCCCTACCAAGT CAGCT GCGGGGGCGAGAGCGAT CGCGCGAGCGCGCGGGT CA TT 3190

D P A A 0 S F T G V V Y G T H T T A V S E T R 0 T W A E W A A A H W W 0 L T L G 1035

GACCCCGCCGCGCAATCGTTTACCGGCGTGGTGTATGGCACACACACCACTGCTGTGTCGGAGACCCGGCAGACCTGGGCGGAGTGGGCTGCTGCCCA TTGGTGGCAGCTCACTCT0GGGC 3310

A C A L L L A G L L A C C A K C L Y Y L R G A A P R 1063

GCCAT TTGCGCCCTCCTACT TGCT GGCT TACTCGCT TGCTGT GCCAAAT GC TTGTACTACT TGCGCGGCGCTATAGCGCCGCG"AGGGCCCCCGCGCGAAACCCGCAtEA3;CCAC T 3430

AGATTCCCGCACCTGTTGCTGCATAG - Poly(A) 3456

Fig 1. Signal sequences are underlined. The palindromic sequences at the 5' -end and 3' -end of
24SmRNA are shown by a thick underline. Glycosylation sites are shown by (A). Amino acids different
from the wild type strain (Therien) are shown by (e) and different from the vaccine strain (HPV77) are
shown by (a).
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