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Table 1 The genome sequences associated with SARS-CoV from NCBI(up to 2003-05-28)
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Place Accession No. Name (length)
China,main land AY297028 SARS coronavirus ZJ01,complete genome (29715 bp)
AY278488 SARS coronavirus BJO1,complete genome (29725 bp)
AY279354 SARS coronavirus BJ04,partial genome
AY 278490 SARS coronavirus BJ03,partial genome
AY278487 SARS coronavirus BJ02,partial genome
AY278489 SARS coronavirus GZ01,partial genome
China,Hong Kong AY278554 SARS coronavirus CUHK-W1.complete genome (29736 bp)
AY 282752 SARS coronavirus CUHK-Sul0,complete genome (29736 bp)
AY278491 SARS coronavirus HKU-39849,complete genome (29742 bp)
AY268070 SARS coronavirus Hong Kong/03/2003 RNA-directed RNA polymerase gene,complete
China, Tai Wan AY 286402 SARS coronavirus Taiwan JC-2003 RNA-directed RNA polymerase (pol) gene,partial cds
AY291451 SARS coronavirus TW1,complete genome (29729 bp)
AY268049 SARS coronavirus Taiwan RNA-directed RNA polymerase (pol) gene,partial cds
Singapore AY 283798 SARS coronavirus isolate SIN2774,complete genome (29711 bp)
AY 283797 SARS coronavirus isolate SIN2748,complete genome (29706 bp)
AY283796 SARS coronavirus isolate SIN2679,complete genome (29711 bp)
AY283795 SARS coronavirus isolate SIN2677,complete genome (29705 bp)
AY293794 SARS coronavirus isolate SIN2500,complete genome (29711 bp)
Canada NC—004718 SARS coronavirus ,complete genome (29751 bp)
AY274119 SARS coronavirus TOR2,complete genome (29751 bp)
AY271716 SARS coronavirus Tor2 RNA polymerase 1b mRNA, partial cds
America AY278741 SARS coronavirus Urbani.complete genome (29727 bp)
Vietnam AY269391 SARS coronavirus Vietnam strain 200300592 polymerase gene,partial cds
2 SARS-CoV 8]
Table 2 Pairwise identities of SARS-CoV proteins with other known coronaviruses'®
Pairwise amino acid identity (percent)
Groups Virus
3CLPRO POL HEL S E M N
1 HCoV-229E 40. 1 58.8 59.7 23.9 22.7 28.8 23.0
PEDV 44. 4 59.5 61.7 21.7 17.6 31. 8 22.6
TGEV 44. 0 59.4 61.2 20. 6 22.4 30. 0 25.6
2 BCoV 48. 8 66. 3 68. 3 27.1 20.0 39.7 31.9
MHV 49. 2 66.5 67.3 26.5 21.1 39.0 33.0
3 IBV 41. 3 62.5 58.6 21.8 18.4 27.2 24.0
HCoV-229E ;human coronavirus 229E ( ),af304460; PEDV ;porcine epidemic diarrhea virus ( s
af35351; TGEV :transmissible gastroenteritis virus ( ),aj271965; BcoV : bovine coronavirus ( )y
af220295; MHV ;murine hepatitis virus ( ),af201929; IBV :infectious bronchitis virus ( ).m95169;
3CLPRO: 3 chymotrypsin-like proteinase (3CL ); POL:RNA-dependent RNA polymerase (RNA RNA )3
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(http: // cmbi. bjmu. edu. cn/cmbidata/sars/)

, 3o , [8~11]
3 SARS-CoV
Table 3 Main analysis software to SARS-CoV
Software Main function On-line service or download website
Clustal W general  purpose multiple sequence http:// www. ebi. ac. uk/clustalw
alignment program for DNA or proteins
Phylip a free package of programs for inferring http: //evolution. genetics. washington. edu/phylip. html
phylogenies
PredictProtein an online service for sequence analysis,  http: / www. cbi. pku. edu. cn/predictprotein/
and structure prediction
Signal P an online service for prediction of signal  http: //genome. cbs. dtu. dk/services/SignalP
peptides of proteins http: // genome. cbs. dtu. dk/services/SignalP/mailserver. html
TMPRED a  transmembrane  helix  prediction  http: / www. ch. embnet. org/software/TMPRED—form. html
program based on the statistical analysis
of Tmbase databank.
TMHMM a membrane protein topology prediction  http: /www. cbs. dtu. dk/services/TMHMM/
method which is based on a hidden
markov model
DNAStar a powerful program for most of sequence  http: / www. Imbe. seu. edu. cn/SARS/
analysis
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