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[Abstract] Objective To detect the molecular characteristics of Clustered Regularly
Interspaced Short Palindromic Repeat (CRISPR) in Shigella—and to-analyze the distribution of
CRISPR related to the time of isolation. Methods Of the 52 Shigella strains, 41 were isolated from
Henan, 6 from Jiangxi and 5 isolated from Beijing. Both CRISPR locus of S1, S2, S3 and S4 in
Shigella were detected by polymerase chain reaction {PCR). The PCR products were sequenced and
compared. Results The positive rates'of CRISPRocus in Shigella were 33.69%(S1) , 50.00%(S2) ,
82.69%(S3) and 73.08%(S4) , respectively. Two subtypes were-discovered in'S1.and S3 locus. Three
subtypes were discovered in S2 ‘locus. Four different-subtypes, were discovered in S4 locus. The
isolates from Henan strains were divided into two-groups by the time of isolation. Distributions of S1
were different, before or after 2004, on Shigella. S1 could not be detected after 2004. There were no
statistical differences of S2, S3 and S4 in two groups. Conclusion Different CRISPR subtypes or
Shigella were discovered. A significant correlation was noticed between the CRISPR S1 related to the
time of isolation but not between S2,S3 or S4 on the time of isolation.

[Key words] Shigella; Clustered Regularly Interspaced Short Palindromic Repeat; Molecular
epidemiology
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S1 ATTAGTCGGCGTAAGAAAGA GAACAGCGTGATTATGGATG 609 56
S2 TTGTYAGGTAGGTTGGTGAAG GCGAAGAGAAAGAACGAGTA 722 56
S3 ATCTCTGCTAACACCAACTAC CTACGACCCTGAATGGAATC 715 56
S4 AGCGACTAACTGGAATCTTG CAATCTGGCTACTGGAAGTG 711 56
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CRISPR
BHRITH bp TR AN bp
S1-1 ATGCTGGCGCATCTTATCCAGCCTACGGTT .40 ECGGGTTGGATAAGGCGTTTATGCCGCATCCGACAGCTATCGCCGGAT 50
GCTCTCCAGC GCG
S1-2 ATGCTGGCGCATCTTATCCAGCCTACGGTT 37 "GGCCGGGTTGGATAAGGCGTTGATGCCGCATCCGACAGCTATCGCCG 53
GCTCTCC GATGCG
S2-1 GTTCACTGCCGTACAGGCAGCTTAAAAAT. 29 1.CGACGGGGTGCGGTAAAACCTTTGCGAACGC 31
2. TCACAGGTAACATACTCCACCCGCCCACCAT
S2-2  CTGCCGTACAGGCGGCTTAAAAAT 24 1. CGACGGGCTGCGGAAAAACCTTTGCGAACGCGTTCA 36
2. TCACAGGTAACATACTCCACCCGCCCACCATGTTCA
S2-3  AGTTCACTGCCGTACAGGCAGCT 23) TAAAAATTGCCGCGGATCCTGTCTGCCAATAATGACA 37
$3-1 TTTGTAGGCCTGATAAGACGCGCCAGCTC 39 TCCGGGTGCCGGATGECAGCGTGAACGECTTATCCGGCCTACGGCTCG 49
GCATCAGGC GA
GGAAGGCTGAAAAAAACCCCCCACCTCCCATCCAGGTCCGGGAGGC
S3-2  GAACGCCTTATCCGGCCTACGGCTCGGATT .30 GGATGCAACGG 57
S4-1 CGGTTTATCCCCGCTGGCGCGGGGAAC 27 1. TCTAAGTGATATCCATCATCGCATCCAGTGCGCC 34

S4-2-1 CGGTTTATCCCCGCTGGCGCGGGGAACAC 29

S4-2-2 CGGTTTATCCCCGCTGGCGCGGGGAACAC 29

S4-2-3 CGGTTTATCCCCGCTGGCGCGGGGAACAC 29

2. TCTTACTGCTTGGTATGCGGAATCACACCCTGAA
1. TTACTGCTTGGTATGCGGAATCACACCCTGAA
2. TGTACGCGGCGAGTTTTAGCGACAGGTCATCC
3. GGGGCGATCAATTGAGCCGTACTTTTCTGAAA
1. TTACTGCTTGGTATGCGGAATCACACCCTGAA
2.CCTGACGCGCCGCAGTATTTATCTGCTCTGGC

3. GGGTGCGTGTGGCTGCCAGTGCCGGAGAACGG
1. AAAACCAAACTTCTCCATAAATTCCATAGCCG

2. GAGTCTATCAGCGACACTACCGGCAATAGCGA
3. CTATAGCGCCACGTTCCGAGCGCTGCGAGCTG
4. GCATCCATGCCGACGCCTTTACGTGTGCGGGG
5. GCGCGAATTTGTGCGCATGGGGCGCATTTTTGG
6. ACGATGGCGATGCGTGAGAAAGGGGGTCGATA
7. AGTTCGCTGAGTAGCCTTTTTTCTGTGCCTAA

8. GAGGTGGCAATACGCGTAGATCATTTGGTCGT
9. CAAAATATTACGAGCTTCGTCAGGCCATGGAC

32

32

32/33
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