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Abstract

We identified microorganisms causing skin disease in slaughtered chickens. Ten microbial strains were isolated
from skin wound regions on the back and legs of chickens. Fatty acid compesition analysis of the cell membranes
of isolated bacteria identified five isolates of Shigella somnei, Proteus mirabilis (2), and Escherichia coli (2). In
addition, 16S RNA sequencing indicated that & sonnei (99%), P. mirabilis (99%9), and E. coli (99%) were the
strains responsible for skin wounds in chickens. Therefore, these three species may be the major pathogenic bacteria
causing skin wounds on the back and legs of chickens.
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Table 1. The fatty acid composition of the cell membrane of the
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CAAAGUGGUAAGCGCCCUCCCGAAGGUUAAGCUACCUACUUCUUUUGCAACCCACUCCCA
UGGUGUGACGGGCGGUGUGUACAAGGCCCGGGAACGUAUUCACCGUGGCAUUCUGAUCCA
CGAUUACUAGCGAUUCCGACUUCAUGGAGUCGAGUUGCAGACUCCAAUCCGGACUACGAC
GCACUUUAUGAGGUCCGCUUGCUCUCGCGCGGUCGCUUCUCUUUGUAUGCGCCAUUGUAC
CACGUGUGUAGCCCUGGUCGUAAGGGCCAUGAUGACUUGACGUCAUCCCCACCUUCCUCC
AGUUUAUCACUGGCAGUCUCCUUUGAGUUCCCGGCCGGACCGCUGGCAACAAAGGCUAAG
GOGUUGCGCUCGUUGCGGGACUUAACCCAACAUUUCACAACACGAGCUGACGACAGCCAUG
CAGCACCUGUCUCACGGUUCCCGAAGGCACAUUCUCAUCUCUGAAAACUUCCGUGGAUGU
CAAGACCAGGUAAGGUUCUUCGCGUUGCAUCGAAUUAAACCACAUGCUCCACCGCUUGUG
CGGGCCCCCGUCAAUUCAUUUGAGUUUUAACCUUGCGGCCGUACUCCCCAGGCGGUCGAC
UUAACGCGUUAGCUCCGGAAGCCACGCCUCAAGGGCACAACCUCCAAGUCGACAUCGUUU
ACGGCGUGGACUACCAGGGUAUCUAAUCCUGUUUGCUCCCCACGCUUUCGCACCUGAGCG
UCAGUCUUCGUCCAGGGGGCCGCCUUCGCCACCGGUAUUCCUCCAGAUCUCUACGCAUUTU
CACCGCUACACCUGGAAUUCUACCCCCCUCUACGAGACUCAAGCUUGCCAGUAUCAGAUG
CAGUUCCCAGGUUGAGCCCGGGGAUUUCACAUCUGACUUAACAAACCGCCUGCGUGCGCU
UUACGCCCAGUAAUUCCGAUUAACGCUUGCACCCUCCGUAUUACCGCGGCUGCUGGCACG
GAGUUAGCCCGUGCUUCUUCUGCGGGUAACGUCAAUGAGCAAAGGUAUUAACUUUACUCC
CUUCCUCCCCGGUGAAAGUACUUUACAACCCGAAGGCCUUCUUCAUACACGCGGCAUGGC
UGCAUCAGGCUUGCGCCCAUUGUGCAAUAUUCCCCACUGCUGCCUCCCGUAGGAGUCUGG
ACCGUGUCUCAGUUCCAGUGUGGCUGGUCAUCCUCUCAGACCAGCUAGGGAUCGUCGCCU
AGGUGAGCCGUUACCCCACCUACUAGCUAAUCCCAUCUGGGCACAUCCGAUGGCAAGAGG
CCCGAAGGUCCCCCUCUUUGGUCUUGCGACAUUAUGCGGUAUUAGCUACCGUUUCCAGUA
GUUAUCCCCCUCCAUCAGGCAGUUUCCCAGACAUUACUCACCCGUCCGCCACUCGUCAGC
GAAACAGCAAGCUGUUUGGCUGCUACCGUUCGACU
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Fig. 1. BLAST search result of sample 1 corresponding to 165 rRNA gene of Shigella sonnei.
Sequence of 16S tRNA. of Shigella sonnei is wnderlined.




304 A FAZTEESA 7R A2E (2010)
1 UGGUAAGCGCCCUCCCGAAGGUUAAGCUACCUACUUCUUUUGCAACCCACUCCCAUGGUG 60
6l UGACGGGCGGUGUGUACAAGGCCCGGGAACGUAUUCACCGUAGCAUUCUGAUCUACGAUU 120
121 ACUAGCGAUUCCGACUUCAUGGAGUCGAGUUGCAGACUCCAAUCCGGACUACGACAGACU 180
181 DUAUGAGUUCCGCUUGCUCUCGCGAGGUCGCUUCUCUUUGUAUCUGCCAUUGUAGCACGU 240
241 GUGUAGCCCUACUCGUAAGGGCCAUGAUGACUUGACGUCAUCCCCACCUUCCUCCGGUUU 3w
301 AUCACCGGCAGUCUCCUUUGAGUUCCCACCAUTACGUGCUGGCAACAAAGGAUAAGGGUU 380
%1 GCGCUCGUUGCGGGACUUAACCCAACAUUUCACAACACGAGCUGACGACAGCCAUGCAGC 420
421 ACCUGUCUCAGCGUUCCCGAAGGCACUCCUCUAUCUCUAAAGGAUUCGCUGGAUGUCAAG 48
481 AGUAGGUAAGGUUCUUCGCGUUGCAUCGAAUUAAACCACAUGCUCCACCGCUUGUGCGGG 540
541 CCCCCGUCAAUUCAUUUGAGUUUUAACCUUGCGGCCGUACUCCCCAGGCGGUCGAUUUAA 60
601 CGCGUUAGCUCCAGAAGCCACGGUUCAAGACCACAACCUCUAAAUCGACAUCGUUUACAG oD
661 CGUGGACUACCAGGGUAUCUAAUCCUGUUUGCUCCCCACGCUUUCGCACCUGAGCGUCAG 720
721 UCUUUGUCCAGGGGGCCGCCUUCGCCACCGGUAUUCCUCCACAUCUCUACGCAUUUCACC 780
781 GCUACACAUGGAAUUCUACCCCCCUCUACAAGACUCUAGCCAACCAGUUUCAGAUGCAAU 840
841 UCCCAAGUUAAGCUCGGGGCUUUCACAUCUGACUUAAUUGACCGCCUGCGUGCGCUUUALC 90
%01 GCCCAGUAAUUCCGAUUAACGCUUGCACCCUCCGUAUUACCGCGGCUGCUGGCACGGAGU 90
%! UAGCCGGUGCUUCUUCUGCGGGUAACGUCAAUUGAUAAGGGUAUUAACCUUAUCACCUUC 1020
121 CUCCCCGCUGAAAGUACUUUACAACCCUAAGGCCUUCUUCAUACACGCGGCAUGGCUGCA 1080
1081 UCAGGCUUGCGCCCAUUGUGCAAUAUUCCCCACUGCUGCCUCCCGUAGGAGUCUGGGCCG 1140
141 UGUCUCAGUCCCAGUGUGGCUGAUCAUCCUCUCAGACCAGCUAGAGAUCGUCGCCUAGGU 1200
1200 GAGCCUUUACCCCACCUACUAGCUAAUCCCAUAUGGGUUCAUCCGAUAGUGCAAGGUCCG 1260
1261 AAGAGCCCCUGCUUUGGUCCGUAGACAUUAUGCGGUAUUAGCCACCGUUUCCAGUAGUUA 1320
1321 UCCCCCUCUAUCGGGCAGAUCCCCAUACAUUACUCACCCGUCCGCCGCUCGUCAGCAAGA 13%0

1381 AAGCAAGCUUUCUCCUGUUACCGCUCGACUUGCAUGU 1410

Fig. 2. BLAST search result of sample 2 corresponding to 16S rRNA gene of Profeus mirabilis.

Sequence of 16S tRNA of Proteus mirabilis is underlined,
8 AAGUGGUAAGCGCCCUCCCGAAGGUUAAGCUACCUACUUCUUUUGCAACCCACUCCCAUG 67
68 GUGUGACGGGCGGUGUGUACAAGGCCCGGGAACGUAUUCACCGUGGCAUUCUGAUCCACG 17
122 AUUACUAGCGAUUCCGACUUCAUGGAGUCGAGUUGCAGACUCCAAUCCGGACUACGACGC 187
18 ACUUUAUGAGGUCCGCUUGCUCUCGCGAGGUCGCUUCUCUUUGUAUGCGCCAUUGUAGCA W7
43 CGUGUGUAGCCCUGGUCGUAAGGGCCAUGAUGACUUGACGUCAUCCCCACCUUCCUCCAG 37
38 UUUAUCACUGGCAGUCUCCUUUGAGUUCCCGGCCGGACCGCUGGCAACAAAGGAUAAGGG 367
38 UUGCGCUCGUUGCGGGACUUAACCCAACAUUUCACAACACGAGCUGACGACAGCCAUGCA 427
428 GCACCUGUCUCACGGUUCCCGAAGGCACCUUCUCAUCUCUGGAAAGUUCCGUGGAUGUCA 487
488 AGACCAGGUAAGGUUCUUCGCGUUGCAUCGAAUUAAACCACAUGCUCCACCGGUUGUGCG 547
548 GGGCCCCCGUCAAUUCAUUUGAGUUUUAACCCUGCGGCCGUACUCCCCAGGCGGUCGACU 607
608 UAACGCGUUAGCUCCCGGAAGCCACGCCUCAAGGGCACAACCUCCAAGUCGACAUCGUUU 667
668 ACGGCGUGGACUACCAGGGUAUCUAAUCCUGUUUGCUCCCCACGCUUUCGCACCUGAGCG 77
78 UCAGUCUUCGUCCAGGGGGCCGCCUUCGCCACCGGUAVUUCCUCCAGAUCUCUACGCAUUY 787
78 CACCGCUACACCUGGAAUUCUACCCCCCUCUACGAGACUCAAGCUUGCCAGUAUCAGAUG &7
848 CAGUUCCCAGGUUGAGCCCGGGGAUUUCACAUCUGACUUAACAAACCGCCUGCGUGCGCU %7
%8 UUACGCCCAGUAAUUCCGAUUAACGCUUGCACCCUCCGUAUUACCGCGGCUGCUGGCACG 967
968 GAGUUAGCCCGGUGCUUCUUCUGCGGGUAACGUCAAUGAGCAAAGGUAUUAACUUUACUC 1027
1028 CCUUCCUCCCCGCUGAAAGUACUUUACAACCCGAAGGCCUUCUUCAUACACGCGGCAUGG 1087
1088 CUGCAUCAGGCUUGCGCCCAUUGUGCAAUAUUCCCCACUGCUGCCUCCCGUAGGAGUCUG 1147
1148 GACCGUGUCUCAGUUCCAGUGUGGCUGGUCAUCCUCUCAGACCAGCUAGGGAUCGUCGCC 1w
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UAGGUGAGCCGUUACCCCACCAACAAGCUAAUCCCAUCUGGGCACAUCCGAUGGCAAGAG
GCCCGAAGGUCCCCCUCUUUGGUCUUGCGACGUUAUGCGGUAUUAGCUACCGUUUCCAGU
AGUUAUCCCCCUCCAUCAGGCAGUUUCCCAGACAUUACUCACCCGUCCGCCACUCGUCAG
CGAAGAAGCAAGCUGUUUGCCUGUUACCGUUCGACUUGCAUGUGU
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Fig. 3. BLAST search result of sample 3 corresponding to 16S rRNA gene of Escherichia coli.
Sequence of 165 tRNA of Escherichia coli is underlined.




A% AFRAAA L8 vgEe] 4 305
1 UGGUAAGCGCCCUCCCGAAGGUUAAGCUACCUACUUCUUUUGCAACCCACUCCCAUGGUG
6l UGACGGGCGGUGUGUACAAGGCCCGGGAACGUAUUCACCGUAGCAUUCUGAUCUACGAUU 120
12 ACUAGCGAUUCCGACUUCAUGGAGUCGAGUUGCAGACUCCAAUCCGGACUACGACAGACU 10
181 UUAUGAGUUCCGCUUGCUCUCGCGAGGUCGCUUCUCUUUGUAUCUGCCAUUGUAGCACGU 240
241 GUGUAGCCCUACUCGUAAGGGCCAUGAUGACUUGACGUCAUCCCCACCUUCCUCCGGUUU 300
301 AUCACCGGCAGUCUCCUUUGAGUUCCCACCAUUACGUGCUGGCAACAAAGGAUAAGGGUU 360
361 GCGCUCGUUGCGGGACUUAACCCAACAUUUCACAACACGAGCUGACGACAGCCAUGCAGC 40
421 ACCUGUCUCAGCGUUCCCGAAGGCACUCCUCUAUCUCUAAAGGAUUCGCUGGAUGUCAAG 430
481 AGUAGGUAAGGUUCUUCGCGUUGCAUCGAAUUAAACCACAUGCUCCACCGCUUGUGCGGG 340
540 CCCCCGUCAAUUCAUUUGAGUUUUAACCUUGCGGCCGUACUCCCCAGGCGGUCGAUUUAA 6K
601l CGCGUUAGCUCCAGAAGCCACGGUUCAAGACCACAACCUCUAAAUCGACAUCGUUUACAG 660
66l CGUGGACUACCAGGGUAUCUAAUCCUGUUUGCUCCCCACGCUUUCGCACCUGAGCGUCAG 720
721 UCUUUGUCCAGGGGGCCGCCUUCGCCACCGGUAUUCCUCCACAUCUCUACGCAUUUCACC 780
781 GCUACACAUGGAAUUCUACCCCCCUCUACAAGACUCUAGCCAACCAGUUUCAGAUGCAAU B840
841 UCCCAAGUUAAGCUCGGGGCUUUCACAUCUGACUUAAUUGACCGCCUGCGUGCGCUUUAC 90
901 GCCCAGUAAUUCCGAUUAACGCUUGCACCCUCCGUAUUACCGCGGCUGCUGGCACGGAGU %0
9%l UAGCCGGUGCUUCUUCUGCGGGUAACGUCAAUUGAUAAGGGUAUUAACCUUAUCACCUUC 1020
121 CUCCCCGCUGAAAGUACUUUACAACCCUAAGGCCUUCUUCAUACACGCGGCAUGGCUGCA 1080
1081 UCAGGCUUGCGCCCAUUGUGCAAUAUUCCCCACUGCUGCCUCCCGUAGGAGUCUGGGCCG 1140
1141 UGUCUCAGUCCCAGUGUGGCUGAUCAUCCUCUCAGACCAGCUAGAGAUCGUCGCCUAGGU 1200
1200l GAGCCUUUACCCCACCUACUAGCUAAUCCCAUAUGGGUUCAUCCGAUAGUGCAAGGUCCG 1260
1260 AAGAGCCCCUGCUUUGGUCCGUAGACAUUAUGCGGUAUUAGCCACCGUUUCCAGUAGUUA 1320
1321 UCCCCCUCUAUCGGGCAGAUCCCCAUACAUUACUCACCCGUCCGCCGCUCGUCAGCAAGA 1380
1381 AAGCAAGCUUUCUCCUGUUACCGCUCGACUUGCAUGU 1410
Fig. 4. BLAST search result of sample 4 corresponding to 165 rRNA gene of Profeus spp.
Sequence of 16S tRNA of Proteus spp is underlined,
1 CGCCCUCCCGAAGGUUAAGCUACCUACUUCUUUUGCAACCCACUCCCAUGGUGUGACGGG 60
6l CGGUGUGUACAAGGCCCGGGAACGUAUUCACCGUGGCAUUCUGAUCCACGAUUACUAGCG 120
12 AUUCCGACUUCAUGGAGUCGAGUUGCAGACUCCAAUCCGGACUACGACGCACUUUAUGAG 180
188 GUCCGCUUGCUCUCGCGAGGUCGCUUCUCUUUGUAUGCGCCAUUGUAGCACGUGUGUAGC 240
241 CCUGGUCGUAAGGGCCAUGAUGACUUGACGUCAUCCCCACCUUCCUCCAGUUUAUCACUG 3
30 GCAGUCUCCUUUGAGUUCCCGGCCGGACCGCUGGCAACAAAGGAUAAGGGUUGCGCUCGU 30
36! UGCGGGACUUAACCCAACAUUUCACAACACGAGCUGACGACAGCCAUGCAGCACCUGUCU 40
421 CACAGUUCCCGAAGGCACC---CCAUCUCUGGAAAGUUCUGUGGAUGUCAAGACCAGGUA 480
481 AGGUUCUUCGCGUUGCAUCGAAUUAAACCACCAUGCUCCACCGCUUGUGCGGGCCCCCGU 50
541 CAAUUCAUUUGAGUUUUAACCUUGCGGCCGUACUCCCCAGGCGGUCGACUUAACGCGUUA 600
601 GCUCCGGAAGCCACGCCUCAAGGGCACAACCUCCAAGUCGACAUCGUUUACGGCGUGGAC 60
661 UACCAGGGUAUCUAAUCCUGUUUGCUCCCCACGCUUUCGCACCUGAGCGUCAGUCUUCGU 70
721 CCAGGGGGCCGCCUUCGCCACCGGUAUUCCUCCAGAUCUCUACGCAUUUCACCGCUACAC 80
781 CUGGAAUUCUACCCCCCUCUACGAGACUCAAGCUUGCCAGUAUCAGAUGCAGUUCCCAGG 840
841 UUGAGCCCGGGGAUUUCACAUCUGACUUAACAAACCGCCUGCGUGCGCUUUACGCCCAGU %0
%! AAUUCCGAUUAACGCUUGCACCCUCCGUAUUACCGCGGCUGCUGGCACGGAGUUAGCCGG 9%0
%! UGCUUCUUCUGCGGGUAACGUCAAUGAGCAAAGGUAUUAACUUUACUCCCUUCCUCCCCG 1020
121 CUGAAAGUACUUUACAACCCGAAGGCCUUCUUCAUACACGCGGCAUGGCUGCAUCAGGCU 1080
1081 UGCGCCCAUUGUGCAAUAUUCCCCACUGCUGCCUCCCGUAGGAGUCUGGACCGUGUCUCA 1140
1141 GUUCCAGUGUGGCUGGUCAUCCUCUCAGACCAGCUAGGGAUCGUCGCCUAGGUGAGCCGU 1m
1200 UACCCCACC-AC-AGCUAAUCCCAUCUGGGCACAUCCGAUGGCAAGAGGCCCGAAGGUCC 1260
1261 CCCUCUUUGGUCUUGCGACGUUAUGCGGUAUUAGCUACCGUUUCCAGUAGUUAUCCCCCU 130
1321 CCAUCAGGCAGUUUCCCAGACAUUACUCACCCGUCCGCCACUCGUCAGCAAAG AGCAAG 130
1381 CUUCUU-GCUG--ACCGUUCGACUUGCAUG 1410

Fig. 5. BLAST search result of sample 5 corresponding to 165 rRNA gene of Escherichia coli.

Sequence

of 168 tRNA of Escherichia coli is underlined.
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