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Analysis of biological properties of breeding streptococcul infection disease
resistance flounder
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We analyzed disease resistance trait and developed the physical map of flounder.
The streptococcul infection disease resistant flounder increased monocyte and granulocyte dramatically
after infection. One the other side, the native immunity system of streptococcul infection sensitive
flounder did not respond against streptococcul infection. We detected TRL21 and NKEF genes in the region
of linkage group 10 contributed to streptococcul infection disease resistance trail by detailing flounder
physical map. And, we analyzed the sequences of TRL21 and NKEF genomic genes of the resistance, sensitive
and famed flounder. We found single nucleotide polymorphism in regulatory site of TRL21 gene of
resistance flounder and deletion between ninth exon and intron of TRL21 in sensitive flounder.
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#vaueuniq | S-before| S-after |R-before| R-after Gene Name

AY 997530 | 6860 4821 6225 17616 |MHC class |l A antigen

AF216646 |5075 4181 4429 9816 interleukin-8 (IL-8)

AJBA3878 4334 4189 4207 8817 complement component 1 g subcomponent
gamma polypeptide

AB081752| 2287 2411 2406 3483 interleukin-1b(IL-1b)

AB(Q70835 | 1323 1308 1323 2606 CD40

DQ009987 1191 1193 854 1826 natural killer enhancing factor (NKEF)

AB247498 | 726 746 685 1338 caspase 10

DQ884914 | 180 188 158 379 interleukin-6 (IL-6)
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GU191336 | 61 63 141 258 toll-like receptore2 (Toll-2)

AB080947 | 41 29 28 118 tumor necrosis factor(TNF)

EU024928 10 2 14 137 creatine kinase 1

AB375266 | 105 87 89 185 Par o1

AJ298327 |23 17 9 56 cathepsin F

AY277950 |10 3 6 48 carboxypeptidase A2

AB081557 |0 0 2 19 T cell receptor delta chain
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