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Table3 Smilarity metrix of sequenced 16S rDNA
F3 5] F12 Fl14 F20 F21 27
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F3 100 %
R 99 % 100 %
F12 88 % 86 % 100 %
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RAL P ANALY SIS OF AOB-SPECIFIC 16SrDNA L IBRARY FROM RED
SOIL ENRICHMENT CU TURE

ZnangLina'® Cao Hu' Cu Zhongi'?' unBo® Li Dai® Li Shurpeng'
(1 Key Laboratory d Microbidogical Enginesring d Agricultural Environment, MQOA, Nanjing Agricultural University , Nanjing 210095, China)
(2 Irgtitute d Sail Sdence, Chinee Academy o Sciences, Nanjing 210008, China)
(3 Cdlege d Chemical Enginesring, Nanjing University d Sdience and Techndogy, Nanjing 210094, China)

Abgract Chenplitho-autotrophic amnonia-oxidizing bacteria are reponsble for the rate-limiting gep o nitrification in a
wide variety of environments, making theminportant in the goba cycling of nitrogen. Inorder to andyze the amnoniaoxidizing
bacteria population sructure in red il enrichment culture, a pair of AOB- gecific primerswas desgned , and total microbid ge-
rmomic DNA o enrichment culture was extracted by the direct method of PCR-anplification tenplate. An AOB- goecific 16S rDNA
clone library was subsequertly congructed. RALP andyssdf 16S rDNA was conducted usng enzymes (Hha and Rsa ) to
diges 16S rDNA from the library. The randonly selected 35 cloned fragments were findly dudered into 3 different phylotypes,
with the mog abundant phylotype accounting for 94 % o the selected 16S rDNA clones and the other two phylotypesfor 3 %, re-
gectively. Seven clones from 3 pherotypes were sequenced and the 16S rDNA sequences were conrpared with those from Gen-
Bank. Based on the Blag andyss, alot of Nitresomonas-like sequences were found in this library. The result shows that there
are amnoniaoxidizing bacteria in the red il and Nitrosomonas 9. is a dominant bacteriumin enrichment condition.

Key words Amnoniaoxidizing bacteria; 16S rDNA clom library ; Enrichment culture; RALP; Red soil



