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Abgract : Entonopathogenic nematodes (ERN) is a new type of bio-pesdticide which has great potentia for control-
ling many inportant agricultura pests. The irfective juveniles (1Js) play an important role in its commercidization. A
full-length cDNA library from Usdf Steinernema feltiae (26 was condructed usng SMART techniques. The titer of pri-
mary cDNA library was 3. 7 x 10° du/ nl.. Sequencing and sequence smilarity searches were performed to analyze the
profile of expressed sequence tags (ESTS) . 386 qudified sequences were obtai ned from 450 clones ,the insert sze ranged
from0.3 - 3.0 kb. ESTs sequences dmilarity was conpared in non-redundancies database of GenBank. The results
showed that 4. 08 % ESTs had none honology and these which had high hormology included ribosomal protein trandation
elongation factor ,9gnal transduction gene ,metalolize enzyme and 9 on. Therdfore ,a cDNA library of Steinernema feltiae
@6 has been succesSully congructed. It provides basc irformetion for undersanding the mechani ams on formetion ,de-
velopment and perd gence of Us.
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Tab.1 The BLASTX result o part cDNA

%

Qubject id Potein name Durce ldenity
B87 g 3096951| emb| CAAOBEHA. 1 Heat sock protein 90 Bruga pahang )
B56L | 17507981| ref| NP-492485. 1] Heat Sock Protein farily member (hgr-70) Caerorhabdtis elegans 57
B574  g| AAOL4563.2) AFB1150-1 Hp0 Heterodera gycines 8
B53 g 156706] gb| AAA28298. 1| Heat shock protein 70 Dirdfilaria immitis 8
B82 g 2258416 gh| AACIBT%. 1| Dolichol morophogphate manme gynthase Caerorhaldtis briggsee 79
B47 g 17563948) ref| NP-504635. 1| GAdrulation Defective family member (gack1) Caerorhahdtis elegans 64
B | 71652374 ref| XP814845. 1| DNA repair protein RADSO0 Tperosime cz sran Q. Bre g
BB (| 6225752 9| FIOOLL|NDKAZXENLA  Nudeosice diphosphete kinese A2 (NDK A2) (NDP kirese A2) 23 ucleosce dpfogfete K- g7
B489  g| 6118375] gb| AAFO4101. 1| AF188206-1 lgGimmuroresctive zinc finger protein Srongyloides geraordis 69
B154 @] 49146530| ref| YP026090. 1| NADH dehydrogenase subunit 5 Seinernema campocgsee 52
B67 | 17554748| ref| NP-498774. 1 Rioomal Potein Large subunit family member (mpl-21) Caerorhabdtis elegans 66
B175 | 17554628| ref| NP-497772. 1 AMine oXidase family member (amx-1) Caerorhabdtis elegans 50
B105 g 15554330] gb] AAL02033. 1 Chloranpheniool acetyl tranderase Template plasmd pkD3 53
B259 | 17568359| ref| NP509939. 1 Fourteen Three- Three family member (ftt-2) Caerorhabdtis elegans %
B806 g 17508693| ref| NP-492384. 1| Ritoomd Potein, Srall suburit family member (ps15) Caerorhabtis elegans U
B7%5 | 71992922 ref| NPO01024752. 1] RAVIRFLike Peptice family member (flp-11) Caerorhebitis elegans &%
B520 | 17562738| ref| NP-504455. 1 Nuclear Hormone Receptor family member (nhr-47) Caerorhabdtis elegans 66
B821 | 49146525| ref| YP-026085. 1 Cytochrome ¢ oxidase subunit 111 Seinernema capocapsee &b
B80S | 17508217| ref| NP-490842. 1 SUMO (ubiquitin-related) romolog family member (smo-1) Caerorhabdtis elegans 8
B530 g 17555946 ref| NP-499447. 1| RSK-pSverty (RSKp70 kinase) tommlog family member (rsks1) Coerorhabtis dlegans 8
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