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In Silicon Cloning of TFL76 A Novel Human Gene Encoding a Zinc Finger Protein
LI Hui LI Yi- ping CI Hong - liang
Biomedical Research Institute of Beijing Normal University Beijing 100875 PRC

Abstract Objective In silicon cloning of novel human genes based on the principal that orthologue genes have the alike function. Methods The
novel human gene TFL76 by virtue of orthologue gene cloning based on the gene — finding software Genescan and the EST assembly tools then
take use of the bioinformatical databases and softwares to analyze and predict its function. Results the cDNA length of TFL76 is 2268b long and a
single open reading frame encoding 677 amino acid residues with calculated molecular mass of 76kDa. Analysis of the genome sequence revealed
the presence of 4 introns interrupting the coding region. It has many potential protein kinase phosphorylation sites and a nucleus localization signal
together with a DNA binding activity conferred by 12 G H, zinc fingers. TFL76 is mapped to the chromosome of 19q13.4 a region associated with
the stomach cancer the bladder cancer and the breast cancer. Conclusion TFL76 may be a nuclear transcription factor which might have roles in
human cancer.
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1 actgtttaaa atggoagcat asagtoctttg gatcccatca ATGGCGGCET GCAGGTCONG AGCCCTGOCA CGOGGGGAGE CAGOTAAGTC CCHGCGAGAA ATCBAGCGCA GCGCCGERTGE

P AL LGDP AHP POHL LARYV LWNVSP GEIS GRG MDR VAPL GRS

121 GCCAGCACTG CTGGGGGACC CAGCSCACOG TCCGCAGCTG CTGGGCUG0G TETTGTAGAA TETBAGCCCT GGGGAAATAA GTGGAAGAGG CATGGACCGT GTGSCTCCAC TGBGGCGTTC

R MP PGGGE DOP ERR GSVO GLD KGORAFL ARG LGV GRGK L GO

241 GCGAATGCCT CCTGGAGGAG CAGACCAACG AGAAAGAAGA GGCAGCGTCC AGCAAGTGEA CAAAGGCCAG AGGGCCTTTG TGGCAAGAGG ACTGGGCGTT @GBCOGBGGA AGCTCGGGGA

S AH AHIL YVPA AAQ AGSP GT ¥ LPP AANL WDMNRLEKMWMTTRNFEP

361 CTCOBOGCAC GOGCACATCC TTGTCCOGGC AGCCGCGCAA GOGCAATCGC CCGGAACATG GCTGUOGCCG GCOGCGAACG TTTGGGATAT GAGATTGAAA ATBAGBACTC GEAATTTTCO

ERE VPCD VEV ERF TREV PCL §SL GDGW DCE NGE &6HLR 0S54

481 TGAGAGAGAA GTACCCTGTG ATGTAGAAGT GGAAAGATTC ACAAGGEAAG TTCCCTGCTT GTCCAGTTTA GGTGATGGTT GGGACTGTGA GAACCAGGAG GGACACTTGA GGCAATCAGC

LTL EKPG TOE 41 C E£EYPGE FGE HRLI ASSDLPP $QGR VLATNGEGEF

601 TTTAACTCTG GAGAAACGAG GGACTCAGGA AGCAATTTGT GAATATCCTG GITTTGGGGA GGATTTGATT GCAAGCTCAG ACCTTGCAGG GTCTCAGAGA GTTCTGGCAA GAAATGRTTY

HWAP DSNV S6L DCD PALP SYP XSY ADKR TG&D SDACGKSE FNH

721 COATGCACCT GACTCAAATE TTAGTGRTCT GGATTGTGAC CCGGUCTTAG CCAGCTATCC TAAAAGTTAT GCAGATAAGA GAACTGETGA CAGTGATGCC TETGGAAAAG GCTTGAAGCA

S ME VIHG RNP VRE KPYK YPE SYK SFNHFTS LGH CKIMNKRE
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Start End Score Promoter Sequence
175 225 0. 86 aataaataaataaataagaaggcttacttacagactcttgetggtggect
213 263 0. 65 tgctgetggectgaaaaaaggaagotactgtgagetetacagctgcaaag
418 468 0.59 ggtgecatgactataatcccagctactcaagaggctgaagecaggagaattg
681 731 0.53 tetggagatcctaaacagagggectagttaagetatgocccagactettiga
742 192 0. 95 actgagataataaatacacgtggctticcccacgagegcggageccgcagt
1038 1088 0.89 ctaaaaatacaaaaaatagcagggtetggtgatgegooccctatagtecca
1098 1148 0.55 aggctgaggcaasaaaattgcttgaacccaggagecgegaggtigoagtga
1229 1279 0. 93 tgttacagttettaaaageagegtotetggaatttgtttcttotgatgtt
1362 1412 0.79 gttacagctcataaatgcaatgeggacecaaagagcaagoagcagcaaga
1704 1754 Q.57 ttggteptgtttacaaaccttegagetagatacagagtgctgactggtgtat
1764 1814 0.53 ttagctagacataaaggttctccaagteccctactagactcaggageccag
1800 1850 0. 54 actcaggageccagetggettcaccoagtggateocgocacagggecgeag
1927 1977 0. 82 gagcaggggEceacgctegtcgEggaggetccggccgcgcaggageccag
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Screening and Identifying of Protoplasts Fusion Progeny
QIU Yan - lin ZENG Ying HU Sai — yang XIA Fu - bao
Bioengineering department of Hubei Polytechnic University Wuhan 430068 PRC

Abstract This paper introduced the study of protoplast fusion progeny betwee Trichoderma viride Ny and Aspergillus niger 856.By generating fer-
menting and screening 3 strains AT'23 AT'16 AT'34 with high cellulase activity and stalle were abtained from 11 strains primary screening fusant. The
value of their CMC ase activity is 2.2 1.4 1.2 times respectively of that of Ng . By anti — nystain ability testing and souluable protens SDS — PAGE
analyzing identity . The results proved that the 3 strains are gene combination fusion progeny possessing hybridization domination.
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