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Abstract 2 104 expressed sequence tags ESTs from a ¢cDNA library of porcine adipocyte were studied. The re-
sults showed that the nucleotide sequences of 563 ESTs have already been presented in GenBank database 682 ESTs
could be found homologous with those of human and other species while 376 ESTs were not identified. 298 ESTs were e-
liminated for the poor quality of sequence and 185 ESTs have their homologues in the EST database. Of the 376 ESTs
159 have ORF structure and 43 contain Poly A or/and CpG elements and 174 had no above structures or elements.
All these results preliminarily showed the expression style of functional genes in porcine adipocyte.
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Table The analyzing results of 2 104 ESTs
Matches in pig genomic DNA Numbers || Matches in pig genomic DNA Numbers
Mitochondrion complete genome 253 S0375  Microsatellite S0375 1
MHCI  SLA MHC class I SLA genes 144 Membrane cofactor protein 1
Fatty acid binding protein 23 S Glutathione S-transferase 1
El b Haplotype El cytochrome b cyt b 17 SW452 Clone SW452 microsatellite 1
Ferritin heavy-chain 9 Antileukoproteinase 1
Endozepine 9 Glutathione peroxidase 1
E  Apolipoprotein E 8 Lipoprotein lipase 1
1 Calpain I light subunit 7 1 A 1
Micromolar calcium-activated neutral protease 1 isoform A
HSL 5 Endoglin 1
111 Type III pro-collagen 4 1 Elongation factor 1 delta 1
-B  Lactate dehydrogenase-B 4 1 High mobility group 1 1
G-beta G-beta like protein 4 IGFBP7 1
-3- 4 21 Chromosome 21q section 63/105 1
Glyceraldehyde-3-phosphate dehydrogenase
Catalase 3 -betal ~ Transforming growth factor-beta 1 1
GTP- a 3 S12  Ribosomal protein S12 1
GTP-binding protein alpha stimulating subunit
Amyloid precursor protein 3 ATP 6  Mitochondrial ATPase 6 1
Plasma gelsolin 3 WO 0036143 72 Sequence 72 from patent WO 0036143 1
B2- Beta 2-microglobulin 3 12 1
Voltage-dependent anion channel 2
Decorin 3 Unidentified hepatic protein 1
DNA Rig-analog DNA binding protein 2 Citrate synthase 1
Cofilin 2 6- 6-phosphogluconate dehydrogenase 1
/ 2 90 kD 90 kD heat shock protein 1
Ubiquitin/ribosomal fusion protein
Myostatin - Mstn 2 1 Clone g mus 4 g phosphoglucomutase 1 1
/S30 2 IGFBP5 1
Ubiquitin-like/S30 ribosomal fusion protein
2 S100C 1
Mitochondrial asperate amino-transferase
L Ferritin L subunit 2 Putative preproadipsin 1
NADP 70 Hsp70 1
Cytosolic malic enzyme NADP-dependent
HBp 15/122 1 Secreted folatebinding protein 1
PRO2640 1 p- p-selection precursor 1
Proteasome 1 Nitric oxide synthase NOS 1
/ SAT 1 -3- 1
Spermidine/spermine N1-acetyltransferase Glycerol-3-phosphate dehydrogenase
Non-muscle myosin light chain 1
682 No matches in public data 376
Matches in human being mouse and other species
Poor sequences 298 EST Matches in EST data base 185
2.3.2 ORF GenBank 158  ESTs
376 ORF 3
Finder 43  ESTs Poly
A CpG 159 ESTs ORF EST
174 ESTs cDNA
159  ESTs cDNA
5

1 EST
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