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Structure and Tissue Localization Analysis of Mus Lrig2 Gene and Protein
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ABSTRACT Objective: To investigate the gene and protein structure of Mus Leucine-rich repeat immunoglobulin-like domain pro-
tein 2 (Lrig2), and to definite its tissue distribution and localization, predict its biologic function. Methods: Bioinformatics analytical tech-
nique was used to analyze the chromosomal localization and protein structure of Mus Lrig2. The expression distribution of Lrig2 in
mouse tissues was detected by RT-PCR and mRNA in situ hybridization. The phyletic evolution tree was used to analyze the homologous
with Lrrs protein family. Results: Lrig2 was a transmembrane protein, which was one member of Lrr protein family. There were 15 Lrr
motif and 3 immunoglobulin-like domains. This protein has one transmembrane domain. Lrig2 gene was expressed in several tissues,
especially in thymus and spleen. Lrigs proteins belong to a new class of the sLrP family. It is a transmembrane protein. Conclutions: The
expression of Irig2 in immunity tissues were notably, which indicated that Lrig2 played important biologic function in immunologic
response of cancer.
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Fig.1 The gene location and protein structure of mouse Lrig2. A, the ideogram of mouse chromosome 3, with mouse Lrig2 gene F2.2 position indicated by

rectangle. B, the amino acids sequence and the schematic diagram of mouse Lrig2 protein. % Glycosylation site, Y& Phosphotyrosine site
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Table 1 Lrig2 tissue distribution based an EST data base sequences

Tissue Name Transcripts per milllion ~ Gene EST/Total EST
Intestine 23 2/84236
Kidney 8 1/122453
Liver 0 0/108957
Lung 10 1/96442
Muscle 0 0/27256
Spleen 169 16/94430
Thymus 60 7/116168
Heart 0 0/52131
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Fig.2 Tissue distribution of Lrig2 by EST and RT-PCR. A, B, RT-PCR

analysis for determine expression pattern of Lrig2 mRNA in organs of mouse

3 mRNA Lrig2 . A B C D E F x 400 100 nm

Fig.3 Localization of Lrig2 mRNA in tissues of mouse by in situ hybridization. The spacimens were observed and photographed under a light microscope

at magnification of x 400. One bar represents 100 nm
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