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Abstract

It was found, in studies conducted among human, rats and rabbits, that biglycan gene has
important roles in wound healing as well as in bone and collagen formation. Therefore, this study
aims to investigate the coding sequence and deduced amino acid sequence of biglycan gene. Also,
study in expression level of biglycan gene in different tissues and wound tissue. These provide
the fundamental data for studying of its function as well as for further research concerning
treatment of disorders in Asian elephant. The coding sequence of biglycan cDNA was cloned
from 3 Asian elephants. The results showed that the coding sequence of biglycan gene in Asian
clephant was 1,110 bp (accession number: JQ753329), encoding 369 amino acids. Then, BLAST
with GenBank database, the coding sequence and amino acid sequence of Asian elephants had
99% and 98% of similarity to those of the African elephants, respectively. Furthermore, the
phylogenetic tree analysis of amino acid sequence showed that Asian elephant biglycan protein
has close genetic relationship with African elephant biglycan protein than other mammals.
Genetic distance analysis of amino acid sequence between Asian elephants and African elephants
revealed the smallest distance that is 0.014 while rat, mice and rabbit are 0.036, 0.042 and 0.045,
respectively. Moreover, polymorphic site at position 303 (T->C) was silent mutation. The relative
expression of biglycan among 15 tissues (skin, pancreas, heart, cartilage, large intestine, kidney,

lung, muscle, spleen, liver, cecum, lymph node, small intestine, placenta and thymus) in 6 Asian



elephants indicated that biglycan gene was expressed in all of tissues especially in cartilage which
found the greatest expression following by spleen. Finally, the relative expression of biglycan in

wound skin was expressed higher than normal skin.
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