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Abstract

Project Code : : PDF/57/2544
Project Title : Selection of beneficial microflora from digestive tracts of black tiger shrimps
Investigator :  MS. Ampaitip Sukhoom
Department of Microbiology, Faculty of Science Prince of Songkla University, Hat Yai, Songkhla.
E-mail Address : ampaithip.s@psu.ac.th
Project Period : 2 years +

Microorganisms from digestive tracts of 3 groups of black tiger shrimps have been
investigated from 13 each of healthy, bacterial and viral infected shrimps. The results showed
that the total bacterial count TSA medium and the total vibrio count from TCBS medium were

not significantly different (P<0.05) between the three groups of shrimps. However, the highest
number of both groups was found from viral infected shrimps; 9.01% 0.45 and 6.56 = 0.06 log;,
cfu/g, respectively. While in bacterial infected and healthy shrimps were 8.80 * 0.30, 6.15 *
0.37 log, cfu/g and 8.44 * 0.32, 6.36 & 0.37 log, cfulg, respectively. Eight genus of bacteria

were found from the TSA medium; Bacillus spp., Corynebacterium spp., Enterobacter spp., E.
coli, Flavobacterium spp., Micrococcus spp., Staphylococcus spp. and Vibrio spp. There were
15 species of vibrios isolated from the TCBS medium; V. cincinatiensis, V. vulnificus B,, V.
carchariae, V. alginolyticus, V. cambellii, V. damsela, V. harveyi, V. logei, V. marinus, V.
mediteranei, V. mimicus, V. natriegens, V. orientalis, V. pelagius | W8z V. pelagius Il. The
phylogenetic tree based on 16S rDNA sequences showed that Enterococcus spp. was the
dominant group of lactic acid bacteria in the digestive tracts of black tiger shrimps.

Microorganisms isolated from black tiger shrimps were tested for inhibition activity
against V. harveyi, the causative agent of luminous disease. The inhibition activity was found
from actinomycetes, lactic acid bacteria, Bacillus spp. and V. alginolyticus but not from yeast.

Selection of probiotic bacteria and yeast were conducted by mixing them with shrimp
commercial feed for black tiger shrimps cultivation system. There were 4 and 1 isolates of lactic
acid bacteria and yeast, respectively that shrimps could survive for 100% when V. harveyi was
added for challenging.

This study confirmed that there were diverse species of microflora occupied in digestive
tracts of black tiger shrimps and supplemented shrimp feed with beneficial probiotics could help

shrimps to survive well from invasion of harmful bacteria.
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