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Lactobacillus casei strain T22 (JQ412731)
Lactobacillus casei strain TD4 (JQ412732)
SLeMbl oL, sstrain. TD10 (JQ412734)
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Isolates  Sequence Most closely related type strain Accession  similarity
lenghts numbers

T20 1514bp Lactobacillus casei strain Shirota AB 531131.1 99%
T20 1514bp Lactobacillus casei strain YIT 0209 AB 008205.1 99%
T20 1514bp Lactobacillus casei strain YIT 0180 AB 008204.1 99%
T22 1512bp Lactobacillus casei strain Shirota AB 531131.1 99%
T22 1512bp Lactobacillus casei strain YIT 0209 AB 008205.1 99%
T22 1512bp Lactobacillus casei strain YIT 0180 AB 008204.1 99%
TD4 1514bp Lactobacillus casei strain Shirota AB 531131.1 99%
TD4 1514bp Lactobacillus casei strain YIT 0209 AB 008205.1 99%
TD4 1514bp Lactobacillus casei strain YIT 0180 AB 008204.1 99%
TD10 1522bp Lactobacillus casei strain Shirota AB 531131.1 99%
TD10 1522bp Lactobacillus casei strain YIT 0209 AB 008205.1 99%
TD10 1522bp Lactobacillus casei strain YIT 0180 AB 008204.1 99%

M T20 1722 TD4 TD10
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lactobacillus casei (AB008204.1)

99

Lactobacillus paracasei (DQ199664.1)
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