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Table 3 tRNA g B & £&

2x : tRNAscan-SE version 1.23.

No.of No. of tRNAs detected Detection rate(%)
Sequence soure

tRNAs  tRNAscan-SE[5] ATAGORN[7] Our  tRNAscan-SE[5] ATAGORN[7] Our
Archaea 161 160 161 161 99.4 100.0 100.0
Bacteria 686 682 684 684 99.4 99.7 99.7
Eukaryota 443 437 435 440 98.6 98.2 99.3
Chloroplast 376 376 376 376 100.0 100.0 100.0
total 1666 1655 1656 1661 99.3 99.4 99.7




