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Table 1. Summary of the pyrosequencing data of the five seawater samples

Tokyo Bay Izu-Akazawa Toyama
SSW DSW SSW DSW SSW
Total Size of sequences (bp) 13,984,630 9,239,717 9,880,725 1,025,693 2,425,709
No. of reads 42,554 27,949 30,114 3,111 7,387
Total Size of sequences that passed quality control (bp) 13,706,020 9,205,942 9,748,634 1,010,162 2,339,936
No. of reads that passed quality control 41,737 27,849 29,720 3,068 7,131
Mean sequence length (bp) 328 330 328 329 328
Number of taxonomic hits (known phyla) 21 27 22 17 14
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