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The 16S rRNA reference sequences include:

* HMT RefSeq V15.1: 998 sequences

* HOMD RefSeq Extended V1.11: 495 sequences
* GreenGeneGold V1: 3,940 sequences;

* NCBI 16S rRNA Reference: 19,670 sequences
Total unique sequences: 21,815

Total species: 14,649




