Greengenes.arb
greengenes.arb is based on an early ARB release (6mrz97.arb) that has a fixed alignment length of 7682 characters. Records downloadable from greengenes.lbl.gov use this fixed alignment as does the NAST tool for aligning user-submitted sequences.

The database is regularly updated using the greengenes export tool using the default settings. Records are initially added to the all_tree using the parsimony insertion tool. Putative chimeras with divergence ratios > 1.1 are not added to the all_tree, but remain in the database so that they are searchable within ARB. Distance and RAx-ML trees are made from subsets of the database to verify phylogenetic positioning, but since sequences are accruing at a high rate, phylogenies are constantly changing that require new group names, the database should be considered a work in progress at all times
ProkMSA ids are used as the unique identifiers in the database. When updating greengenes.arb from the website with public records, make sure to select the “use old names” when you import the sequences. When importing your own sequences aligned with the NAST aligner use the “create new names” option. Never use the “generate new names” option in the species menu as this will erase the prokMSA ids from the name field and create difficulties if you want to overwrite existing records.
