SUPPLEMENTARY MATERIALS

Sequences obtained by bacterial tag-encoded FLX amplicon pyrosequencing of four samples (two pairs of edges and centers) were processed as follows: likely chimeric sequences were removed using the default settings in ChimeraSlayer (Broad Institute, Cambridge, MA). Global singletons were also discarded. Sequences from chloroplasts were identified using the Ribosomal Database Project (RDP) Classifier Michigan State University; http://rdp.cme.msu.edu/), with the confidence level set to 50%, and also eliminated. Remaining sequences (total number of sequences from edge samples=2396, from center samples=5354) were classified using the RDP Classifier at a 60% confidence level, and sequences that were unclassifiable to order or below at this level were labeled as ”unclassified”. The Shannon and Chao1 indices were calculated using the protocols created for this purpose in the RDP pyrosequencing pipeline, with OTUs defined by 97% sequence similarity using the Complete Linkage Clustering tool. 

Unclassified sequences were subsequently analyzed apart from other sequences. After clustering by 97% similarity, sequences were dereplicated in the RDP pyrosequencing pipeline. Representative sequences were used in a BLASTN search against the Silva SSU-PARC database (http://www.arb-silva.de/download/arb-files/); word length (W parameter) was set at 7. We collected end-to-end alignments of queries and targets (with one or two interruptions allowed to account for sequencing ambiguities in queries), and ascertained a consistent taxonomic identity of several best matches before making taxonomic assignments. 

The resulting assignments of representative unclassified sequences are shown in the table below. The center samples had a greater number of unclassified OTUs; while unclassified bacteria were less abundant in the center, they were more taxonomically diverse, both in number of OTUs and in phylogenetic space covered by these OTUs. Taxa listed as ”unassigned” in this analysis did not have good matches with any taxa in the Silva database. These results could be sequencing artifacts, or evidence of undescribed lineages. Many of these sequences are most closely matched to Proteobacteria, especially Alphaproteobacteria. A large fraction of the species match to the same Bacteroidetes sequence, but that sequence is very different from most sequences identified as Bacteroidetes.
	EDGE

	Classification
	Number of sequences

	Bacteroidetes*
	16

	Gammaproteobacteria
	1

	Alphaproteobacteria
	2

	Rhizobiales (Alphaproteobacteria)
	1

	unassigned
	9

	CENTER

	Classification
	Number of sequences

	Bacteroidetes*
	14

	Alphaproteobacteria
	9

	Sphingomonas (Alphaproteobacteria)
	1

	Deltaproteobacteria
	1

	Gammaproteobacteria
	1

	Fibrobacteres
	1

	Acidobacteria
	1

	unassigned
	25


*All Bacteroidetes sequences found here had as their closest match the entry AJ416669.1.420 in the SSU-PARC database
The existence of a large unclassifiable fraction draws attention to the limitations of current classification tools in characterizing the lichen-associated bacterial community. Our small number of samples precludes definitive conclusions about whether these unclassified taxa are generally common in lichens, or not; however, it is clear that the identities of lichen-dwelling bacteria warrant further investigation.
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