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Figure S1. Representative electropherograms obtained from archaeal terminal restriction
fragment length polymorphism analysis from the biofilms at Site 18A (India) and
PGCO0807 (NCM). In silico digestion was performed on clone sequences and compared
to peak sizes to determine the probable identity of archaeal peaks.
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Figure S2. Neighbor-joining distance tree (created in FastTree (S1)) showing representative bacterial
phylotypes derived from DNA extracted from subseafloor biofilms and then amplified (using 16S rRNA
gene primers) and cloned. Representative biofilm phylotypes from this study are indicated in bold type.
The solid circles at nodes indicate bootstrap values <40%. The designations in parentheses after the
biofilm phylotypes indicate the number of clones obtained for a particular phylotype from either sediments
from offshore India (I) or the northern Cascadia Margin (NCM).
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Figure S3. Neighbor-joining distance tree (created in FastTree (S1)) showing representative archaeal
phylotypes derived from DNA extracted from subseafloor biofilms and then amplified (using 16S rRNA gene
primers) and cloned. Representative biofilm phylotypes from this study are indicated in bold type. The solid
circles at nodes indicate bootstrap values <40%. The designations in parentheses after the biofilm phylotypes
indicate the number of clones obtained for a particular phylotype from either sediments from offshore India (I)
or the northern Cascadia Margin (NCM).
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