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Figure S1. Contextual data recommendations for water columns and soft sediment sequence data from the an International
ensus of Marine Microbes (ICoMM, http://icomm.mbl.edu) technology workshop.
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?lgure S2. JGI metadata survey results. Bars represent the absolute number of relevant (blue), non-relevant (red) and
Elnknown (gray) responses for a given item. The survey ran between May 2005 and August 2005 and 486 responses were
_@btamed from 78 different locations within six months, with a maximum of 169 responses on one data field. The results
shown in the diagram for the selected fields are based on a total number of the 169 responses. "Unknown response" was
§alculated by subtracting the total number of answers for a given data field from the total number of 169.
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igure S3. RDP user survey #5 for habitat descriptors results. Bars represent the absolute number of responses for a given
em.
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%Tigure S4. SILVA contextual data survey results. Bars represent the absolute number of relevant (blue), neutral (green), non-
relevant (red) and unknown (gray) responses for a given item. Number of relevant responses are indicated on the bars. The
survey was from May to October 2008. 214 responses from 26 different countries were acquired within a six month period
with 182 complete responses. The responses are classified as "relevant", "neutral", "non-relevant" and "unknown response"
i’or each suggested field. "Unknown response" was added as a result of questions that were not answered.
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Figure S5. Soil metadata for microbial studies-importance survey results. Bars represent the absolute number of very
Icf*mportant (blue), moderately important (orange), minimally important (green), not important at all (red) and unknown (gray)
?esponses for a given item. The survey was ran between March 2009 and July 2009, and 105 unique IP responses were
@btalned The survey items were grouped into seven categories as chemical, biological, geographical, physical, soil/
‘geological, management and sampling. For each item, the respondent could rank the importance of each item and the
difficulty of obtaining the particular field. For convenience the results displayed below are selected from items which ranked
és being the most important and easiest to obtain.
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Figure S6. Soil metadata for microbial studies-difficulty survey results. Bars represent the absolute number of easy to obtain
{blue), moderately easy (orange), moderately difficult (green), very difficult to obtain (red) and unknown (gray) responses for
i given item. The survey was ran between March 2009 and July 2009, and 105 unique IP responses were obtained. The
%urvey items were grouped into seven categories as chemical, biological, geographical, physical, soil/geological, management
,f_&oind sampling. For each item, the respondent could rank the importance of each item and the difficulty of obtaining the
particular field. For convenience the results displayed below are selected from items which ranked as being the most
Fmportant and easiest to obtain.



Table S1. List of publications, the respective digital object identifiers (DOI), high-level habitat term associated with the
study, the number of sequences that have been submitted to the INSDC databases and the metadata fields reported in each
publication. The publications were selected on the basis of the number of submitted sequences, but the selection was
extended to cover studies from different habitats uniformly. ‘[ ]° denotes concentration. The table is continued in the
following pages.

Title DOI Study Type T:(flllte)zlc.:sf Parameters
doi: depth below surface
Pyrosequencing enumerates and 10.1038/ . elevation
S . L soil 149159
contrasts soil microbial diversity 1smej. pH
2007.53 soil type
doi: age
E\{olutlon of mammals and their gut 10:1126/ organism-associated (gut) 26160 host species
Microbes science. diet
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incomplete extraction of microbial DNA A'EM soil 21471 total organic carbon [ ]
from soil ) particle classification (silt, clay
00120-09 o
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Molecular-phylogenetic characterization 10.1073/ sample size (cm?)
of microbial community imbalances in pnas. organism-associated (gut) 15172 disease status
human inflammatory bowel diseases 070662510 sample preservation
4
2
S doi: age
SGlobal diversity in the human salivary 10.1101/gr. . . country
Smicrobiome wiGlE Iy Sgmesseskisl (el Il sample Size
§ 8 sample preservation
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Table S2. Metadata field statistics from SILVA Parc small subunit (ssu) rRNA databases. The numbers are absolute for each
item, and "-" denotes that the item has not been parsed for a release. The parsed metadata is obtained from source feature key
qualifiers and other feature keys from EMBL with each release. The total number of sequences in the parc ssu databases are
422987, 461823, 504295, 566047, 606879, 682303, 756668, 868390, and 995747 from release 90 through 100, respectively.

The table is continued in the following pages.

alternative biomaterial clone clone library collection date collector country c“““fe
name collection

silva_r90_ssu 885 - 273685 - 18303 7379 118711 -
silva_r91_ssu 926 - 303016 - 23234 8333 135901 -
silva_r92_ssu 966 - 337132 - 33907 14142 160048 -
silva_r93 ssu 1090 0 382364 - 42192 21065 187480 -
silva_r94 ssu 1152 0 413190 - 51514 25948 211498 -
silva_r95 ssu 1356 0 477631 20474 57329 28932 245783 -

™

S

S silva_r96_ssu 1368 0 539395 22977 81066 35033 282935 -

é
silva_r98 ssu 1613 0 629885 26227 94024 39208 326341 -
silva_r100_ssu 2169 0 693317 34091 111891 57760 486501 1651
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"

description haplotype habitat identified by isolate 1ss(:)llz:::'1c(;n lab host latlong

silva_r91_ssu 461823 - - - 49446 314661 - 17954

silva_r93_ssu 566047 - - - 54976 404797 - 39446

silva_r95_ssu 682303 - - - 61407 511139 - 50191

1038/n

silva_r98_ssu 868390 69612 676049 72084
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organism

molecule type organelle
8 name

per primers plasmid name specific host strain subspecies

silva_r91_ssu 461823 5594 461823 - - 53129 87690 -

silva_r93_ssu 566047 5975 566047 0 - 76534 103499 -

silva_r95_ssu 682303 6338 682303 0 - 110662 116464 -

1038/n

silva_r98_ssu 868390 8846 868390

(=)
1
1

137399
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