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Figure 1: Barplot of Bray-Curtis analysis running time with different sample sizes in low and high stress
situation on an EC2 t2.medium machine.
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Figure 2: Barplot of GNAT/UniFrac running time with different sample sizes in low stress situation on
EC2 t2.medium machine.
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Figure 3: Barplot of GNAT/UniFrac running time with different sample sizes in high stress stiuations
on EC2 t2.medium and c4.xlarge machines. The purple dotted line shows the average running time
for all jobs.

Visibiome (alpha release)
A webserver to Visualize Diversity Against Annotated 16s rRNA Microbial Profiles

Analyze your 165 rRNA sample against the reference database. Need help? Check out the help pages for information on what to submit. You could also view a pre-run job
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Figure 4: Screenshot of the search form for Visibiome with all combinations of settings for the search.
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Dashboard

Jobs list « 1 2 3"5 6 7 8 | »

Criteria Analysis type Last run time Completion time  Error messages Remove Re-

-a - - -a e run

Al AESA/UniFrac (0.4) Queued Jul. 1,2017,8:08 - No errors. °

AM

AESA S50 G5 HI Al AESA/UNIFrac (0.4) Validating Jan. 1, 1970, - No errors. o
4:00 AM

AESA 550 G18 HI All AESA/UniFrac (0.4) Queued Jul. 1,2017,8:02 - No errors. o
AM

AESA S50 G13 HI All AESA/UniFrac (0.4) Stopped Jul. 01,2017, 8 - An error occurred. This may be a problem with o
AM the system. Try again or contact site admin.

AESA S50 G8 HI Al AESA/UniFrac (0.4)  Stopped Jul. 01, 2017 - An error occurred. This may be a problem with o
7557 AM the system. Try again or contact site admin

AESA S50 G6 HI Al AESAMUniFrac (0.4) [ Processing  Jul. 1, 2017,8:02 - No errors o
AM

AESA S50 G2 HI Al AESAMUniFrac (0.4) I Queued Jul. 1,2017,8:35 - No errors. °
AM

All AESA/UniFrac (0.4) I3 Validating Jan. 1, 1970, - No errors. o

4:00 AM

AESA S50 G11 HI Al AESA/UNIFrac (0.4)  Stopped Jul.01,2017,8 - An error occurred. This may be a problem with o
AM the system. Try again or contact site admin.

AESA S50 G10 HI Al AESA/UnIFrac (0.4) Validating Jan. 1, 1970, - No errors. o
4:00 AM

Figure 5: Screenshot of an example Dashboard for a user. The dashboard shows the running jobs and
queued jobs as well as completed jobs and jobs that reached an error while processing. It features
pagination, rerun and deleting.
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DETAILS
Detais Ranking
The following ranking is based on the nearest samples in the ecosystem criteria selected during the search. Samples are ranked in order of closeness to individual
Ranking samples in the submitted BIOM file. All information regarding the similar samples are listed along with the distance between the submitted sample and the queried

samples. The corresponding barcharts (if available) for each sample list a set of clades which are abundant in your sample (in relative percentage). Hover over the
bars to see more information
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SabkhaAD User_Soil.Day.0 User_E2.control. DNA User_E2.Leaves User_E2.Roots User_E2Whatman

#1: P.Dois.Rios.SB.414865 € (login required)
(Distance: 0.2435, 07024, Sample size: 78598)

Rio de aneiro Coastline (Source: Earth Microbiome Project/QiimeDB/Qiita)

EnvO 1 ENVO:00000887, Large river biome EnvO 2 ENVO:00002007, sediment EnvO 3 ENVO:00000045, estuary

#2: SE.20101009.GY.FF003.BC.221.673616 (# (login required)
(Distance: 0.2755, P:valug; 0.011778, Sample size: 154332)

Jansson_Gulf_Oil_Spill_Sediments (Source: Earth Microbiome Project/QimeDBAQiita)

EnvO 1 ENVO:00000447, marine biome EnvO 2 ENVO:00000426, ocean floor EnvO 3 ENVO:00002113, marine sediment

Figure 6: Screenshot of the barcharts visualization of a job. Barcharts are zoomable which enables users
to delve into the culprits of the matches for their sample against the database samples.
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Figure 7: Screenshot of the PCoA visualization of a job. PCoA plots are 2-dimensional but the first
enumerated. Plots are zoomable and hoverable to display more information for

three dimensions are
matched samples.
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PCoA Plot of Representative OTUs

The clusterability of the sample against the selected enviranments is confirmed by visually inspecting Principal Coordinate Analysis (PCoA) plots. The first option
(default) of Ecosystem clusters samples on the basis of Ecosystem definition, while the second option clusters samples on the basis of EnvO(s). User Sample is
given "Unknown" identity and can be easily identified by the black star symbol on the plot.

Interactivity

« Hover mouse over points on the plots to view more information regarding the samples.
To highlight certain sample ecosystems, click the legend box on the left hand side of the plots. Click again to unhighlight.

To zoom in, click the magnifying glass symbol on the bottom-left-hand corner of a plot to activate zooming. Click again to inactivate and resume hovering
To move the plot. click the cross-arrows symbol on the bottom-left-hand comer of a plot to activate panning. Click again to inactivate and resume hovering.
To reset the plot, click the home button on the bottom-left-hand corner of a plot.
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Dendrogram of Representative OTUs

Correlating Beta diversity with is motivated by the idea that similar environments select their constituents in similar ways
Hover mouse on sample to see the details of EnvO, Study, Sample depth, Source and Ecosystem. Each sample have color(s) rectangles to distinguish their
ecosystem(s). This Dendrogram is created using the User Sample (in RED) against all the representatives of the reference database.

M Freshwater

M Piant
Soil

M Animal/Human

M Geothermal
Marine
Anthropogenic

M Biofilm

M Unknown/User

haA

I Sabk D
J_‘: — User Soil.Day.0

I User E2Whatman
I User_E2.Leaves

N User E2.control. DNA
I User E2.Roots

I 17544769213
—+—¢: sz
182.4477196.3

SE.20101002.GYFFO10.6C.151.8.415354

UQ521 531036
139.4468105.3

SE.20101017.GY.D031SBC 278.2.415309
Soil.2A

I 175.2476932.3
SE 20101017 GY.D044S BC.366.673620

Figure 8: Screenshot of the dendrogram visualization of a job. Dendrogram plots show the relation
between samples and the database sample’s EnvO color. The samples can be hovered over to display

more information.
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Figure 9: Barplot of the number of comparisons made for GNAT and AESA search on different ranges.
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Figure 10: Barplot of AESA /UniFrac running time with different ranges in low stress situation on EC2
‘t2.medium‘ machine.
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Figure 11: Barplot of AESA/UniFrac running time with different ranges in high stress situation on EC2
‘t2.medium‘ machine.



