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(5 New Anaiyss (No Template)
£un folder un flder
" un foder:
1. preprocess s runter
2. dlassification treads number: (4|
3. statistical analysis 1. proprocess
1.1, eadjon
12 Qv tar
minv: 4[5
options:

1.3 chimera removal
method: [usearch61 9

reference DB:

optons:

2 ciassifcation
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Jobs : Run [ 0 ] Wait [0

methos: [opened reference otu pik_ |
reference DB: [97_ots v

opena rfarencs ot pick cptions

otu picking method:

preiter percent c: 0.0

taxonomy assignment method:

confidence: (0.0

options for_pick_open_reference_otus:

options for_assign_taxonomy:
3 statistcal anaysis

1. aigoment and phylogeneie e
9] exec alignment and phylogenetic tree

alignment method: |pynast |
min length:
min percent d: 0.75
tree method: |fasttree |

rooting method: (] use mid point
32 beta diversity
7] exe betz diversity.
‘seq num per sample: <
boxplot fied:

option for distance boxplt:

33.20-PCoA plo-
9] exec 20-PCoA plot
master_tree_method: |consensus | seq num per sample: =

options for 2d_plt:

3.4 alpha dhersty
9] exec alpha diversty

min seqs / sample: | maxseas/ sampe: <
seq num step: < num feration: (10|
metrics: Wosd (@] simpson @ chaot

7]shamon 7] observed_speces (7] PD_whole_tree

plot resolution: (180 |%]  plotimage type: [png |

‘options for multple._rarefactions:

options for rarefaction_plot:

‘sample state sslction

min read count: < max read count: <
method: @ladonis  [lbest  [Flmipp
@lanosim [ morani  [C] permanova [ dbrda

aategory:

35. spoces divorgenco

exec speces divergence

taxonomy level: ] kingdom  [¥] class 9] family [ species
Fphyiom wder  Wgens  [isoate
crarttype: Wpe  Wbar [lares
width: [12 1S height: (6 5

nmcategory: 20 (S barwidth: 075
resoution: 160 (S| image type: paf |¥]

options for summarize_taxa:

options for plot_taxa_summary:
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(54 New Analysis = g 25 Reload
#  run folder comment statistical analysis
1 152.168.1.253: sample_outl alignment and phylogenetic tree:
130115_M00469_00. beta diversity
20-PCoA plot:
alpha diversity:
category comparsion:
species divergence:
2 152.168.1.253: sample_out2 alignment and phylogenetic tree:
130115_M00469_00.. beta diversity:
2D-PCO plot
alpha diversity:
category comprsion:
species divergence:
3 152.168.1.253: sample_out3 zlignment and phylogenetic trae:
130123_M01546_00
4 152.168.1.253: sample_outd alignment and phylogenetic tree:
130123_M01546_00...
ﬁ*ﬁ +
x5 J%I:I %
|| Classification Result [ openref_otu/blast_assigned_taxonomy/rep_set_tax_assignments_desc.txt |
R[] Exclusion
inseaID taxonomy qualty score | info
5 1050608 k__Bacteria; p__Actinobacteria; c__Actinobacteria; 5e-70 1050608
©o_ Actinomycetales; f__Corynebacteriaceae;
g_ Corynebacterium; s__ id=1050608
6 New.CleanUp. k_Bacteria; p_Firmicutes; ¢ Clostridia; o__ Clostridiales; 4e-55 4328910
ReferenceOTU1216  f_Veillonellaceae; g_ Veillonella; s__parvula id=4328910
7 2480553 k_Bacteria; p__Fusobacteria; ¢__Fusobacteriia; 4e-64 2480553
©o_Fusobacteriales; f__Leptotrichiaceae; g_ Leptotrichia;
5 id=2980553
8 26311 k__Bacteria; p__ Actinobacteria; ¢__Actinobacteria; 1e-54 26311
o__Actinomycetales; f__Microbacteriaceae; g__Leucobacter
o e
9 4437362 k__Bacteria; p__Bacteroidetes; ¢__Bactercidia; S5e-70 4437362
«o__Bacteroidales; f__Bacteroidaceae; g__Bacteroides; 5__
id=4437362
10 435450 _Bacteri; p_Fimicutes; ¢_Clostidia; o_Clostridiales; | Se-67 | 4395450
f_Lachnospiraceaejg_; s 1395450
11 NewGsntp. _Bacteri; p_Actinabscieris; ._Actinobacteri; Sess | 1015518
9_Corynebacterium; 5_ id=1015518
12 12 _Bacteri; p_Firmicutes; ¢_Clostidia; o_Clostridinles; | 2663 | 105252
_Lachmospiraceac g 5. 189292
13 New.CleanUp. k_Bacteria; p__Firmicutes; c_ Clostridia; o__ Clostridiales; le-64 157453
ReferenceOTUSAS | _Ruminococeaceae; 9. 157453
14 New.CleanlUp. k__Bacteria; p__Bacteroidetes; c__Bacteroidia; 3e-53 4401580
ReferenceOTU426  o_ Bacteroidales; f__Bacteroidaceae; g Bacteroides; s__
=4401580
15 New.CleanlUp. k__Bacteria; p__Fusobacteria; c__Fusobacteriia; 2e-57 300586
o_F f i g s i
360566
16 New.CleanlUp. k__Bacteria; p__Proteobacteria; c__Betaproteobacteri Be-45 4477910
ReferenceOTU1181  o_Neisseriales; f_ Neisseriaceae; g_ Neisseria; s
10
17 New.CleanlUp. k_Bacteria; p__Firmicutes; c¢_Bacill; o__ Lactobacillales; 2e-50 536866
f g ¢ s__id=536866
18 New.CleanUp. k__Bacteria; p__Bacteroidetes; c__Bacteroidia; 2e-54 182886
ReferenceOTU342  o_ Bacteroidales; f _Bacteroidaceae; g Bacteroides;
s__uniformis id=182886
19 4306262 k__Bacteria; p__ Verrucomicrobia; c__Verrucomicrobiae; Be-60 4306262
©o_Verrucomicrobiales; f_ Verrucomicrobiaceae;
g Akkermansia; s__muciniphila id=4306262
20 174846 k_Bacteria; p__Firmicutes; c_ Clostridia; o__Clostridiales; Be-69 4381430
f_Ruminococeaceae; g Faecalibacterium; s__ prausnitzii id
381430
21 New.CleanUp. k__Bacteria; p__Fusobacteria; ¢__Fusobacteriia; 3e-59 4387092
o Fusobacterium; 5 _ 6=4387082
22 1736067 k__Bacteria; p__Bacteroidetes; c__Bacteroidia; Be-66 4447188
)_ Bacteroidales; f__Bacteroidaceae; g_ Bacteroides;
5__uniformis id=4447188
9 I 1 |of30) b M| @50 |v
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exec

exec

registered ~

Oct 28, 2014 19:

Nov 10, 2014 16:59:...

Nov 13, 2014 10:51

Nov 14, 2014 09:35:

reference source
Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank

Genbank
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accession
JF139952.1

HQE05205.1

HQT78594.1

AI318159.1

HQ7S963L.1

3Q47520.1

JF1L60877.1

DQe25270.4

DQiS5898.1

HQ794984.1

EU82001.1

1Q455402.1

©0155782.1

DQ80SES2.1

1Q184815.1

HQB04333.1

HQT9522.1

HQT96707.1

start

Oct 18, 2013 12:32:10

Oct 18, 2013 12:32:10

Oct 18, 2013 12:32:10

Oct 18, 2013 12:32:10

end status
Oct 18, 2013 1 Finish
Oct 18, 2013 12 Finish
Oct 18, 2013 12 Finish
Oct 18, 2013 12 Finish

species

uncultured
bacterium

uncultured
organism

uncultured
organism

uncultured

description

Uncultured bacterium clone nad1654b08c1 165 ribosomal
RNA gene, partial sequence.

Uncultured organism clone ELUO15-T288-5-
NIPCRAMgANa_000844 small subunit ribosomal RNA gere,
partal sequence.

Uncultured organism clone ELUODA-T390-5-N1_000389
‘small subunit ribasomal RNA gene, partial sequence.

Uncultured clone Blli24b.

uncultured
organism

uncultured
bacterium
uncultured
bacterium
uncultured
bacterium

uncultured
cterium

uncultured
organism

uncultured
bacterium
uncultured
bacterium
uncultured
bacterium
uncultured

bacterium

uncultured
bacterium

uncultured
organism

uncultured
organism

uncultured
organism

Uncultured organism clone ELUO044-T227-5-
NIPCRAMgANa_000412 small subunit ribosomal RNA gene,
partal sequen
Uncultured bacterium clone 069063_234 165 ribosomal RNA
gene, partial sequence.

Uncultured bacterium clone ncd1832603c1 16 ribosomal
RNA gene, partial sequence.

Uncultured bacterium clone RL185_2an87¢09 16 ribosomal
RNA gene, partial sequence.

Uncultured bacterium clone CFT18HL1 16§ ribosomal RNA
gene, partial sequence.

Uncultured organism clone ELUD137-T204-5-
NIPCRAMgANa_000014 small subunit ribosomal RNA gene,
partial sequence.

Uncultured bacterium clone DHE-41 168 ribosomal RNA
gene, partial sequence.

Uncultured bacterium clone 063038373 168 ribosomal RNA
gene, partial sequence.

Uncultured bacterium clone SHZH633 168 ribosomal RNA
gene, partial sequence.

Uncultured bacterium clone RL3063319202 16S ribosomal
RNA gene, partial sequence.

Uncultured bacterium clone BD04683 168 ribosomal RNA
gene, partal sequence.

Uncultured organism clone ELUD154-T272-5-
NIPCRAMgANa_000537 small subunit ribosomal RNA gere,
partal sequence.

Uncultured organism clone ELUO144-T169-5-
IIPCRAMgAN_000205 smal suburit ribosomal RNA gene,
part ce.

Uncultured organism clone ELUO13-T413-5- -
NIPCRAMgANa_000518 small subunit ribosomal RNA gene, | &
partial sequence. v
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