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https://bitbucket.org/nsegata/lefse/src/default/
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inuXARARS] U EZF RN TS, EREXHNT:
hg clone https://bitbucket.org/nsegata/lefse

*  LefSeif FF % &requirement.txt E I HYRAIPython T

__1nit

BENERREKE

- R libraries:

splines, stats4, survival,
mvtnorm, modeltools, coin, MASS
- python libraries:

rpy2, numpy, matplotlib,
argparse

https://www.cnblogs.com/jessepeng/p/11610045.html
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Group A A A A A A A A B B B B B B B B

OTuU ID L15105 115140 115208 | L1S257 115281 L1557 L1S76 L1S8 125155 125175 125204 125222 125240 125308 125357 125382
k_Bacteria;p__Firm 0 0 12 2 0 5 0 30 386 933 133 148 659 230 566 670
k_Bacteria;p__Firm 914 722 521 256 589 700 906 130 0 7 19 12 0 18 10 0

k_ Bacteria;p__Bact 4572 4661 4628 3043 3113 4570 4837 4581 13 10 31 66 3 37 14 0
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Data Step 1 Step 2 Step 3

I ! ®
Class 1 Class 2 Kruskal Wallis Wilcoxon on subclasses Signed LDA log-score
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http://www.360doc.com/content/17/1115/00/33459258_703906446.shtml|
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set whether the features are on rows or on
columns

Rows

* set which feature use as class

* set which feature use as subclass, -1 means no
subclass

* set which feature use as subject, -1 means no
subject

~

* set the normalization value

1000000

S BILDATT BB S

set the multiple testing correction options

* set the alpha value for the Wilcoxon test

0.05

* for multiclass tasks, set whether the test is

performed in a more strict mode, 1 stands for more
strict!! Default setting in LEfSe website is "All-

against-all (more strict)”

* set the threshold on the absolute value of the

logarithmic LDA score

* set whether perform the wilcoxon test only

among the subclasses with the same name

* set the alpha value for the Anova test

0.05

* number of label levels to be displayed

dpi for the plot

150

* set the number of the feature to plot

0

set the name of the feature to plot
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1.LDAEZHERE: 12t EIRE R 7~ 7 LDA score K THIRERIEB 5
ﬁ%‘—%%é’]ﬂ’]biomarkero LDA scoreETﬂiﬁlEﬂE%%aﬁﬂﬁé’]wﬂﬂ
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k__Bacteria_p_! Bd-:.'lr_ rod dl.tl.bl JLL{?rIdLLdL __Capr LK.'g.rlc:-r.lr aga _
¥ Bacteria p Prarenha-:tslnl ]a-IM f Cau Iahal'l'érai.'?a? g _
k_ Bacteria p_FIrI'nICU[E'S c_[. Icte |aceat g_ Gr anul catella _
k_Bacteria_p. Proteobacteri [, Jedacese_g_: Methylobacterium _
: : : k| Bactﬂ‘la P F"n.teabacter[[ IIF-::-u'lan-:.n.an:e.ae g Bilophila
k__Bacteria_p_ Firmicutes_c: [..Jchnospiraceae_g_ Clostridium
k_Bacteria p_ Firnlcutes c[..]s f_Erysipelotrichaceas g

k__Bacteria_p_ Firmicutes_c: [..Iridia_o_ Clostridiales

k_ Bacteria_p_ Firmicutes c: [, Jospiraceae_g_ Ruminocotous

-6.0 —4.8 —3.6 —Z.d —1.2 U.U 1.2 24 36 48 6.0
LDA SCORE (log 10)
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http://www.360doc.com/content/17/1115/00/33459258_703906446.shtml
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3FFETR: F—FEBiomarkerfy & #R;, F _IEZHFEFHEFHRK
EéﬁloglO; ”’“_ﬁlJE'QHwJ% FMFZLDAE, FHIIZHKMICIZAIP
&, MR AREbiomarker-FRT,

Biomarker Logarithm value Groups LDA score P value
k_Bactena_p_ Bacteroidetes_c_ Bacteroidia_o__Bacteroidales f_S24 7 g__ 2.181826911 -
k_Bactena_p_ Verrucomicrobia_c_ Verrucomicrobiae_o_ Verrucomicrobiales_f__Verrucomicrobiaceae_g_ Luteolibacter 1.959978162 -
k_Bactena_p_ Firmicutes_c_ Clostridia_o__Clostridiales_f__Lachnospiraceae_g_ Coprococcus 3.948834261 A 3.70365428 0.001194
k_Bactena_p_ Firmicutes_c_ Clostridia_o_ Clostridiales_f__ Tissierellaceae_g_ ph? 3.016069083 -

k_ Bactenia_p_ Proteobacteria_c_ Betaproteobacteria_o__Burkholderiales_f_Oxalobacteraceae_g_ Janthinobacterium 3.810906075 B 3.55334845 0.003776
k_Bactena_p_ Firmicutes_c_ Clostridia_o_ Clostridiales_f__Peptostreptococcaceae_g_ 2.846500192 -

k_ Bactenia_p_ Firmicutes_c_ Clostridia_o__Clostridiales_____ 3.191528572 A 3.43854213 0.001476
k_Bactena_p_ Firmicutes ¢ Clostridia_o_ Clostridiales_f Ruminococcaceae g Faecalibacterium 4.88806155 A 457418757 0.00075

http //www 360doc. com/content/17/1115/00/33459258 703906446.shtml
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Group A A A A A A A A B B B B B B B B

OTU ID L1S105 115140 115208 115257 115281 L1557 L1576 L1S8 L25155 125175 125204 125222 125240 125309 125357 25382
k_ Bacteria;p__Firm 0 0 12 2 0 5 0 30 386 933 133 148 659 230 566 670
k_Bacteria;p__Firm 914 722 521 256 589 700 906 130 0 7 19 12 0 18 10 0
k__Bacteria,p_ Bact 4572 4661 4628 3043 3113 4570 4837 4581 13 10 31 66 3 37 14 0
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World Data Centre for Microorganisms
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* set whether the features are on rows or on * set the multiple testing correction options * number of label levels to be displayed
columns

Rows A

0 1

* set the alpha value for the Wilcoxon test * dpi for the plot

0.05 A 150

* et which feature use as class

1 A
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* for multiclass tasks, set whether the test is * set the number of the feature to plot
* set which feature use as subclass, -1 means no performed in a more strict mode, 1 stands for more
subclass strict!! Default setting in LEfSe website is "All- 0
against-all (more strict)”
2 A
0 set the name of the feature to plot

* set which feature use as subject, -1 means no
subject * set the threshold on the absolute value of the

I logarithmic LDA score
: A

* set whether perform the wilcoxon test only
1000000 among the subclasses with the same name

[¥5]

* set the normalization value

* set the alpha value for the Anova test

0.05 D\
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bar_plot.pdf, result.in, result.res

Results File

|.bar plot.pdf"

2. result.in

3. result.res
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k_ Bacteria_p ‘Bacteroidites [ |ctériaceae g Capnocytophaga
k_Bacteria_p _Protesbacteri [ Jales f_Caglobacteraceae g

k_HacLeria_Ep_FirmicEnes_t_ [..Jcteriaceae_g_ Granblicatella

k_Bacteria_p_Fimpicutes c;[.]s f_Erysipelotri¢haceas g
k_Bacteria_p_ Firmicutes_c - [.Jridia_o_ Clostridiales

k_Bacteria_p_ Firmicutes_c [, Jospiraceae_g_ Ruminococcus

| I ] 1 ] I I I I
-6.0-48 =36 -24-12 00 12 24 36 48 6.0
LDA SCORE (log 10)
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Biomarker

Logarithm value Groups

LDA score P value

k_Bacteria_p_ Bacteroidetes_c_ Bacteroidia_o_ Bacteroidales f_S24 7 g_

k_ Bacteria_p_ Verrucomicrobia_c_ Verrucomicrobiae_o__ Verrucomicrobiales_f_ Verrucomicrobiaceae_g_ Luteolibacter
k_Bacteria_p_ Firmicutes_c_ Clostridia_o_ Clostridiales_f__Lachnospiraceae_g_ Coprococcus

k_Bacteria_p_ Firmicutes_c_ Clostridia_o_ Clostridiales_f _ Tissierellaceae_g_ ph2

k_ Bacteria_p_ Proteobacteria_c_ Betaproteobacteria_o_ Burkholderiales_f__Oxalobacteraceae_g_ Janthinobacterium
k_Bacteria_p_ Firmicutes_c_ Clostridia_o__Clostridiales_f Peptostreptococcaceae_g__

k_Bacteria_p_ Firmicutes_c_ Clostridia_o_ Clostridiales__

k_Bacteria_p_ Firmicutes_c_ Clostridia_o_ Clostridiales_f Ruminococcaceae_g_ Faecalibacterium

2.181826911
1.959978162
3.948834261 A
3.016069083
3.810906075 B
2.846500192
3.191528572 A
4.88806155 A

3.70365428 0.001194

3.55334845 0.003776

3.43954213 0.001476
457418757 0.00075
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