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Pathway Analysis
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1 |Patient ID Muscle loss 1, 6-Anhydro-beta-D-glucose
2 |PIF_178 cachexic 40. 85 18.73 26.05
3 PIF_087 cachexic 62.18 24.29 41.68
4 PIF_090 cachexic 270. 43 12.18 65. 37
5 NETL_005_V1 cachexic 154.47 172.43 74.44
6 PIF_115 cachexic 22.2 83.93
7 PIF_110 cachexic 212.72 80. 64
8 |NETL_019_V1 cachexic 151.41 42.52
9 NETCR_014 V1 cachexic 31.5 12.94
10 NETCR_014 V2 cachexic 51.42 34.81
11 |PIF_154 cachexic 117.92 72.24
ETL_022 V1  cachexic 20.7 28.79
NETL_022_V2 | cachexic 127.74 15.03
14 NETL_008_V1 cachexic 59.74 46. 06
15 |PIF_146 cachexic 89.12 32.14
16 |PIF_119 caches 23.57 7.85
17 |PIF_099 cachexic 41.26 7.85
18 |PIF_162 cachexic 589.93 46. 06
19 PIF_160 caches 112.17 47.94
20 PIF_113 cachexic 167. 34 31.19
21 |PIF_143 cachexic 183.09 64.07
ETCR_007_V1 cachexic 208.51 47.94
NETCR_007_V2 cachexic 34.81 68. 03
PIF_137 cachexic 333.62 54.6
25 PIF_100 cachexic 32.46 11.02
26 NETL_004_V1 cachexic 4. 71 30.88
27 |PIF_094 cachexic 68.72 25.03
28 PIF_132 cachexic 214. 86 33.78
29 PIF_163 cachexic 304.9 40.45
30 NETCR_003_V1 cachexic 37.71 8.25
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MetaboAnalyst - statistical, functional and integrative analysis of metabolomics data

Welcome >> click here to start << <= ———1

News & Updates

Check out our latest paper on MetaboAnalyst 4.0; M¥
Release of MetaboAnalyst 4.0 together with a companion R package MetaboAnalystR. You can stil access version 3.0 here
Check out our OmicsNet for flexible creation & 3D visualization of complex netwarks integrating

miRNAs and

Check out our Microbi for ive analysis of microbiome data
Enhanced visualization for SMPDB pathways (09/28/2018); New

Fixed the performance issue with Data Editor (09/21/2018); Ne¥

Minor interface enhancement based on user feedback (09/11/2018); Mev
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X 2 FEIERE A

1) —FEMBIRHZEIEE IDS (HMDB ID KEGG ID) JER Input Type i£F.

2) FEECHRERESR (xt Xy X, HiEEmLE) | AR IESERER
BREIREELE, D KEMBEAETHERZTIF.

SERETNAE, A Submit

Please enter a one-column compound list:

Input Type: - Please specify

Use our example data

Or upload a concentration table (.csv or .txt):

Group Label: Discrete (Classification) Continuous (Regression)
ID Type: — Please specify

Data Format: Samples in rows

Data File: EEN | RS

Use the example data

Data  Description

= ; Urinary metabolite concentrations frem 77 cancer patients measured by 1H NMR.
atasef
- Phenotype: N - cachexic; Y - control

(XERTHIEEAG, EFE—H BWABRALEGYERR)
Step 4: G A FR/ID Kt

AN T BE, ROZ SRR (B alpha, beta) it

B BN AR RTERILE - /£ 8T FRid e17;

R B AR R R A e UL ME— VT RC T - 76 N 2k SO AR 1d 07
XTHEYAR, g “View” #EUSATIEUE R, HAAEKRBIN F3h ik IEFR
VCRCI ORI B3t AT LA 25, 4% L-Isolucine 5 1E N L-Isoleucine) ;

X} KEGG ID, nl#if; “ View” 5542, 7& match Z|[F1EHL T LAF BIE 5 1B A I UL AL I
sidi Submit

Step 5: JEFEIE %/ BT ELHE E AN A S S 4L
S E 5 ST Submit

UM BE N AR RN BIRAT] BiE: 0571-87662413
MMEFHAFELAXT 6 SKiE 260 SHERE 161E4 E £E: 0571-81951905

BR4%: 310018 www.lc-bio.com



BEI 124

ERERRBAOEA

Please select a pathway library:

@ Homo sapiens (KEGG) [80]
Homo sapiens (SMPDE) [99]
Lo, Mus musculus (KEGG) [82]
o . uﬁ?lﬁj}m Mus musculus (SMPDE) [99]

Raftus norvegicus (rat) [81]

Bos taurus (cow) [81]

sy
b

Gallus gallus {chicken) [78]

[Eir

Danio rerio (zebrafish) [81]
cis B8 Drosophila melanogaster (fruit fiy) [79]
e3 i’ﬁE Caenorhabditis elegans (nematode) [78]
BE Saccharomyces cerevisiae (yeast) [65]

Oryza sativa japonica (Japanese rice) [83]

Arabidopsis thaliana (thale cress) [7]

Schistozoma mansoni [69]
tes Bxdd Plasmodium falciparum 3D7 (Malaria) [47]

Trypanosoma brucei [54]

Escherichia coli K-12 MG1655 [87]
Bacillus subtilis [80]
Pseudomonas putida KT2440 [89]
Prokaryoles RS Staphylococcus aureus N315 (MRSA/VSSA) 73]
Thermotoga maritima [57]
Synechococcus elongatus PCCT042 [75]

Mesorhizobium loti [86]

Please specify pathway analysis algorithms:

e Hypergeometric Test FBJ1AAfeE

Representaiion Analysis - : : ATIREE b
SEASH Fisher's Exact Test Erei/l b Ao S

& Relative-betweeness Centrality ‘:F’ ﬂ” ':F’ i L?'|'ii._
i ]SEjii\ﬁj\‘*Fr o Out-degree Centrality 1 & R s {4

Please specify a reference metabolome:

e Use all compounds in the selected pathways {FHi#tkpathways FRIEFBHIR
Upload a reference metabolome based on your technical platiorm (EEHEHERES LES

E 4L
[ submit |
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Step 6 : EREFE

ZMARIHANESRIBERE EENTH p EFEEE AT ATHY pathway impact values
BB LR MBS, BFRFNESIN TR LB TREBRER. 2HEIMTREEEM
HERk 2R3N pathway,

B R EANE S ENBEN D RS R T T RFNBEEEFREENZ pathway. 1+
B2 O8IMTR (TKA%) WEUTREN, fTZYRESETZYRINEZFR. Importance
#1 DB Links 58 . &I INEATEMNEFRANANENER, ARKEKENEEE
ALE,

ATBEANEMAE XEERTIXERFVEAEESTHNERFELS, FHFRHE
2, RERTZVEEAEEHNERES, SEOMHBABRBXERE (NRERTFELE
TEHEXRBAER)  HbFEe (MNREILEeAE) ZRrREVESETFEEARANE
ZMKE,

Result View:

The metabolome view on the left shows all matched pathways according to the p values from the pathway enrichment analysis and pathway impact values from the pathway
topology analysis. Placing your mouse over each pathway node will reveal its pathway name. Clicking each node will launch the pathway view on the right pansl

The pathway can be launched sither by clicking the corresponding node on the left image or by clicking the pathway name from the table below. Please note, each node (compound)
is clickable. You can zoom in and out using the control buttons below, and then drag the image to the locations of interest. Placing the mouse over each metabolite node will reveal its

common name. Clicking the node will trigger the compound view of the selected compound

About compound colors within the pathway - light blue means those metabolites are not in your data and are used as background for enrichment analysis; grey means the matabolite
is not in your data and is also excluded from enrichment analysis (only applicable if you have uploaded a custom metabolome profile); other colors (varying fram yellow to red) means
the metabolites are in the data with different lavels of significance
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Pathway Impact

I EERE

YHET pE CREBREENT) . X #ET pathway impact value (3k BBEEIREFI4T) o
TRABET pE, BXER pEHREXE/), HRFEEZETH pathway impact value, H

INEIR, impact {EH/NEIK,
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Click the correspending Pathway Name to view its graphical presentation; click Match Status to view the pathway compeunds (with matched ones highlighted).

12 x| o
Pathway Name Match Status p -log(p) Holm p FDR Impact Details
Glycine, serine and threonine metabolism 8i48 5.1483E-10 21.387 4 1187E-8 4 1187E-8 0.50503 KEGG SMP
AminoacyHRMNA biosynthesis 875 2 0786E-8 17.689 1.6421E-6 8.3143E-7 0.05634 KEGG
Phenylalanine metabolism 5/45 1.302E-5 11.249 0.0010155 34719E-4 0.16781 KEGG SMP
Valine, leucine and isoleucine biogynthesis 427 3.4566E-5 10273 0.0026615 5.5305E-4 0.04823 KEGG SMP
Pantothenaie and CoA biosynthesis 427 3 4566E-5 10273 0.0026618 5.5305E-4 0.07288 KEGG SMP
Propanoate metabolism 4/35 9.9329E-5 92171 00074496 0.0013244 0.11348 KEGG SMP
Nitrogen metabolism 439 1.5313E-4 87842 0.011332 00017501 00 KEGG SMP
Sulfur metabolism 318 2.6735E-4 8.2269 0.019517 0.0026735 0.1559
Cysteine and methionine metabolism 4/58 6.3128E-4 7.3678 0.045452 0.0051579 0.26615
Thiamine metabolism 3024 6. 4473E-4 7.3467 0.045776 0.0051579 0o
Phenylalanine, tyrosine and tryptophan biosynthesis 3027 9.1872E-4 6.9925 006431 0.0066816 0.008
Tyrosine metabolism 478 0.0020068 6.2112 0.13847 0.012965 0.04724
Arginine and proline metabolism 47T 0.0021068 6.1626 0.14328 0.012965 0.03799
Valine, leucine and isoleucine degradation 3/40 00029196 58383 0.19561 0.015571 00 KEGG SMP
Butanoate metabolism 340 0.0029196 58363 0.19561 0.015571 0.14317 KEGG SMP
Nicotinate and nicotinamide metabolism 344 0.0035409 5.562 0.24966 0.019205 0.0 KEGG SMP
Cyanoaming acid metabolism 2118 0.0059587 51229 0.38135 0.028041 0o KEGG
Taurine and hypotaurine 220 0.0092589 48811 0.58304 0.038027 0.02158 KEGG SMP
Citrate cycle (TCA cycle) 2120 0.0092689 46811 058394 0.039027 0.10708 KEGG SMP
Alanine, aspartate and glutamate metabolism 224 0.013228 4.3254 0.80692 0.052913 0.00285 KEGG SMP SMP SMP
1|2 e | o

FIGFFEMRR T pathway analysis I HT4E R, Match Status A& £ 2 NREY /1888
FErERE N, Hoimp 24 HB FAKTIE/GH p 18, FDR p =2 False Discovery Rate %t
IEEM pfE, Impact BREEEEAINPITBHAY pathway impact value,

Step 7 : ERT#H
FrEETEHNEFSEIMNE RS Download F T E .,

ﬁ Result Download

» Processing

Normalizatien e o S
Generate Report
~ Pathway

Please download the results (tables and images) below. The Download.zip contains all the filss in your home directory. You can also gensrate a PDF analysis report using
the button below.

_ Download.zip crop1538184783672.png
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