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demo Report

1-MS_identified_summary
2-Differentially_expressed_protein
3-Annotation_of DEPs
4-Functional_classification
5-Functional_enrichment
6-Functional_enrichment_cluster
7-Protein-protein_interaction
8-KEGG_pathway image

€ report

1) RESREES ST
- XHEEFR: 1-MS_identified summary
- NHERE: ERREETESTERER. £EMEER. EREEER.

2) ERVABEASRXMY
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YRYERR: 2-Differentially expressed protein
MRS : TREMBREREERRAER. ERFAEAHHE.
3) EEMERFABRFENNH
HREEFR: 3-Annotation_of DEPs
MRS FIEEERNEREMERRAEANIIMEEEEN. GO. KEGG B
&, BEASEEIERER.
4) ERFAEAMGESFENMG
RYEFR: 4-Functional classification
YRIRE: ERFAER GO “HHEFT. TAEEHED LG,
5) ERFTEAEAEEERSTUL
XRYEFR: 5-Functional enrichment
YRS ERRAEEME GO fEREEHHT. KEGG BERESENT. ER%
MR EEDT.

6) ERTVEEAMGRESRRRITXMG

B

MIBFR: 6-Functional_enrichment cluster

YRS FREIERAERFAEAN GO EEMNERESHT. KEGG BIREE

7) ERFAEABIEME DI
NHYZFR: 7-Protein-protein_interaction
YHEATS: BEEINERRAEASEREIFNEEIREREFLLYY, BERHTE

R,
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8) BREEH KEGG BT
XHRYEHR: 8-KEGG_pathway iamge
MHERE: EEFRFLER KEGG BREESTHEIINEEEERE, LK
THERXATACBEEREE. AR NEETRIEERENE TERRE
EE.

9 IRBREXHE
XHYEFR: report.html
XHERE: MBER, BFER, OnE, £EMEESITERER, T

BE5E%, EMERATEIE.
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0 Report.html

E report
8-KEGG_pathway_image
7-Protein-protein_interaction
6-Functional_enrichment cluster
3-Functional_enrichment
4d-Functional_classification
3-Annotation_of_DEPs
2-Differentially_expressed_protein

1-M5S identified summary
html NI EREERBTUT: 1 ARG, 2 FARRL, 3 DmRE. 4 DITER(E
=7 ANBEHRAFSTEREEREER, BAETIR, EESHT, HAESEMRE,

EFEARERERE—FRIINEESE. RENEAEFSSTER). 5 MRSEE

1-MS identified summary (RiEEIEEERHTE)

1-MS_identified_summary — 4 | Identification_QC
2-Differentially_expressed_protein Quantification_QC
3-Annctation_of DEPs B Table 1a. MS identified protein detail
4-Functional_classification Bd:| Table 1b. MS identified peptide detail

3-Functional_enrichment
G-Functional_enrichment_cluster
7-Protein-protein_interaction

8-KEGG_pathway image

& report
RXHXRTEERW Excel 18134, DIRRELEENEATEELUE (Table 1a. MS
identified protein detail) FIRKEREESYE (Table 1b. MS identified peptide detail).
AT ERRFRENIFABER/BEBEFITXILE, FASEEEUERT 7 —RIAIH O
EFIIF—ERbIE, SMRMTHIER html BIRE T 4.4 EREEDT.

1) Table 1Ta IEMWT:

Protein accession Gene name Protein description PSMs Peptides Unique peptides Intensity Casel Case2 Cased
AOQAQT5BEHT IGKV3-7 Probable non-functional immunoglobulin kappa variable 3-7 5 1 1 225 0322
AQAO75BEHI IGLV4-69 Immunoglobulin lambda variable 4-69 11 2 2 1878173 -0.329 1818 0.402
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Protein accession

EREAEETRRS, SEFEEERIEE UniProtkB/NCBI, Hfth
VIFSBRIEUERE (W7 EERRETAIR), LIREFIRHAVETERE.

Gene name

ERMNNAIEESZR.

Protein description

R EATRERNF A ER.

PSMs TR E RO IE ERIITECES,
Peptides EEFRINI N EHRIRKEREIE.
Unique peptides S ERRERENE.

Intensity BEFERISH.

Casel-3 B4,

2) Table 1b AEMT:

ALAAAGAGAGAK
ATTGTEDSDDALLE

Protein accession:

EAESIEETNRS, SUEEEESRIRA UniProtkB/NCBI, Eftbifh
EERIEE (METEEREE: TAIR), MUREFIEMASIERE.

Charge

BRER TR AL,

Modifications

R EREHE ((NERTEBEBIFAZEDHT).

Mass error UEIRIRERLNRESEBICREZE, BEMNMIREEHITSE,
Experiment REEEEHER.

intensity KRR ERE,

Sequence ARER.

id BRERRY id,

Length KR K,

Proteotypic

RERFPF IR R R RS ME—.

PSMs

R EFNIEI IR ERIITECEL.

Peptides

EEFIRIXINIZE ORI E.

Unique peptides

SRS,
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3) Identification QC

YR EERAELEAREE FRIRESTTER, QC1-QC4 AFRREEE: &

EIERREIRES . MRKES . MREERNER. KRESEES TS, BRFAE

B html B8RS

Identification_QC —
Quantification_QC
BS7| Table 1a. MS identified protein detail

B Table 1b. MS identified peptide detail

4) Quantification QC

| Figure QC1 Al —— [~ ™"

— " qc1 — Qc2
[4) Figure QC1 All ||||I|| +=E
I"I'II&

| Figure QC2 All
[8) Figure QC2 All ]
. qcs Qca

%) Figure QC3 All
) Figure QC4 All
[5) Figure QC4 All

| Figure QC3 All

Quantification QC Xk TEEEREERIRESITER, BTREEEMERARE

EEX, AEFEHTEEESRESTT, B A-D BRMNARHEE TRIEEYFESH

RAESEHANEEERESHEFRITS LA—EE.

Identification_QC B ."ll
Quantification_QC — Figure 1a. Protein quantitation density plot — -
Ed Table 1a. MS identified protein detail [%] Figure 1a. Protein quantitation density plot ,"l J"
B Table 1b. MS identified peptide detail | Figure 1b. Protein quantitation CV plot \ 4 !
[5) Figure 1b. Protein quantitation CV plot
c D _—

Figure 1c. Protein quantitation PCA plot
[%) Figure 1c. Protein quantitation PCA plot
Figure 1d. Protein quantitation PCC plot
[5) Figure 1d. Protein quantitation PCC plot

(B A): BSIRAREEER, ARFAR—UERNEBRENEEES T, B LA AEEA

RAbFE—XKFE L, (B B): SEESHAREAEEERNENNEE (RSD) LHIRIE

£, ZIKRSD B\, EEESHBLT. (B C): R NEREEERD DITERE

TE, EPEAENREEEAREADNESEN. BFLUELHERERINEYES

HABMRATREE—E, REAESHERI. (B D): FEFARRZBRI/RAFERR

HARE, RARAFHNEEEMAIERXERE. SRRARREMRR-1 MaEX (B

B), MR 1 AEEX (A68), MR 0 AFREX.
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2-Differentially expressed protein (ERFEERRIDIT)
ERFRABANS TS HIERIEEMESHABRUREFERMEML, FEEEE W html
BURE. BEEERSTE, RNEAWIRERBEERERD: P EMTHEL
(Foldchange), #RIELMENER, MHIEBRINERFTAEL MUSHIERARTEEREEHN
10%4£h, BEREFRIEERFAZLNMNIKAT 100 4, BRFEHENENZFRITOT. |
&b, RAIBAERAYEER Pvalue<0.05, |[Foldchange| > 2, BASIEARIERFEURE

Mk, W html i8R

1-MS_identified_summary | Figure 2a, DEPs volcano of Control-ve-Case
2-Differentially_expressed protein ——p '\ﬂ;: Figure 2a. DEPs volcano of Control-vs-Case
3-Annotation_of DEPs Figure 2b. DEPs heatmap of Control-vs-Case
4-Functional_classification |#] Figure 2b. DEPs heatmap of Control-vs-Case
5-Functional_enrichment Bd7 Table 2. DEPs list of Control-vs-Case

6-Functional_enrichment_cluster
7-Protein-protein_interaction
8-KEGG_pathway image

© report

2-Differentially_expressed_protein X#43erhl) Excel a4 ERRERIMTER
SIEBINERIIAER, 84 Excel THHEALIT/5I—Protein accession (BER
2), Gene name (BEETR), Protein description (BEfiik), EEHEHEIAR, log2FC
(log2 FEHRATERAEE), Pvalue (P{E), adjPVal (BH RXIE/RAI P ), Regulation
(B ETEEA).

nunoglobun kappa vansble 3-7
oglobulin kappa variable 20D-24

skulin gammia Fe region recepter [1-A
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Jogi0(ad P V)

EBRNERTEDTTHIKILE, HEHARIEGERIERIEREEL (log2FC), Y479 10910
EEEIPE, d8AEE AR, EeNEEMEAREA. AREAREHINERRAER
HEAHIRAE, BHRE—BAR— IR EefREs)) JmnE—RAR—ERE

FER, BTFHBRRIRERENTRRE, IeERREES, BEAFRELER.

3-Annotation of DEPs (FEHINEETRE)
NTEMTHEARELRINEESS T, BIINEEEINEFRAELHTESAITNEE
TR, 88EREAXRIE (Gene Ontology, GO). FEHZEHME, (Protein domain), KEGG

BE&. KOG Ihen AR WEHELEIIENL (Subcellular localization) ZAEMR T 7 iF4HY

TR,
1-MS_identified_summary B Table 3. BP of Control-vs-Case
2-Differentially_expressed_protein B Table 3. CC of Control-vs-Case
3-Annotation_of_DEPs —_— B Table 3. KEGG of Control-vs-Case
4-Functional_classification B Table 3. KOG of Control-vs-Case
5-Functional_enrichment B4 Table 3. MF of Control-vs-Case
6-Functional_enrichment_cluster & Table 3. Pfam of Control-vs-Case
7-Protein-protein_interaction
8-KEGG_pathway image

e report
TR
-GO T

(Annotation_of DEPs Xk FaYas&Z+ a8 BP. CCH1 MF B9/ GO iFRERINL
#). GO XBEARXIL, B— I EBNENERESNLE, BT HR—HIRAEYih+

HERIMEERFYNEMSE. GO FEHH 3 NAE: (1) Cellular Component fRfE4H
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Bk:  MRRAVERE N XRIGHXSR, XARER— MR (A0 AERRaiz) i

BN EREFRHNiER BRI ER ERIN).

BE: D FIIRSHIAEYIEMN MNAREESD FRKF LR RNEERLSES.

Process &£41972 :

(2) Molecular Function 518

(3) Biological

EMSER RS FURSEE R SRIEH-

EA GO JFREEFEFRET UniProt-GOA FiEZE (http://www.ebi.ac.uk/GOA/),

Bt BERR ID s UniProtkB #3EEERY ID, AA/SHRHE UniProKB Ay ID £

UniProt-GOA FF#ZIRIRIA GO i HER. &5, 8 MEBMNSZIRIE Gene Ontology

annotation FJLAS R 3 A £43FE (BP), 9FIhEE (MF), 4ApEAR (CC), LA

BP =i& /941

Protein accession  Category

AOAQ75B6I0 Biological process
AOAQ75B6I0 Biological process
AQAQ75B6I0 Biological process
AOAQ75B6I0 Biological process
AOAQ75B6P5 Biological process
AOAQ75B6P5 Bioloaical process

(EftbTHREERRETIZIUEA, EAEESIR)

D

GO:005089
GO:000895
60000237
GO:000815
GO:000815
G0.000237

GO levels Terms

Gene nami Protein descriptiControll ~ Control2  Control3  Casel Caze? Cased log2FC PValue adjPVal Regulation

2 response t IGLV8-61 Immunoglobulir -1026 -2.237 1251 1709 0379 -2744 000218 0.0164 down-regulated
3immune relGLV8-61 Immunoglobulir ~ -1.028 -2.237 1251 1709 0.379 -2744 000218 0.0164 down-regulated
2 immune sy IGLV8-61 Immunoglobulir -1.026 -2237 1251 1709 0379 -2744 000218 00164 down-regulated
1 biological_IGLV8-61 Immunoglobulir -1026 -2.237 1251 1709 0379 -2744 000218 0.0164 down-regulated
1 biological_IGKV2-28 Immunoglobulir ~ -0.805 -1353 -1594 -0.344 2.247 1895 -2517 000739 0.0328 down-regulated
2/immune sy IGKV2-28 Immunoalobulir  -0.805 -1353 -1594 -0344 2247 1895 -2517 000738 00326 down-requlated

Protein accession

BEESERFTRIRS

Category GO MpE, —HHDA=KE

ID Z GO term #£ GO HEARPAWFERS.

GO levels Z GO term £ GO DERREFFHIER, BRIHFHMKA, DIEHABENR.
Terms GO %&H.

Gene name 2RE,

Protein Description

FERRNFMER.

Control1/Case1

HAER.

Log2FC BHRAEREHAIEEER,

Pvalue {2 Fisher 101015 EIRYE &ML P (&,

adj.PVal {#F BH (Benjamini &Hochberg) ERFIESHY P {E.

Regulation ESEARIAMER, (up-requlated A LE, down-regulated ATA).
-KEGG i1
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(Annotation_of DEPs X4k THasEHEH KEGG B9 KEGG iERRISH) .
KEGG BEECHO FEEEIFRIEEMES, WAEREE. 6%, £URN, KEGG
BREIZEENE. BEERLE. MEEELE. ARERE ARKRK. BUFRS.
-EASISEEE (Pfam/InterPro)

(Annotation_of DEPs Xk Faas&ZhEH Pfam A9/ Pfam jEEAIH). EBH
AR LIFRATHN—REORFS. SEsETRER AR bELRE.
BMEFR N R RN =EEH, BEULURIRENINS. TSERRESSMEEE,
—MEMFFREEESHAENELR. 52, ERGWERIEEFRELRS F+
EEHINFELARS, BEEHENNFS. SEMIeE, EEARMANSET. SEERIK
E4E 25 MEERM 500 MERKEZE, Pfam #iEEE—MEERANEARK
#ERE, 2L UniProt SiEEKRRINEQSIEMKIEEIZN, EAMBETHRATYERSE
B TEEEER,

-KOG IjjgEsr 2t

(Annotation_of DEPs Xk FHapEHEHE KOG BYA KOG JEREAINE). KOG
£ Clusters of orthologous groups for eukaryotic complete genomes  (EIfZ4EME
EERRRIRGR) 4SS, MREA KOG MWERMEWBE IRET—MALER, Hl
orthologs &2 paralogs. Orthologs RiI8skEFAREYMIIBREERER (W) #
HWimkEE, FEESRESRGERHEREINEE. M paralogs RAFLAE—EWFPHARY
RRTERSHINER, FTReRHCHIINSRREXINE. BEEEERSHIERFN
text, ATLMREFASTRNERRAVINRE. #UEEERE: EggNOG Database | Orthology
predictions and functional annnotaion (embl.de)

-IF AR L
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BRZEYBRRAIETRER, (IESEESHNREHNER, Se2I4ERARRISMITH

LO

4-Functional classification (ZERRETEINEESD )

AT ERERFTEIEANENZER, FIMREARRALNE CEE MERRIAE
L, BREGSINERRLEAREDREEIRERHITO XL . 4
Functional_classification 3=k AB ST, —REINFITERE Excel X, =R

Kot ARy pdf/png X4,

1-MS_identified_summary .| Figure 3a. GO classify of Control-vs-Case
2-Differentially_expressed_protein [%) Figure 3a. GO classify of Control-vs-Case
3-Annotation_of DEPs .| Figure 3b. KOG classify of Control-vs-Ca...
4-Functional_classification —  [5] Figure 3b. KOG classify of Control-vs-Ca...
5-Functional_enrichment .| Figure 3c. Subcell classify of Control-vs-...
6-Functional_enrichment _cluster [#) Figure 3c. Subcell classify of Control-vs-...
7-Protein-protein_interaction . Figure 3d. KEGG classify of Control-vs-C...
8-KEGG_pathway_image [#) Figure 3d. KEGG classify of Control-vs-C...
€ report B9 Table 3a. GO classify of Control-vs-Case

B4 Table 3b. KOG classify of Control-vs-Case
B Table 3c. Subcell classify of Control-vs-C...
B4 Table 3d. KEGG classify of Control-vs-C...

LA GO iEREhfy BP (£#id#2) H6l: Category RINEEFRRMBIRESDE (BIF
Biological process, Molecular function, Cellular component, KEGG, COG, Pfam #[
subcell &), Terms 2F&HINEEEREI, Regulation MRERELANFAEN (L or T

@), Freq RIEEZIRMMESPEREAESE.

Category Terms Regulation Freq
Biological process locomotion down-regulated
Biological process biological adhesion  down-regulated
Biological process signaling down-regulated

Biological process developmental proce: down-regulated
Biological process immune system proce down-regulated
Biological process metabolic process down-regulated
Biological process localization down-regulated

o' R I R IR S S o

TN R =B EMRIR AR AT
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1-MS identified_summary & Figure 3a. GO classify of Control-vs-Case . ! D
2-Differentially_expressed_protein %] Figure 3a. GO classify of Control-vs-Case I
3-Annotation_of DEPs = Figure 3b. KOG classify of Control-vs-Ca... ; : B . 1 \ e
Frinctional datsication (5] Figure 3b. KOG classify of Control-vs-Ca... TR i I [
S-Functional_enrichment ] Figure 3c. Subeell classify of Contral-vs-.. : :. I
6-Functional_enrichment_cluster |=] Figure 3c. Subcell classify of Control-vs-... - p I
7-Protein-protein_interaction : Figure 3d. KEGG classify of Control-vs-C... % :
8-KEGG_pathway_image =) Figure 3d. KEGG classify of Control-vs-C... §
@ report BY| Table 3a. GO classify of Control-vs-Case H i c = z Gt
B9 Table 3b. KOG classify of Control-vs-Case i T g | [ g : i
&) Table 3c. Subcell classify of Control-vs-C... ——— = =

9| Table 3d. KEGG classify of Control-vs-C...

-A. GO FRRER

RIERAEEERRIAEAD AEE (down-regulated TiF, up-regulated i),

Category FHIREEEAR GO iEFRN=AE, DAISEWIRE, MRAED, HFIEE.

MHMZEEEIR GO TR (Terms), HHHZRRIE Terms FEREHRIEE (Freq).

-B. KEGG i¥REER:

RIERAEEERRIAEAD AME (down-regulated i, up-regulated i),
Pathway level 1 FAFEEREF KEGG BEERIIAES K. NilEEEZIM KEGG B
(Terms), tEHZESFE Terms F_EE/ NRAEREQNEE (Freq).

-C. KOG iFE4R:

RIERXELEERRAEAD IME (down-regulated T, up-regulated i), 1&
1 Freq KFREBHE, AR Terms RREFFAERS KOG HIEELLETRNAESDD
Be, AARESTLARIBEIRMSE,

-D.Subcell ABIEIIERLTRRER:

RIERAMREIERRAERD I (down-regulated T, up-regulated L), 1#
H Freq KREBOHE, FR Terms AREFFRAZRABIRHFRNATMEEN, THE

ZOTLASIEIRRMSE,
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5-Functional enrichment (ERFEERINEESTE)

B FBREBPNERRAEA D BIHITT GO 52K, KEGG BIRMEASEEH="

EENEESH (LAMNSH Fisher' s exact test BIE A/ TRISHGISTTEREZM P value),

BENRARERRLIEORAERLYRREGEEMNEEED., 4

Functional enrichment SNBSS FENH, —EENEELERA Excel 324, —2%

FITER TR pdf/png 344,

1-MS_identified_summary Figure 4. Biological process enrichment of Control-vs-Case

2»DiH'ergnﬁally_;xpresggd_prolein “W“| Figure 4. Biological process enrichment of Control-vs-Case

3-Annotation of DEPs Figure 4. Cellular component enrichment of Control-vs-Case
4-Functional_classification [) Figure 4. Cellular component enrichment of Control-vs-Case
5-Functional_enrichment I Figure 4. KEGG enrichment of Control-vs-Case

6-Functional_enrichment _cluster 5] Figure 4. KEGG enrichment of Control-vs-Case

7-Protein-protein_interaction Figure 4. Molecular function enrichment of Control-vs-Case

8-KEGG palhway_-\'mage ‘ﬂ Figure 4. Molecular function enrichment of Control-vs-Case
© report £ Figure 4. Pfam enrichment of Control-vs-Case

[5] Figure 4. Pfam enrichment of Control-vs-Case

‘E Table 4. Functional enrichment of Control-vs-Case |

LA GO BRI Excel K& Fun Category (RS EREURRESEY, AR GO

FRYEYDSFE (Biological process), Regulation {FRESERMNFIAEL (up/down-

regulated £, T), Terms I5EELERERER, mapping KEXZFEEIE— term
HIZEEEE, Fold enrich REXEE(EE, p.value 7 fdr AIREEETEM, fdr 21RIE
ERERHFIESM P &, Gene names TRZBIEFHELERES, Proteins RNZiE

EEEERY Uniprot ID, RFEREEFHEEBETINERERHERR, ELIHIERR

%A p {E<0.05 EiF%apa,

Fun Category Regulation Terms mapping Fold enrickpvalue  fdr Gene names Proteins

Biological process  down-regulated  actin cytoskeleton organization 10 11 0422 1 XIRPZ.EPB41L: A4UGRS:043481:P02549.P0O5787:P
Biological process  down-regulated  actin filament bundle assembly 2 3.06 0139 1 ELN;FSCN1  P15502;,Q16658

Biological process  down-regulated  actin filament bundle organization 4 273 0.059 1 SPTALELN;ADP02549,P15502;P30612;Q16658
Biological process  down-regulated  actin filament organization 4 106 0527 1 SPTA1ELN;ADP02549:P15502;P35612:016658
Biological process  down-regulated  actin filament- based process 138 128 0167 1 XIRPZ:EPB41L: A4UGRS:043481:060234;075044

BYSEERNARNERFTLERBEES (P value < 0.05) FIRIIHAES SSANEES.
SBEPEHTREZESRMR] 20 MORIER, NHNTIREDSEIEE, BMAERK

REAEIXIIREEE AT S BIABEL TS E R BT S ELHIRIZLEEL (Fold enrichment)

TN R =B EMRIR AR AT
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Ay Log2 e HIEE. EREIERTEEEEM P value, HIEBHRHEE, BB\

FRTIRERERE P ERERI L.

ot i)

L Ty

L L

Torma

% o0

5 50 75 28 80 78
log2{Fold enrich)

6-Functional enrichment cluster (INEESERXRST)

1-MS_identified_summary [ Figure 5.
2-Differentially_expressed_protein II:] Figure 5.
3-Annotation_of_DEPs [ Figure 5.
4-Functional_classification [s] Figure 5.
5-Functional_enrichment [ Figure 5.
6-Functional_enrichment_cluster — [&] Figure 5.
7-Protein-protein_interaction [ Figure 5.
8-KEGG_pathway_image =] Figure 5.
) @ Figure 5.

|&] Figure 5.

Enrichment cluster of Biolo...
Enrichment cluster of Biolo...
Enrichment cluster of Cellul...
Enrichment cluster of Cellul...
Enrichment cluster of KEGG
Enrichment cluster of KEGG
Enrichment cluster of Molec...
Enrichment cluster of Molec...
Enrichment cluster of Pfam

Enrichment cluster of Pfam

SLRITBRAER, WRARZH, AT BEINEVEEREIRAGEEEIER,

FHREHEFRES, BIBSMBRENEREEEREN term BXNTFHE, £/ p.value &2

FIRE, TER:

TN R LB ERI AR E]
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IE KEGG EEREDEEIRAE (heatmap), BRAEFRARIRE+THNERF
KER, NaAERRIAERIBXEERIRESINEE (GO, KEGG pathway, Protein
domain) BYiEiR., ARIMBANERFREAER SRR NAIBRKRRERIZERSS,
Bl-log10 JIEUEHRIERY p EA/N, BLRINEEESHES. RE E5RIERAT (Compare
#1 Regulation) 73R T SEIRAILLIRARIIEREARIARN. MNEIFEAITLIREE!,
HREBREHIE DAREEY, MELERUE MEIRESTHE, LUy 28Ntk

WFESE R,

7-Protein-protein interaction (FEAE{EMLZSHT)

AT H—LTHRERFRLEAZBNIRERRUREBENENZN, RIVEEER
NEREEMTEBEEMEDHT. 7-Protein-protein_interaction 4R TEREN Y,
—REEAEEMNESTISE (LAI288), 5—XME html #8304 (FEE

R

1-MS _identified_summary
2-Differentially_expressed_protein
3-Annotation_of DEPs
4-Functional_classification
5-Functional_enrichment

6-Functional enrichment cluster .
= = Figure 6. PPl of Control-vs-Case_files

ek ot w100 T @ Figure 6. PPI of Control-vs-Case

8-KEGG_pathway image
& report

TS RAPREERENFESINEREAMEERSHELFY, BES
STRING (v.11.0) ERE/EMEHIEELLIIE, &R confidence score > 0.7 (high
confidence) IREVSRIEREHEEXR. KRG8 R package “"visNetwork” TEXIZE
SEAEEMEHTIMMET. MTER™: BFEBERFERED, FARHREARED

RERFRARER (FBATEER, BRANLDHEER), BE#K, ARNERSEEK. 7
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