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Al A2 A3 Al A2 A3 B1 B2 B3
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B1 B2 B3 Showing 1 to 1 of 1 entries Previous 1 Next
#2914 B, idiBie 8571 MEE; Hek 20570 M EEHNER ST
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IRba¥ERE
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% groupd
genename Al A2 A3 B1 B2 B3
ENSG00000000003 TSPANG 0 4 6 3 5 6
2EHENES > ENSG00000000005 TNMD 0 0 0 0 0 0
s Agroup 1 B ENSG00000000419 DPM1 431 503 414 391 409 359
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O B EET ISR
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2 ERERIEE
e C) N
s &
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palette - Show 10 v entries Search:
meak . . . . read
geneid sampleid group repid TPM  FPKM  normalized counts
sample - - counts
1 ENSGO0000000457 A1 Treat1 1 986 340 25372 267
BRWEER 2 ENSGO0000D00457 A2 Treat1 2 1155 412 309.37 319
500
3 ENSGO0000000457 A3 Treatl 3 858 30 28094 273
BRmRE 4 ENSGO0000000457 M1 Controlt 1 1276 420 31904 347
500
@ 5 ENSG00000000457 M2 Control1 2 1249 416 321.86 274
TERRIE | L TEEN 6 ENSG00000000457 M3 Control 3 1258 438 33136 350
Showing 1 to 6 of 6 entries Previous | 1 | Next
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M, SRJET%E H logo.FoldChange 18 7£-0.3 1| 0.3 Z [A]. p /N TZ:T 0.05 HI%%
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3R L % L B 2 4 R K R U TR AR 5

Search:
genelD treat/control log2FoldChange p-value q-value genename
1 ENSG00000006075 Treat1/Controll  -3.40 1.15e-100 2.28e-98 CcCL3
2 ENSG00000010278  Treat1/Controll  2.83 5.75e-159 2.67e-156 CD9
3 ENSG00000010327  Treat1/Controll  4.36 0.00e+00 0.00e+00 STAB1
4  ENSG00000012223 Treatl/Controll  2.26 1.37e-106 3.09e-104 LTF
5 ENSG00000030582  Treat1/Controll  2.03 6.73e-110  1.61e-107 GRN
6 ENSG00000050730  Treat1/Controll  -4.65 4.35e-176 2.44e-173 TNIP3
7 ENSG00000085117  Treat1/Controll  -2.63 5.40e-138 1.83e-135 (D82
8 ENSG00000085265 Treat1/Controll  7.24 0.00e+00 0.00e+00 FCN1
9  ENSGO00000090382 Treat1/Controll  2.55 3.70e-172 1.94e-169 LVZ
10 ENSG00000093072 Treat1/Controll 239 2.84e-194 1.71e-191 CECR1
i it €5 Previous 1 2 3 B 5 10 Next
UIEEBIRA TR E |
it Search:
geneid A1l A2 A3 M1 M2 M3

1769 ENSG00000090382 10860.58 1172620 11505.15 247643 2292.30 2090.97
11417 ENSG00000169429 228.56 268.86 343.21 12357.71 10971.11 10182.04

14944  ENSG00000197746 3439.09 336242 3558.21 1057.26 112214 1059.35

3735 ENSG00000112096 308.95 29429 339.72 274163 2647.63 2853.59
6663 ENSG00000136235 2241.67 2096.55 2016.89 5244 57.83 46.27
1554 ENSG00000085265 1414.75 1381.24 1339.13 6.91 1.a7 9.21
457 ENSG00000030582 1425.90 1348.83 1402.08 337.98 400.81 360.86
9972 ENSG00000163131 904.45 918.96 885.45 24374 233.68 194.89
15130  ENSG00000198502 933.73 999.67 1068.50 189.16 19424 205.70

2520 ENSG00000102575 1152.64 1116.79 1176.75 127.88 12035 132.66

s “IEY, BATTATAE B BB IR R 100 SRR RE A . AR
i S Hos BN B T (57 ST R, W DL RGO R, W
ATLLEE Lo LA G2 AT RIE RO, RIDRE R a6 80 08 25 T 29 E J5 B BA
PRAEZE, IXAE AT LI et s (LR B R SE W o 3 TT LA FE A B SR A0 o ) ide
BRI 7, W] DA A P b R R LS A A K T s BRI 3R AT TR 3 o g e
BB R FE R 4% 7, AT DAZE R A B 7R L R 1D, St ] DURR 5 JE PR 2 i 22
MSBEATHN TS A RO INETOHE ", WOERAS N TR I . AR PLE R
AR SE, BEE R KNG, fEAD 1877 IR
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Her, H#AT8004.

e AT R R AR B P AR DA . R T AT SRR SRR, EAERRH
BHEA GOterm B[R FE DR 7E B S AL DK BT 7 O LU 8], 2 713 4 3 1 171X~ GOterm HE
HIEERIZE TS SRR BT R EL ], SRS AR p<0.05, T2 5 2
PR FH 4 ik L A

SRIGE A A ik 7% EARREDER, e BARIE AL, EAR S8 — 41,
AT — AR, FTRLS T TR CORBIBER” BT S EIRFRERIEAE, B
1% 4% treat/control ZH 7] . 2R J5 1% £ 7 7 1544 log.FoldChange {E 7£-0.3 £ 0.3 X [A]
SRIGIERAE I p M, p /N TF2T 0.05. &l Ll E 4 T15 8 logoFoldChange 1f (1)
Vo, BOkFREH g EidE.
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TEF HEEE ZRFEMN EROWTHK BXSIF RERRKIKT BE FEE | GOZMF | PathwaySth XFTS

1EIEEE - GORifEER
BESIE: FFERNBE
© pIRERE Show 10 | entries Search:
O H&EERE

genelD test log2FoldChange p-value q-value genename nc A1l
R

ENSG00000000003  Controlt/Treat1 188 273e-02 975e-02 TSPANG 0
human(Homo sapiens) v

ENSGO0000000938  Controlt/Treat1 053 217e-08 280e-07 FGR 2557.2
iitreat/control ENSG00000000971  Control1/Treat1 061 253e-02 9.18e-02 CFH 86.38
Control1/Treat1 hd

ENSGO0000001036  Control1/Treat1 072 1.75e-05 151e-04  FUCA2 377.26
llog2FoldChange| > x, x= ENSG00000001084 Control1/Treat1 123 269e-28 1.07e-26  GCLC 804.89
0.3 <

ENSG00000001460  Controlt/Treat1 113 369e-04 247e-03  STPGI 3421
SEMEATFEE: p-valuesiq-value ENSG00000001561  Control1/Treat1 043 976e-04 58503 ENPP4 20577
p-value -

ENSGO0000001630  Control1/Treat1 4108 1.23e-03  7.17e-03  CYPSIAT 71.27
p-value < ENSGO0000002822  Control1/Treat1 048 653e-04 410e-03 MADILI 806.79
0.05

ENSG00000002933  Control1/Treat1 118 180e-18 467e-17 TMEMI76A 130378
B | LTFEGOZR & FEHGOET

Showing 1 to 10 of 4,548 entries Previous 1 2 3 4 5 455 Next

Riliiztr. GO 7irtbits, —MFE s iti. IAERT “GO st
R EF, TUBERIEELER. £ “FHEL Rifk” #2n] LIXE S r 45 AT i
. EHELEHEY, ID & GOterm /Y ID, Decription AR ThAEFREIR, GeneRatio
NP e IR FE R AL TP oA A D e R R B b b2 Rk B R S 8, BgRatio R
BHARR DB 2k RS b ERR A i 2k A BT A R count 3%
NEA1Z4 B IR R) 2 R LR, group AR IER H 4 F IhEE (molecular function).
2N 2H 53 (cellular component)f12: 5 i 4= 95 #% (biological process). % 7MNAEH %
S H P A5 1 genelD 71, BRI, AEIX AT BoR, (RSB EEF 1S,
AT DL il T3k GO 45 B FH e R
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AR MEEE ERJANT ERMFETRE BEOR QBEZAOKTE AE  FEE E Pathwayfith XFF&H

1 BRI e

BitMEERIE: p-valuesiq-value GO HEER
pvalue . genelDiE, AFRTR, EEISETFEGOER
Show 10 v entries Search:
GO p-value £
o1 1D Description GeneRatio BgRatio p-value p-adjust q-value Count group
neutrophil

LR actation o

P ——— GO:0002283 involved in 235/3797  490/18866 1.39e-44  461e-41  3.14e-41 235 biological_process

immune response
GO:0002283 GO0043312 GO:0001819 GO:0071222

GOI0032496 GO:0071219 GO0071216 GO:0042581

’ neutrophil N
T o 600043312 40 o 234/3797  487/18866 1.44e-44  461e-41  3.14e-41 234 biological_process
BEER positive

Ny ion of
® saE GO:0001819 :f:lf::“" 195/3707  447/18866 3.58e-30 7.67e-27  5.22e-27 195  biological_process
£/B(geneNum) production
S B(pvalue)
. cellular response
R CES g GO:0071222 to 112/3797  208/18866 3.10e-27 464e-24  3.15e-24 112 biological_process
PR lipopolysaccharide
e - &
GO0032496 | PO 154/3797  334/18866 361e-27 46de-24  315e-24 154 biological_process
lipopolysaccharide
RRREResR
= - cellular response
GO:0071219  to molecule of 116/3797 222/18866 1.24e-26 1.33e-23 9.07e-24 116 biological_process
. bacterial origin
n GO0071216  <ellular response 124/3797  246/18866 1.72e-26 158e-23  1.07e-23 124 biological process
to biotic stimulus
SEhERA
SRR GO:0042581  specific granule 93/3924 160/19559 3.03e-26  2.27e-23 1.75e-23 93  cellolar_component
4
response to
R e GO:0002237 molecule of 150/3797  356/18866 3.86e-26 3.10e-23  2.11e-23 159 biological process
1000 bacterial origin
y regulation of cell- P
TEERMRE GO0022407  TR8 S PR 184/3797  439/18866 563c-26 40223 27323 184 biological_process
600
Showing 1 to 10 of 3,394 entries Previous [ 1 | 2 3 4 5 .. 340 Next

B -vscosm | aTEcomR COBEAE

fE PGSR I BRIER I GO A H . 7 “ BRI PR
SR, A DA U B AR p R Hh, SR A
R4 GO % H, B &-logu(p-value), MIFK/MURIERS . BH SRR E
BEXT P RO (77 SEHEAF IR, P LA R GG AR 27 %, R PT LA ETE X
AT BMEEy IR, BLR B F AR T R E

Top 10 GO Enrichment

specific granule - @
cellular response to lipopolysaccharide - .
cellular response to molecule of bacterial | ® Gene Count
origin
® 120
cellular response to biotic stimulus+ [ ] . 160

@ 0

=logio (p - value)

neutrophil degranulation -

neutrophil activation involved in immune |

response
40
response to lipopolysaccharide - . 35
30
response to molecule of bacterial origin- 3]

positive regulation of cytokine production - .

regulation of cell-cell adhesion+ .

0.45 0.50 0.55
Fold enrichment
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Pathway 4341+ ] pathway 1% KEGG H (] pathway B [, &N i) iZ
FARSHE R AL R . Pathway 73 M A #1E 5 GO 0 AR H AL, X EA
JE 4.

e 2 BB A R 2 7]
B 7 Wk http://www.geekgene.com.cn/
HAZ0HF G http:/ibioinfo.geekgene.com.cn/
Tel: 010-62897812 E-mail: service@geekgenen.com.cn
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