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Scope: [Self ]

GEO Publications FAQ MIAME Email GEO
NCBI > GEO > Accession Display @ Not logged in | Login [
Format: [HTML _v]| Amount: GEO accession: &5

Series GSE25724

Status

Title

Organism
Experiment type
Summary

Overall design

Contributor(s)
Citation(s)

Query DataSets for GSE25724———_
Public on Dec 01, 2010
Expression data from type 2 diabetic and nen-diabetic isolated human islets
Homo sapiens
Expression profiling by array

We performed microarray analysis to evaluate differences in the transcriptome
of type 2 diabetic human islets compared to non-diabetic islet samples.

4/

Human islets were isolated from the pancreas of organ donors by collagenase
digestion followed by density gradient purification, then hand-picked and
cultured 2 days in M199 culture medium.

— SeriesfE &,

Bugliani M

Dominguez V, Raimondi C, Somanath S, Bugliani M et al. Class II
phosphoinositide 3-kinase regulates exocytosis of insulin granules in pancreatic
beta cells. 7 Biol Chem 2011 Feb 11;286(6):4216-25. PMID: 21127054

M

Analyze with GEOZR

Submission date
Last update date
Contact name
Organization name
Department

Street address
City

ZIP/Postal code
Country

Platforms (1)

Samples (13)
4 More...

Relations
BioProject

Download family

SOFT formatted family file(s)
MINIML formatted family file(s)
Series Matrix File(s)

Supplementary file
GSE25724_RAW.tar
Processed data included within Sample table

Nov 30, 2010
Aug 10, 2018
Marco Bugliani
University of Pisa
Dept. Endocrinology and Metabolism
via Paradisa, 2

geo2rF {7 AT

Pisa
56124
Ttaly

GPL96 [HG-U133A] Affymetrix Human Genome U133A Array

GSM631755 Non-diabetic islets, repl
GSM631756 Non-diabetic islets, rep2
GSM631757 Non-diabetic islets, rep3

FIMERNER

PRINA133855

Format \
SOFT @

MINIML &

TXT @

Size Download File type/resour[:e
26.0 Mb (http)(custom) TAR (of CEL)

R E R cel X 1

wit, By, B,

R

R,

13/
A

THNEF

ID REF GSM631755 GSME31756 GSM631757 GSME317! GSME317! GSME317( GSME317¢ GSME317t GSME317t GSME317¢ GSME317¢ GSM6317( GSM6E31767
1007 _s_at 9.37362 9.27457 931466 881297 922501 86195 9.79252 871202 88878 941581 886084 101835 B.7555
1053_at 4.88624 4.57343 466537 441698 453738 4.89242 457879 43637 4.33044 433198 417537 439334 465933
117 at 4.96282 4.81762 4.9978 568013 7.17241 541695 521297 526965 5.54095 635407 562223 53208 5.87183
121 at 7.80585 7.25204 710025 798722 783563 8.09588 7.66055 746696 801953 85485 889975 82442 810341
1255 g at 2.99568 3.13716 331115 339302 3.22608 34484 353151 337321 358914 360277  3.8355 3.60085 3.84845
1294 at 5.86496 5.908 55454 708601 585381 6.22509 6.05949 6.24108 6.61087 7.30958  6.8064 7.06536 6.51999
1316 at 4.714 4.76368 473688 513795 477754 4.99426  5.0032 51503 5.38395 5.40588 5.67363 5.2636 5.56291
1320_at 381331 362043 376574 396046 39283 400208 3.83565 4.01251 410997 409588 435531 395444 405609
1405_i_at 3.74983 3.52672 3.48854 390788 3.31866 3.65133 3.53986 3.80711 3.99118 391932 4.43341 3.59144 500821
1431 at 3.09368 3.12216 3.02732 402962 3.03975 3.34048 3.03704 3.23148 3.22122 3.529 358041 3.29748 3.51201
1438_at 5.31156 515311 53089 614691 557046 628229 537852 554494 631894 6.21323 641962 585699 610687
1487 at 7.27487 731441 6972615 720505 T7A7457 7.05008 726466 737946 693767 69453 T.AR2T1 734664 691876

T



* Samples * Define groups

Enter a group name List
I :F E-\ PF Group Accession s
% Cancel selection
Non-diabetic GSMB31755 :
Type2-diabetic (6 o
Non-diabetic ~ GSM631756 BT
Non-diabetic (7 o
Non-diabetic GSMB31757
samples)
NCBI » GEO » GEO2R » GSE25724 Non-diabetic GSMB31758 Non-diabetic islets, rep4
Use GEO2R to compare two or more groups of Samples in ordef to identify genes that are differentially expressed across experimental conditions. Rest Non-diabetic GSMB31759 Non-diabetic islets, reps
instructions  You( D ?
GEO accession |GSE25724 Set “Expression data from type 2 diabetic and non-diabetic isolated human islets Non-diabetic GSME31760 Non-diabetic islets, rep6
N \ Non-diabetic GSM631761 Non-diabetic islets, rep7?
~ Samples ~ Define groups -LX 2
Ent List A’
fieragroup name. LS » Type2-diabetic GSMB31762 Type 2 diabetic islets, rep1
Group A 4+ Source name + Tissue 4+ Disease state . . . o
Type2-diabetic = GSM631763 Type 2 diabetic islets, rep2
- GSM631755 Non-diabetic islets, rep1 human islets, non-diabetic pancreatic islets non-diabetic
- GSMB31756 Non-diabetic islets, rep2 human islets, non-diabetic pancreatic islets non-diabetic TYPEZ'diabl?“c GSMB31764 Type 2 diabetic iSIEtS: rep3
- GSMB31757 Non-diabetic islets, rep3 human islets, non-diabetic pancreatic islets non-diabetic Type2 diabetic GSMB31765 TYDE 2 diabetic islets rep4
- GSMB31758 Non-diabetic islets, rep4 human islets, non-diabetic pancreatic islets non-diabetic
- GSMB31759 Non-diabetic islets, reps human islets, non-diabetic pancreatic islets non-diabetic Typez-dlabe“c GSh631766 Type 2 diabetic ISIEtS‘ rep5
- GSMB31760 Non-diabetic islets, rep6 human islets, non-diabetic pancreatic islets non-diabetic Type2-diabetic GSMB317687 Type 2 diabetic islets, rep6
- GSMB31761 Non-diabetic islets, rep? human islets, non-diabetic pancreatic islets non-diabetic
- GSMB31762 Type 2 diabetic islets, rep1 human islets, diabetic pancreatic islets type 2 diabetes
- GSMB31763 Type 2 diabetic islets, rep2 human islets, diabetic pancreatic islets type 2 diabetes R{_% En‘]
- GSMB31764 Type 2 diabetic islets, rep3 human islets, diabetic pancreatic islets type 2 diabetes
- GSMB31765 Type 2 diabetic islets, rep4 human islets, diabetic pancreatic islets type 2 diabetes CED2R RrclnEp Recan:
- G8MB31766 Type 2 diabetic islets, rep5 human islets, diabetic pancreatic islets type 2 diabetes Apply adjustment to the P-values. More Apply log transformation to the data. More Gategory of Platform annotation to display on results Plot displays. More.
- GSMB31767 Type 2 diabetic islets, reps human islets, diabetic pancreatic islets type 2 diabetes @© Benjamini & Hochberg (False discovery rate) @® Auto-detect © submitter supplied S\gtmﬂcanci |9\ée‘h<;’m'0ﬁ0 »
O Benjamini & Yekutieli O Yes @ NCBI generated (enter number between 0 and 1)
O Bonferroni O No

Log 2 fold change threshold

]

Volcano and Mean-difference plot contrasts (select up to

Apply limma precision weights (vooma). More.

O Holm
m Options Profile graph R script
O Yes A 74 AY y
~ Quick start ® No 7‘ Eéﬁ j’-
£ :L_SE ¥+

Specify a GEO Series accession and a Platform if prompted.

5)
0 selected (clear)
O Type2-diabetic vs Non-diabetic

Q

Force normalization. More

Click 'Define groups' and enter names for the groups of Samples you plan to compare, e g., test and control RUNERS N
Assign Samples to each group. Highlight Sample rows then click the group name to assign those Samples to the group. Use the Sample metadata (fitle, sourc O Yes t VS ﬁ
group @ No X I

Click ‘Analyze' to perform the calculation with default settings.

AT
—RAETN, 2R

If you edit Options after performing an analysis, click Reanalyze to apply the edits:

Reanalyze

How to use

Analyze |

=T




» Samples

Profile graph

» Define groups

R script

if you changed any options.

Visualization

GSE25724: TypeZ-diabetic vs Non-diabetic

GSEZ5T24: Type2-diabetic vs Non-diabetic

Togimea trarge

Top differentially expressed genes 2l

T‘{ﬁz%i’% <—Bownload full table ~ Select columns Slf,j':':ﬁl_l (E?E%.% T[//{'L_t _E)

D

—
¥ 218692 at ‘1’3& %—l—
¥ 220296 at

» 211465_x_at

D
T 218692_at

Sample values

adj.P.val P.Value
0.0043 %IE 1E 1.93e-07 1E
0.00641 p 6.64e-07
0.00641 9.18e-07
adj.P.val P.Value
00043 1.93e-07

GSE25724 / 218692 _at / SYBU
]

-9.52

GSE25724: mma, Pad}<0.05

E|||||l lm"m""”\
IHBEBEBRERERERBEE
alealaslalalalalalalalalald
§§§§§§§§§§§§§
B18|18|8|8|8|8|8|8|8|8|8
Type2-diabetic Non-diabetic

expression value

-9.62
5.58
835

GSE25724
A
10 - 1 Han gasaneT

7.19
6.14
5.86

GSE25724: Expression density

£ LT —
\ Mo st

Hummar ol protes

Log2 {5 £ & L
logFC

0.837
1.04

= )

. down

Selected 13 out of 13 samples

GSE25724: Adjusted P-value counts GSE25724: Moderated | stalistic GSE
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Paay Thacratcn Cuarties

HEE® ERHERER

Gene.symbol Gene.title
SYBU syntabulin
FUT6 fucosyltransferase 6




ID_REF

+ EH

5 A3

~H A H

GSK/IG317_55 GSMB31756 GSM631757 GSME317! GSMBE317! GSMB317¢ GSME317t GSME317¢ GSME317{ GSM6E317¢ GSME317¢ GSME317¢ GSMB31767

1007 937362 9.27457 931466 881297 922501 86195 079252 871202 88878 041581 8.86084 10.1835  8.7555 J GSE25724 top table tsv
5 _at . . . . . . ) A . . . 3 A
1053_at 483624 457343 A4E6537 441698 453738 489242 457879 43537 433044 433198 417537 439334 465033 & ar 349 f2 %0 . 73 &3 50 TE 1t
117 at 496282 4901762 49978 568013 7.7241 541695 521297 526985 554095 635407 562223 53208 587183 11D adj.P.val P.Value-t? B> logFC> Gene.symbol®  Genedtitle
121 at 780585  7.25204 710025 796722 7.83563 8.00580 7.66055 746606 801953 85435 8.89975 82442 510341 2/ 218692 ats 0.0043~ 1.93e-07~ -9.515988 7190784~ -1.8943593 SYBU®  syntabulint
1255 gat 299568 313716 331115 339302 322608 34484 353151 337321 358814 360277 38355 360085 3.84845 - . . . . .
1294?216 5.86496 5.908 55454 7.08601 585381 622509 6.05949 6.24103 661087 7.30959 68064 7.06538 651999 3/ 220296_at? 0.00641°6.64e-077 8.5803317 6.139189° 0.8369024° - v
1316 at 4714 A76368 473688 513795 477754 499426 50032 51503 538395 540588 567363 5.2636 556291 4 211465 x_at>  0.006419.18e-07~ 8.345812> 5.85724+1.0402888~ FUT6> fucosyltransferase 6%
1320_at 381331 362043 376574 396046 39283 400209 383565 401251 410997 408588 435531 395444 405609 . ., . . . \ B
1405_i_at 374983 352672  3.48854 300788 331866 3.65133 353986 3.80711 399118 391932 443341 359144 500821 3217724 at? 0.00641-1.50e-06° -8.001034° 5428612> 1721919 SERBPT7SERPINET,mRN.
1431 at 3.09368  3.12216  3.02732 402962 3.03975 334048 3.03704 323148 322122 3529 358041 329748 3.51201 6 201145_at> 0.00641-1.54e-06~ -7.981476% 5403784~ -0.9596948~ HAX1» HCLS1,associate
1433 at 531156 515311 53060 614691 557046 628229 537852 554494 531894 621373 641962 585699 5.10887 N N s B 3 Ly . - _—
1487 zr 727487 731441 692615 720805 Th7457 705008 726486 737946 693767 69453 718271 734664 R 91876 7207098—S—atd) 0.0064171.72e-06 7.903182 5.30383>1.9506498 MENT mltOfUSIﬂﬂl
N =
R1A =5
A B C D E F G H | J K L M N 0] P 0] R S T U \
1 |ID_REF GSMB317! GSME317! GSMB317! GSMB317! GSM6317! GSME317t GSME317t GSMB317t GSM6B317t GSME317t GSME317¢ GSME317t GSM6B317¢ID adj.P.Val PValue t B logFC Gene.sym| Gene.title
2 1007 s_at 937362 9.27457 931466 8.81297 9.22501 8.6195 9.79252 8.71202  8.8878 9.41581 8.86084 101835  8.7555 1007 _s_at  0.8428 7.95E-01 -0.2644 -6.24393 -0.06592 MIR4640/, microRNA
3 11053 at 488624 4.57343 4.66537 4.41698 453738 4.89242 457879 43637 433044 433198 417537 4.39334 4.65933 1053_at 0.07705 2.91E-02 -2.43459 -3.74412 -0.27439 RFC2 replication
4 117 _at 496282 4.91762  4.9978 5.68013 7.17241 541695 521297 526965 554095 6.35407 562223 53208 5.87183 117_at 0.66524 5.88E-01 0555272 -6.12221 0.183155 HSPA6  heat shock
5 121 at 7.80585 7.25204 7.10025 7.98722 7.83563 8.09589 7.66055 7.46696 8.01953  8.5485 8.89975  8.2442 8.10341 121 _at 0.08172 3.22E-02 2.382024 -3.83512 0.536949 PAX8 paired box
6 1255 _g_at 2.99568 3.13716 3.31115 3.39302 3.22608  3.4484 353151 3.37321 3.58914 3.60277 3.8355 3.60085 3.84845 1255_g_at 0.04359 1.01E-02 2.977222 -2.77017 0.349796 GUCAIA guanylate
7 11294 at 5.86496 5908 55454 7.08601 5.85381 6.22509 6.05949 6.24108 6.61087 7.30959 6.8064 7.06536 6.51999 1294 at 0.04666 1.15E-02 2.912473 -2.88889 0.681345 MIR5193/, microRNA
8 |1316_at 4714 476368 4.73688 5.13795 4.77754 499426 50032 51503 5.38395 540588 567363 52636 556291 1316_at 0.0155 4.36E-04 4.589245 0.200464 0.531353 THRA thyroid ho
9 1320_at 3.81331 3.62043 3.76574 3.96046  3.9283 4.00209 3.83565 4.01251 4.10997 4.09588 4.35531 3.95444 4.05609 1320_at 0.07133 2.55E-02 2503398 -3.62389 0.250798 PTPN21 protein tyr
10 /1405 i_at 3.74983 352672 3.48854 390788 3.31866 3.65133 3.53986 3.80711 3.99118 3.91932 443341 3.59144 5.00821 1405_i_at 0.06188 1.98E-02 2.633528 -3.39348 0.527566 CCL5 C-C motif
. BaH, ARFETMIERBRRLS
excelflﬁ&qu %1 - ) [//( E IL;\/\ILH_X .Q [J/\\\ .

RIERILE,

E’ﬁiftTlogZFC, FTA

Pk 2= 5 2 F R E
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; = =
immaZ=%o | o
FIA%E[E (MSeries Matrix2h T Zk)

05 limma okr ¥ A | B | ¢ | D | | | ¢ | 8 | T | 7 | | L | uw | N |

1_ # E_!i)\'limma"@. 1 |ID_REF  GSM63175:GSME3175¢ GSME31757 GSME3175¢ GEM63175¢ GSME3176( GSMB3176GSME3176 GSME31762GSME3176<GSME31762 GSMB3176¢GSME31767

2 library(limma) 2 1007_s_at 9.37362 9.27457 9.31466 8.81297 9.223501 8.6195 9.79252 8.71202 8.8878 9.41281 §8.86084 10.1835 8.7355

3 3 1033_at  4.88624 4.57343 4.663537 4.41698 4.53738 4.89242 4.57879 4. 3637 4.33044 4.33198 4.17537 4.39334 4.63933

4 # iREFIAIEME . o _ _ > 4 117_at 4.96282 4.91762 4.9978 5.68013 7.17241 5.41695 5.21297 5.26965 5.54095 6.35407 5.62223 5.3208 5.87183

QN o = roed-tablelfile=tostasTaa natrix. txt", header=TRUE, row.names=1, sep="\t", check.names=FALSE,quote = ""] 5 121 at  7.80585 7.25204 7.10025 7.98722 7.83363 5.09589 7.66055 7.46606 S 01953 8.5485 5.89975 8 2442 8 10341

7 # ﬁﬁ%fglogb EEHERS : SEEESoL TR, —&xﬁ°1000ut9{]§§1092 6 1255 g at 2.99568 3.13716 3.31115 3.39302 3.22608 3.4484 3.53151 3.37321 3.58914 3.60277 3.8355 3.60085 3.84845

3 #dfl =- logz2(df+e.1) ’ 7 1294 at 5. 86496 5.908 5.5454 7.08601 5.85381 6.22509 6.05949 6.24108 6.61087 7.30959 6.8064 7.06536 6.51999

9 s 8 1316 _at 4.714 4.76368 4.73688 5.13795 4.77754 4.99426 5.0032 5.1503 5.38395 5.40588 5.67363 5.2636 b5.56291

ﬂ #dﬁﬁllboxﬁi’ Eéﬁm_ﬁ)ﬁ'ﬁﬂ 9 1320_at 3.81331 3.62043 3.76574 3.96046 3.9283 4.00209 3.835363 4.01251 4.10997 4.09385 4.33531 3.95444 403609
P poX.beTore.pdT

12 boxplot(df)

13 dev.off()

14

15 é‘éf#i’ﬂ"]ﬁllﬁb:‘ﬁ': (Rﬁﬁﬁﬁﬁiﬁf{ﬁs EE&?%EJ’E’

16 1 subset select = cl"Gs ,"G5MG631760", 761",

s o EREHRE (MREN, RRER)

18 N PSS —

19 # Eipfikid. MFAEEEL (EREEEER) ! ! N

20 #df1l = normalizeBetweenArrays (df)

21

22 #pdf("box.after.pdf")

23 #boxplot(df1)

24 #dev.off()

25

26 # tELER S, AT EhnEE

27 write.table(dfl, file='normdata.txt’, quote=FALSE, sep = "\t")

28

290 # RERSAREE (HBEMEE TRARE #R——E)

30 group_list <- factor(cl etic n- c", on-diabetic","Non-diabetic", \}-L%*i | —J—r— E/] H{A_— E ( —J—EEY_A'L' lf_l_,le.?’—}:)
rupeT. diaheticn T T NN = \ >

B ek, e ) T IX mYNAAEFEE (AR, LKEER

33

34 design <=- model.matrix(~group_list)

35

36

37 # BEULHER

38 fit <- lmFit(dfl, design)

39 fit <- eBayes(fit, 0.01)

40 | A | B | C | D | E | F | G

41 # ERER T z 7o

42 result_limma <- topTable(fit, adjust="fdr", sort.by="E", coef=2, number=Inf) 1 probe logFC AveExpr t P.Value a‘dJ' P.Va B

:i 4 SHEDER 2 |218692_a1-1. 89436 T.197765 —9. 51599 1.93E-07 0.0043 7.190784

p e torletrosult Timma, Filestresults xtt, sep=mit!, quote=) —————» 3 220296_af0. 836902 5.030437 8. 580331 6. 64E-07 0. 006405 6. 139189

5 ssanse 4 1211465 x 1.040289 7.876416 8. 345812 9. 18E-07 0. 006405 5.85724

48 # fi?me]fg&l%léﬁl#ﬁ%iﬂ“ﬁ’ﬂ'ﬂ%#ﬁ’l\%ﬂﬁ? 1t Limna)

49 result_Limmasprobe <- rownames(result_limma

50 dflsprobe <- rownames(df1)

Tl

52 dfl_sorted =- dfllmatch(result_limmasprobe, dflsprobe), 1

53 merged_df =- merge(result_limma, dfl_sorted, by = "probe”) b d % (==

54 write.table(merged_df, file='"results2. txt", sep=""t", quote=F, row.names=F) > pro el j I
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