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DMD muscle data

Pescatori et al, FASEB J 2007, 21:1210-26

muscle samples from 19 young Duchenne
muscular dystrophy (DMD) patients and 14
similar age controls

run on Affymetrix U133A chips (some reruns)

a selection of genes based on expression
difference from the median by at least 1.5 in
at least 20% of the arrays (1663 probe sets)

limma, PAM, clustering, globaltest, power
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200014 s _at heterogeneous nuclear ribonucleopro Mid_004500 HHREMPC Chr14g11.2 7918845 B.39522| 3.066378 7.954816 8584641 7.390049| 3.088675 5.8168465 7212393 8-
200021 _at cofilin 1 {non-muscle) M _005507 CFL1 Chr11913 11.07204) 11.61825 11.89855 11.18169 11.65462 1063493 1112147 1166739 1034762 1
200027 _at asparaginyHRMNA synthetase M_004539 MNARS Chr18g21.2-921.3 | 9.114633) 9687555 2.1089584 9248423 10.05149 5634833 9196263 2590625 5440393 2
2000258 s at StAR-related lipid transfer (START) d Ni_020151 STARDY Chr2g11.2 10.39944 | 11.25323 1058315 1087135 11.26197 10,547 1045207 11.19189 1067277 1
200033 at DEAD (Asp-Glu-Ala-Asp) box polype MNi_004396 DOx5 Chr17g21 8756398 9726073 9683109 9483501 9674204 8852589 9751701 9636544 5331187 9
200040 _at KH domain containing, RMA binding, Mh_00B559 KHDRES1 Chr:1p32 8.866123 9.629319| 2351637 9.115745 9766624 3.758442| 9162154 9835953 85.252977 9
200047 = at YY1 transcription factor M 003403 Y1 Chr:14g 7135867 | B.129392| 7794579 7876145 8393572 7.405803| 3.057751 5444429 7 325544 8
200059 s _at ras homalog gene family, member A BCO01360 RHOA Chr3p21.3 9646119 10.61832| 10.4419 1018595 1083677 9.877575| 106456 1083545 9554924 1
200071 _at survival motor neuran domain contain BF224259 SMNDCH Chr.10g23 B. 149709 7.038994 6740277 7.082972 7242645 B.233686| 7.090714 7456025 6530901 &
200075 s at guanylate kinase 1 BCO05249 GUK1 Chr:1g32-g41 7289057 Y.BM27S FEVZ192 7431634 7971799 7336901 V.367908 B.047307 FAZTE3I V¥
200082 s at AlB05557 10.95106 11.22) 1085355 10.78187 | 11.47665| 10.26469 11.05738 1073368 10.08313 1
200085 s at transcription elongation factor B (511 N_007 103 TCEB2 Chr16p12.3 9778732 1047875 994952 2835264 10.01479 9651977 1014753 9532633 876163 9
200595 = at eukaryotic translation initiation factor Nhi_003750 EIF34 Chr: 10026 7.099211 ) 8.444418| 7.360054 | 7962637 8397342 7.012748| 5.088542 5629757 B.BE9164 3
200599 = at heat shock protein 90kDa beta (Grp3 Mh_003293 HZPS0EB1 Chr12g24 2-g24.3 | 7932592 85.052315 85162334 5273404 8633074 7589984 7944977 35162086 7.375766 8
200600 _at moesin M_002444 MSM Chrxg11.2-912 7.27281| 8022814 7749865 7.04056 8327102 B.910069 7351195 5296714 7223681 7
200603 _at protein kinase, cAMP-dependent, reg ALOS0035 PRKARTA  Chr17g23-924 7824111 100226 8949175 1020213 9689263 8525097 9.472245 1002406 5.815134 9
200604 5 at protein kinase, cAMP-dependent, rec WM18465 PRKARTA  Chr17g23-g24 8642109 7584932 8.371965 2741969 8200225 7.186059 58.371963 8297332 5.094395
200605 s at protein kinase, cAMP-dependent, rec M 002734 PRKARTA  Chr17g23-g24 9262165 9773465 9683404 1092465 1012385 8407957 | 9.865127 10.17828 9315651 9
200605 _=_at RADZ1 homaolog (S. pomnbe) Ml 006265 RADZ1 ChrBg2d B.B08359 7.012721| B.974495 B.374947 7554621 7.051058| 7.379475 7.9424391 B.783927 7
200625 = at CAF, adenylate cyclase-associated |Nh_00B367 CAP1 Chr:1p34.2 0.268195 0560326 8641089 7.459472 8716706 7.B517260 5178686 5395343 5.022471
200634 _at profilin 1 M _005022 PFM1 Chr17p13.3 8970029 1028978 S.6512458 2413157 10.19205 5.489958| 9.181246 9625831 5.183392 9
200633 _s_at BCO03623 7004455 7021724 7208632 6867032 7856879 7.0M836o| V.0ZZ764 B.047975 B.95403 7
200639 s at M 003406 8234613 8.B54657 8510732 7810585 8599401 7165201 5359571 8921852 7236809
200641 = at 1128964 7993665 7.400007| 3.063015 7.842273 7966777 7.430774| 7827732 7.B00911 7483991 7
200647 _x_at M _003752 1001083 10.45397| 3.914358 1012769 1049195 967129 1016078 9804031 915349 1
200645 s _at glutamate ammania Ilgase {glutamine Mh_002065 GLUL Chr1g31 9782971 1055965 10.2097 1004379 10.66623 9.5935825 11.56517 9.844537 9.EZ5E92 1
QDDEED_S_GI B I B P LN LN B T Pt Il'\llf\ Chr11p154 1D Card A RN B e [ P 44 FOTos ERa=E R T bal 47 4084 47 4 0nmT 44 TTFETE 44 OnoTT 45 ‘3"3.156 1
200653 s at Chr:14g24-g31 9
Probe annotation 1o RMA normalized intensities
200657 _at BAS | ChrXg24-925 8
2006E0_at 5100 calciurn binding protein A1 M 005620 5100411 Chr1g21 7056163 B.851102| 7267336 6.507493 7571276 B.514735) 6865756 7.252195 6.467524 G
200662 s at translocase of outer mitochondrial me N _014765 TOMMZ0 Chr1g42 7029009 815905 780056k 5029042 5451952 7092995 7935571 8.21847 7026239 8
200663 _at COB3 molecule M 001780 COB3 Chr12g12-913 10,3555 11.43284| 1057023 11.13447 11.06319 10.59525| 1066207 | 1063667 1012066 1
200665 _s_at secreted protein, acidic, cysteine-rich Nh_003118 SPARC Chr5g31.3-932 11.04891 | 9917575 11.85395 10.00113 11.86755 1049744 11.30158 1051546 1041531 1
200673 x_at granulin M_002037 GRM Chr17g21.32 9280004 8.347935 8427979 8272118 8716335 7772966 B.67811 B8.655144 B.005575 &8
200691 s at heat shock 70kDa protein 9 (maortalin BCOO0473 HSPAS Chr5g31.1 9515343 9B72915 5995402 8958743 9827555 9.075354| 9.0237597 9940626 8533631 9
200692 = at heat shock 70kDa protein 9 (mortalin Mhi_004134 HSPAS Chr:5g31.1 5911464 3.691304| 5452133 5511191 9.093145 B8.237518| 5505773 9.078773 8.060418 8
200893 _at tyrosine 3-monooxygenase/tryptopha NM_008526 FYWYHAR Chr2p25.1 9.05831| 5.492015 85964193 8405174 9.083862| 5.234565 5731048 9.323332 B5.19858| 8
200695 _at KDEL (Lys-Asp-Glu-Leu) endoplagmi ALS42253 KDELR2 Chrip22.1 7419564 7.A7S148) 879143 7 BB157Y | 8439573 7.284971| 763395 7726742 7190066 7
200700 s at KDEL (Lys-Asp-Glu-Leu) endoplasmi Mid_006854 KDELR2 Chrip22.1 7933286 8216821 860094 3503283 5215828 7.720572| 8414678 BB3ITHY 751817 8
200701 _at Miemann-Pick disease, type G2 Ml 006432 NPC2 Chr14g24.3 7.57864| 8727536 5.420007 B.298355 9.071413| 5.080662 5600653 5476974 7.723253| &
200703 _at M _0037 46 707872 B.712702| 8019429 B.929005 8479138 7.23975| 75433681 7.970385 7973317 8
200709 _at FKE0E binding protein 1A, 12kDa Mi_000201 FKEP1A Chr20p13 8793735 9.072511 9437606 5863876 9.736249 853895753 9.048826 9447632 5.185505 9
200710 _at acyl-Coenzyme A dehydrogenase, ve Nih_000018 ACADNL Chr17p13-p1 10.69904 | 11.83154 108157 1077482 11.52758 11.31217| 10.95571 1166214 1067952 1
200726 at protein phosphatase 1, catalytic subiNi_002710 PFR1CC Chr12g24.1-9g24.2 | 80796158 9360702 8652351 9195271 9614534 5905459 5790406 2331647 85293043 2
200728 at ARPZ actin-related protein 2 homolog BESEE290 ACTRZ Chr2p14 7704105 B.042527| 3.385408 5.150615 9.039314  7.295195| 7 969223 85753007 7236025 8
200730 _s_ at pmtemtymsme phnsphatasetype [+, BF&7&E710 PTP4A1 Chr6q12 B.4968365 B.641039 64896522 5483207 B.555109 7.512454| 7.340178 6809989 B.E115811 &




Platform comparison data

e Pedotti et al. BMC Genomics 2008, 9:124

e hippocampus samples from 5 deltaC-
doublecortin-like kinase and 5 wildtype mice

e run on 5 different microarray platforms incl.
— Affymetrix: one-color arrays, probesets

— lllumina: one-color arrays, probes
— Agilent: two-color arrays, probes

 Normalization & QC, Finding differentially
expressed genes in R (imma)



	Expression analysis and interpretation
	Slide Number 2
	Slide Number 3
	Slide Number 4
	Platform comparison data

