Supplementary Figure 1. Progeria in Zmpste24-deficient mice. a) Photograph of a 4-
month-old Zmpste24™~ mouse showing a strong progeric phenotype with alopecia,
wrinkled skin, lordokyphosis and reduced body weight. b) Survival curve of
Zmpste24™~ mice (open diamonds, n=45). All wild-type animals (solid squares, n=40)
stayed alive during this study. Zmpste24 deficiency causes premature death. ¢) Wound
healing assay in Zmpste24™~ (open diamonds, n=11) and control (solid squares, n=11)
mice. Zmpste24 deficiency causes a delay in wound healing. d) Susceptibility to 5-
fluorouracil (5FU) treatment of Zmpste24™~ (open diamonds, n=5) and control (solid
squares, n=4) mice. All Zmpste24-null mice but no control mouse died within 5 days
after treatment. Error bars represent SEM.

Supplementary Figure 2. p21 overexpression in tissues from Zmpste24-null mice. a)
p21 in situ hybridization in liver and kidney from Zmpste24-null and control mice.
Hepatocytes and kidney epithelial cells from Zmpste24-deficient mice showed increased
levels of p21 mRNA as compared with the corresponding controls. b) Western-blot
analysis revealed increased levels of p2l1 protein in livers from severely affected
Zmpste24-deficient mice.

Supplementary Figure 3. p21 overexpression in Zmpste24-deficient mice increases
with age and phenotype severity. Percentage of Zmpste24”~ mice showing p21
overexpression in <50 (n=6), 50-100 (n=12) and 101-150 (n=12) day-old mice. Clear
and dark grey indicate mild and severe phenotype, respectively.

Supplementary Figure 4. Heterochromatin alterations in Zmpste24-deficient mice.
Representative electron micrographs showing nuclei of wild-type and Zmpste24”
hepatocytes. Note the reduced size, irregular shape and heterochromatin accumulation
in the mutant nucleus. The mean size of nuclei from wild-type cells was 10.3 £ 1.2 um
while the size of nuclei from Zmpste24-deficient cells was 8.8 £ 1.1 um. Scale bar, 5
um. b) Nuclear abnormalities in Zmpste24"*, Zmpste24™~, Zmpste24”Lmna*~ and
Zmpste24~"p537" adult fibroblasts. Top. Photographs of 4%-formaldehyde-fixed adult
fibroblasts stained with DAPI showing large abnormalities in Zmpste24™~ and
Zmpste24”p537" nuclei and partial rescue of the normal nuclear shape in
Zmpste24”"Lmna™~ fibroblasts. Bottom. Frequency (%) of cells with nuclear
abnormalities observed in each genotype. Error bars represent SEM and * indicates p-
value <0.05.

Supplementary Figure 5. Lack of increased apoptosis in Zmpste24-null mice.
Apoptosis assay of Zmpste24™ (n=3) and control fibroblasts (n=3). Annexin V
inmunofluorescence and propidium iodide staining showed no significant differences in
the levels of apoptosis between Zmpste24-deficient and wild-type adult fibroblasts.
Error bars represent SEM.

Supplementary Figure 6. Retinoblastoma protein levels (pRb) are decreased in liver
from Zmpste24-deficient mice. Western-blot analysis of liver extracts (120 ug/lane)
from 3-month-old Zmpste24™~ mice and control littermates showing a reduction of pRb
levels in Zmpste24-null mice. B-actin was used as loading control.
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Supplementary Table 1. Affymetrix U74Av2 probes showing a greater than 5-fold increase or decrease in liver from Zmpste24/Facel-deficient mice were sorted
by p-value and fold-change, and the top 50 up- and down-regulated sequences were selected. Expression data of the same genes in liver of Lmna-deficient mice and
in heart of Zmpste24-deficient mice are also shown.

Gene control | Face1- [Face1-| Facel- _ Lmna- Lmna- | Lmna- control | Face1- [ Face1- Face1-
Id Accession Name symbol liver liver liver liver va':ue liver fold | Change p-value | heart heart heart heart | p-value
V! Signal | Signal | fold |Change Signal 9 Signal | Signal Fold Change
102779 at | xs414g |9rowtharestand DNA-damagq oo yiusp| 164 | 5477 [35753] | o | 3076 |270058| I 0 76,3 | 1246 | 1,777685 I 0,00012
inducible 45 bete
102292 at | Uopgay |9rowth amestand DNA-damagq o yyasa| 19 | 6958 [31,779] | o | 314 [168179| NC |004102| 1123 | 112,3 | 1433955 I 0,00027
inducible 45 alphz
103460_at | AI849939 | HIF-1 responsive RTP801 | RTP801 | 659 | 2962 |26355| | 0 |25012(27.2843| 1 0 4395 | 7471 | 1,693491 I 1E-06
98088_at | X13333 CD14 antigen cdt4 | 475 | 1938 |25634| | 0 | 5574 |839773| 1 0 192 | 3239 | 1765406 I 1E-06
05731 at | Aig4s10s | P93 'egu'a:gt:’:% nuclear | poos | 785 | 20041 |23425| | 0 [1038,6 | 13,2691 I 1E-06 | 407,4 |2133,9 |4,626753 I 0
92202_g_at | Al553024 |expressed sequence Al467657|AI467657| 16,1 | 3742 |22943| | |1E-06| 4048 |20,1122| 1 0 652 | 9538 | 1055606 I 1E-06
101979_at | AF055638 [9rOWih arrestand DNA-damage o445 2434 | 47694 [22785| 1| |1E-06[15397[6:36420 | 1 0 365 | 1789 [3732132| | 8E-06
|nqumble 45 gammg
04881 at |Awoaggay | Ovelin-dependentkinase | oy 4o 1 o5 4 [ 507.4 | 22,000 I 0 | 2551 |8,87656 I 0 2231 | 711,7 | 3,031433 I 0
- inhibitor 1A (P21
93129 at | U45665 cut-like 2 (Drosophila) cutz | 55 | 1164 [20821| 1 |1E-06| 131 |1,05702| NC |041123| 7.4 63 |-1,071773| NC  |091678
100010_at | U36340 | Kruppellike factor 3 (basic) | Kif3 | 553 | 881,6 |20,393| | [1E-06| 221,8 |542642| | 5606 | 46 47 | 6,498019 I |0,00211
104712_at | LO0039 | myelocytomatosis oncogene | Myc | 104 | 1568 | 1645 | | [1E-06| 933 |6,72717| | 1E-06 | 13 | 225 | 1647182 NC  |0,16083
94378 at | U94828 reg“'a'°r°fG'1‘g°te'"s'g”a“”g Rgs16 | 530,5 | 8694,8 | 15,78 | 0 |2698,1|4,75683 I 0 712 | 56,4 |-1,164734| NC |0,52981
96146_at | D83745 | B-celltranslocationgene3 | Btgd | 225 | 225 | 14,32 I |1E-08| 159,7 [4.43828| 1 0 894 | 1952 | 2411616 I 1,3E-05
98320 at | Y12657 CV“’Ch“’meaZ‘énge' retinoic | o o6a1| 232 | 359,9 [13,833 I |1e-08| 732 [1,93187 I 6E-06 | 44 214 |[3,116658 | NC |0,00679
104155_f at | U19118 | activating transcription factor 3| A3 | 27,8 | 492 [13548| | 0 | 86,2 |267586| | 7E-06 | 774 | 6386 |6,543216 I 0
06841 at |AWoagg7 | Similarto Serinefthreonine: | o | o695 | 3ss3 (13177 | 0 [1034,2(386375| | 0 350,5 | 1159,5 | 2,887858 I 0
protein kinase pim-Z
97263_s_at | Al846289 casein kinase 1, delta Csnkid | 827 |[11289 |12641| | 0 | 3891 [368075| I 3606 | 811 | 2887 |2928171 I 2E-06
103065_at | M73696 S°'“‘er°1;‘:rrr']eg;:’?“”y2°' Slc20a1 | 753 [ 1314,4 | 12,641 I 0 (12443135479 1 0 21,7 | 344 [1310303| NC 05
100431_at | U42467 leptin receptor Lepr | 764 | 6624 |11876| | |1E-06| 6881 |857419| I 1E-06 | 231 21 |1257013| NG |017013
98067 at | U09507 cyclin-dependent kinase | -y 12 | 538 | 5891 [11,081 I 0 | 2657 (524157 1 |37E-05| 279 | 5557 | 242839 I 0
inhibitor 1A (P21
94288_at | J03482 | H1 histone family, member2 | H1f2 | 2788 | 28891 |10267| | 0 | 3456 [1,25701| 1 |0,00166 | 3962 | 32332 8282119 I 0
96156_at | AA874329 ESTs 286 | 3343 |94479| | [1E-06| 785 |2.28153| | 5E-06 | 157,9 | 527,1 | 2,86791 I 0
97181_f at | M10062 intracisternal A particles lap | 240,9 | 25586 [92535| | 0 | 8592 |288786| | 0 236,6 | 1062,3 | 4,346939 I 1E-06
104052_at | A1840921 |similar to CG9578 gene product "0?1265 107,8 | 9443 |9,1896| | 0 | 3332 (327161| 1 0 1543 | 1314 [-1,172835| NC | 06596
101583_at | Meaz02 |Boe! "a”:r';?;‘rizgvie"e 2antt g | 1342 | 1674 |91261| | o | o788 |7.83536 | I 2E-06 | 2451 | 8004 | 2445281 I | 1505
93907_f at | M17551 intracisternal A particles Cord | 1141 |1437,3 [9.0631| | 0 | 7059 [411246| 1 0 1624 | 5457 | 4,14106 I 0
93909_f at | X04120 895 | 6564 [8,7543| | 0 | 3174 336359 1 1E-06 | 67,6 | 3162 |5,735821 I 5E-06
97838_at | AAG84508 | RNA, U22 small nucleolar | Rnu22 | 455 | 3449 (86338 | |1E-06| 2151 |4,82323 | | 1E-06 | 587 | 1872 | 4,346939 I 0
160547_s_at | AI839138 | thioredoxin interacting protein | Txnip | 267 | 21809 [8,1117| | 0 |17706|7.67411| 1 0 9141 | 9102 | 1,079228 | NC 05
03284 at | D7813s | °°d '”d”%'r’(')‘:e'?nNAb'”d'”g Cirbp 88 | 6859 |7,6211 | 0 | 3474 322657 1 3E-06 | 1404 | 11495 | 6,916298 I 0
98254 f at [AW209004 | intracisternal A particles lap | 412,2 | 47556 |7,5685| | 0 [13399(2,82843| 1 0 389,8 |2041,3 | 3,630077 I 1E-06
161436_s_at | AV345565 ade“°s”‘;g:i::"gise' RNA“ | adarb1 | 405 | 203 |75162| 1 |1E-06| 689 |1.82766| 1 000024 | 539 | 1231 | 1658639 I 5E-06
103334_at | AFO28242 | CAlcitonin gene-related peptide | ) 110 | 5181 [7.4643| 1 |1E-06| 2432 [2,31338| | 19605 | 47,7 | 748 | 1569168 | NC |0,03783
recegtor comgonent grotelr
161951_f_at | AV360914 fibrosin Fbs | 439 | 311 [70616| | |1E-06| 1296 |2.42839| I 4E-06 | 955 | 544 |[-1515717| NC  |0,71893
104389_at |Awoagaeo | RIKENCDNA 1700017805 11700017 | “5p 3 | 3954 |6 e85 1| |1E-06| 100,1 |2.15846| 1| |0,00020 | 67 46 |-1,189207| NC |0,64579
gene BO5Rik
99027_at | L35049 Bol2-like Bol2l | 1513 | 10802 |6.8211| | 0 |[3344 [160214| 1 |000044| 2024 | 8013 |3.160165 I 1E-06
ESTs, Moderately similar to
96614_at | AATB3368 | o e o ical 1374 | 8901 |6,6807| | 0 | 6318 (499332 | 0 2571 | 4806 | 1,892115 I 6E-06
100599_at M94087 | activating transcription factor 4|  Atf4 371,5 | 2991,7 |6,4086 | 1E-06 [ 1063,1 | 2,44528 | 1E-06 | 259,3 | 733,6 | 2445281 | 5E-06
103008 _at |Awoas7es | Drain-specificangiogenesis | g o | 4o57 | ge50 [64086| | |1E-06| 117,5 | 16358 I |o000022| 365 | 1422 |3317278| NC |0,06981
inhibitor 1-associated protein 2
98295 at | AF047726 |  cytochrome P450,2c39 | Cyp2c39 | 498,6 | 26427 [62767| | |1E-06| 2869 |7.06162| | 0 146 | 838 [3506423| NC | 00394
95721_at |Aw120722 | MAP ki”askeir']zcsﬁe"gted protein Mapzkap" 2303 | 203766105 | | 0 | 4951 182766 | 1 o | 17071 | 24582 | 1484524 | | 0
04928 at | Xg712g | tUmornecrosis factorreceptor |y ey | 4433 | 7065 |6,0620| | 0 |[ 2988 [280889| I 0 48,6 52 [-1,132884| NC |0,68658
- suDerfqmlIy membe(ﬂ
101007_at | AIB45732 MAP kinase-interacting |y > | 3317 | 21959 [5,6062| | 0 |[5754 (207053 | 0 388 | 1214,7 | 2,657372 I 1E-06
- sgn!-lelthreomne kinase 2
08507 at | Alg3agsg | Similarto Orphan nuclear  JLOC21711 450 o [ 5453 |5 6569 I |1E-06| 1233 [ 1,11729| NC 0,5 106,4 | 3253 |2,657372 I 0
receptor NR1D1 (V-erbA 66
93670_at | AW048233 Est2 repressor factor Erf 598 | 3279 [54642| | 0 | 1136 [1,64718| 1 |23E-05| 71,6 | 1484 | 1827663 I |0,00013
99633_at | AB017608 neurochondrin ngﬁil?r;c 50,8 | 2933 [53517| | |1E-06| 67,4 |143396| NC |001368| 1018 | 504 |-1,931873| NC |0,90785
160307_at |Aw121695 | Phosphatidylinositol 4-kinase | Pi4k2a- | “gq 6 | 55g8 52054 | [1E-06| 1058 |1,07923| NC |012316| 621 | 201,3 | 3363586 I 0,00025
type 2 alphe pendinc
97410_at | AW049193 fibrosin Fbs | 1075 | 747,9 |51604| | 0 | 2243 |160214| 1 |79E-05| 1151 | 956 |[-1.265757| NC | 0,8843
03488 at | Algdos7g |  Mus musculus, Similar to 409 | 2504 |51337| 1 0 | 1634 [350642| 1 1E-06 | 47 | 1057 |1,717131 I 2,1E-05
hypothetical protein FLJ10534
160273_at | AA9B0603 Z'””'”ge"”fi:(ee";%’ CIHOPE o360 | 2117 | 13673 |5.0082| | 0 [10133|4,11246| 1 0 196,7 | 258 |1,385109 I 5,9E-05




Gene control | Face1- (Face1-| Facel- _ Lmna- Lmna- | Lmna- control | Face1- [ Face1- Face1-
Id Accession Name symbol liver liver liver liver va'I’ue liver fold | Change p-value | heart heart heart heart | p-value
V! Signal | Signal | fold |Change Signal 9 Signal | Signal | Fold | Change
93775 at | Aiga18es | DNA segment, Chr 12, ERATOID12ErdS | 5y 805 |-5028| D 1 | 2339 |-28879| D |099998| 860,8 | 142 |-5028053| D 1
Doi 647, expressed 47e
160829_at | U44088 | T-cell death associated gene | Tdag | 3255 | 54 |[-5169| D 1 2079 | 1181 | NC 05 596 | 991 |1,347234 I |0,00014
06605_at | Al787183 | IKENCDNA 0610011104 1061001111 "g55 4 | 4033 | 5205| D 1 | 2185 |-23457| D 1 538 | 646 |1,385109| NC 05
gene 04Rik
97316_at | AJo11ge4 | RIKENCDNA1300002P22 11300002 1 g5 5 | 395 | 5042 D 1 | 7068 |3.65533| I 0 95 08 |-4,531536| NC |0,99683
— gene P22Rik
04398 s_at | AF040094 |  mositol polyphosphate-5 Inppsb | 150 | 218 |-5242| D 1 | 724 | 20562| Nc |o098979| 188 | 114 |[-1,049717| NC 05
phosphatase, 75 kDa
103422_at | M63695 CD1d1 antigen cdtdl | 6172 | 962 [-5242| D 1 | 3842 |-16358| NC |099122| 336 | 154 |-1,94531 | NC |0,89142
93793_at |AW122780|  LIM and SH3 protein 1 Laspt | 2146 | 298 |-5426| D 1 | 559 |-28879| D |099995| 966 | 1102 |-1,494849| NC |0,90472
101045_at | U96116 hydroxysteroid (17-beta) | Hsd17b1| 4556 | 3909 | .554 D 1 | 2215 | -1,0497 | NC |047019 | 697,5 | 1169,3 | 1,526259 I 3E-06
dehydrogenase 1C 0
160569_at | Alg4g2as | TIKEN CDNA2310008M10 12310008 | "op5 g | 435 | 5618 D 1 | 954 |-23205| D |099999 | 2828 | 1092 |-2,928171| D 1
gene M10Rik
96231_at |Aw123780 | NIKEN CDNA2010012D11 12010012 | “per 4 | 4538 | 5618| D 1 | 1484 |-34343| D 099999 | 116 | 747 2 D |0,99982
- gene D11Rik
160376_at |Aw12s508 | RIKEN CDNA1110029F20 11110029 159, 7 | 4903 | 5618 D 1| 212 |41125| D 1 | 14864 | 6106 | 300513 | D 1
- gene _ F20Rik
93434 _at | AF026074 [SUITOTANSISTaseolated protein| 1 | 4g04 | 285 |-5856| D | 1 | 267 74643 D 099999 | 258 | 187 [-1156688| NC 058877
102820_at | M60358 cytochrome P450, 2013, o o431 4918 | 469 [-5938| D 1 | 1194 | 16586 | NC |092765| 6 36 |-1464086| NC |0,37529
phenobarbitol inducible: tygel
99559 at | U14390 a'dehydg d:uhbyf‘;’rﬁﬁj’:ise family \igh3a2 | o881 | 1987 |-5938| D 1 | 4021 | 20705| D [099999 | 905 | 785 [-1,021012| NC 05
:
104539_at | AF022894 5“'f°"a“:::§:rffm"y B | suitib1 | 1417 | 245 |-5979| D 1 | 1127 | 12226 | NC 0,5 8,4 87 |[1,591073| NC 0,5
101877_at | Algs443p | Mus musculus, RIKEN cDNA 5991 | 50 |-6021| D 1 | 3796 |-15801| D |099947 | 178 | 159,9 |-1,006956| NC 05
4930445G01 gene, clone
95646_at | U01170 |camnitine paimitoyitransferase 2| Cpt2 | 17958 | 2413 |-6,021| D 1 | 9468 |-16472| D |099991 | 1616,1 | 2462 |-5278032| D  |0,99999
160479_at | M29394 catalase 1 Cast 723 | 1283 [-6105| D 1 [ 6151 |-12142| NC |071259 | 1524 | 1155 |-1,474269| MD |0,99718
102096_f_at | Al255271 major urinary protein 1 Mupt | 1870,9 | 3247 | 632 | D 1 | 1254 |-12381| D 1 139 | 201 | 160214 | NC |0,39674
161815_f_at | AV355798 major urinary protein 1 Mupt | 3178 | 365 |-6821| D 1 | 3974 |-67272| D 1 124 | 82 |[-1265757| NC |047019
03662_s_at | Al3gog3 | 28ta-chain (TCR)assodiated | 5. 7o | 6o09 | 719 [-6064| D 1 | 224 |-19835| D 1 5,1 7,9 |-1,385109| NC 05
_ protein kinase (70kD]_ _
97987 at | usegop |mSulin-like growth factor bindind 1 4es | 774 | 7062| D 1 | 449 |-10126| D 1 9,5 11,7 | 106437 | NC | 00173
protein, acid labile subuni
97402_at | M88694 | thioether S-methyitransferase | Temt | 1289,3 | 1913 |-7.516| D 1 | 3362|3605 | D 1 90,9 | 2888 |2,732081 I |0,00015
101991_at | D16215 flavin containing Fmol | 7933 | 1176 |-7.568| D 1 | 533 |-15476 | NC [099507 | 1289 | 625 |-1777685| D  |0,99999
monooxygenase 1
97531_at | X95280 GO/G1 switch gene 2 Gos2 | 2003 | 195 |-7621| D 1 | 296 |-66346| D 1 327,3 | 1155 |-2,531513| D 1
100068_at | M74570 a'dehyd? d:uhbyf:;’ﬁ’\f'zse family aightat | 2507 | 2059 [-8112| D 1 11067 -22815| D 1 628 | 1261 [2013911 I |18E05
09535 at | AW047630 | Carbon catabolite repression 41 4 | g0 4 | 333 | g168| D 1 | 1263 | 24116 | D 1 206,7 | 257,7 | 1,006956 | NC 05
— homolog (S. cerevisiae’
101635_f at | M16360 major urinary protein 5 Mup5 | 5864,4 | 3728 |-8282| D 1 | 3366 |-11314] D 1 33 68 |-1,36604 | NC |0,63178
101682_f at | M16358 major urinary protein 4 Mup4 | 40406 | 3187 |-8456| D 1 |5928|-16336| D 1 6.1 41 |-1453973| NC  [076132
93766_at | U32170 regucalcin Rgn | 14636 | 1647 |-8515| D 1 | 7672 |-16818| D |099999 | 2.1 77 |3160165 | NC 022724
160207_at |AW121431| Mus musculus, similarto 67,7 | 54 |-8754| D 1 | 595 |-1,1320| NC |049254| 533 | 214 |-1,866066| NC |0,99122
CG15881 gene product (H.
96134_at | AA755260 | deleted in polyposis 1-ike 1 | Dp1l1 | 3728,9 | 3656 |-8815| D 1 | 7145 | -49588| D 1 35 355 |1,292353 | NC 05
103963_f_at | AA914345 | interferon-inducible GTPase D;'r?gi'nc 3319 | 41,9 [-9646| D 1 [ 1993 |-18921| D [099973| 1102 | 787 |-1547565| NC |0,99451
94414_at | X07092 | ornithine transcarbamylase | Otc | 1080,4 | 131,14 [-1034| D 1 | 7737 | 12658 | NC |085675| 86 36 |-1414214| NC |0,39674
104165_at | AJ132098 vanin 1 vnn1 | 5916 | 647 |-1116| D 1 | 2496 |-18532| D 1 282 | 149 |-2,042024| NC 05
101532_g_at | AI527354 |hypothetical protein MGC36398 MGQC;“ 2738,3 | 1586 |-11.63| D 1 [33626]125701| NC | 00248 | 34 77 |-3784231| NC |0,02271
104344_at | M58588 kallikrein B, plasma 1 Kikb1 | 2172 | 104 |-1221| D 1 | 786 |-38637| D 1 1,6 26 |1274561 | NC 022164
102013_at | AF030513 | retinol dehydrogenase type 6 | Rdhé | 1038 | 7,3 |[-1264| D 1 | 1144 | 118921 NC |008612| 3.1 31 |-1,148698| NC |0,86504
92556 at | D45850 hydroxysteroid (17-beta) | 441705 | 2551, | 2397 |-12.82| D 1 | 4346 | -46268| D 1 185 | 201 |-1,125058| NC 05
dehydrogenase £
101910_f_at | M16359 major urinary protein 1 Mup1 9987,3 | 4215 -13 D 1 571,5 | -14,123 D 1 12,2 3,7 |-2,056228 NC 0,5
160951_at | Al645694 | KN CDNA 4632410012 14632419 1500 8 | 434 |_1383| D 1 36 |-26538| D 1 415 | 67 |-7412704| NC [090785
- gene J12Rik
97288_at |AW260404| PDZ domain containing 1 | Pdzk1 | 1153 | 44 [-1442| D 1 | 171 | 44383 D |099998| 58 19 |[-2114036| NC 05
96269 at | AAT16963 | SIMiariolsopenienyl LOC207ST 555 5 | 55 | 4535 D 1| 272 |-10778] D 1 17 | 193 |1,125058 | NC  [0.36119
- diphosphate delta-isomerase 33
94075_at | Y14660 |fatty acid binding protein 1, livef Fabp1 | 6809,6 | 3765 | -16 D 1 |38692|-19588| D |099999 | 44 22 |-1,356604| NC 05
96000_g_at | Alzssa72 | RIKENCDNA4S31406C07 14931406 | yqqq | 554 | 1668| D 1 2162 |-23205| D |099996| 213 | 301 |1,613284| NC 05
_gene _ _ CO7Rik
92539 at | Mieaes | O00 calcium binding protein | o061 4308 40 |-1877| D 1 | 2467 | 51694 | D 1 786,2 | 202,21 |-3,784231 D 1
A10 (calpactin)
101909_f at | M16357 major urinary protein 3 Mup3 |10462,6 | 3357 |-1903| D 1 | 742 |-14825| D 1 122 | 27 |[-2411616| NC 05
101753_s_at| X51547 P lysozyme structural Lzps | 1124 | 39 |-2844| D 1 81 |-11158| D 1 5762 | 2302 | -2,8481 D 1
99126_at | L04961 | inactive X specific transcripts |  Xist | 180,38 | 24 |[-4164| D 1 23 |-69551| D 1 17 188 |1257013| NC |0,16544
160375_at | AJ006474 carbonic anhydrase 3 car3 | 3796 | 34 |[-5127| D 1 | 239 |-1083| D 1 2991 | 91 |[-3222258| D 1




Supplementary Table 2. Analysis of potential alternative splicing forms of mouse p53
mRNA in wild-type (+/+) and Zmpste24-deficient (-/-) mice. 0.2 g of liver cDNA were
used as template for PCR reactions using 25 pmol of each of the indicated
oligonucleotides. Only PCR products of the expected size were obtained in both wild-
type and Zmpste24-deficient livers.”+” indicates presence of the corresponding band.

Oligonucleotides used Expected +/+ -/-
size (bp)

Ex1F: 5’-tgctcaccctggctaaagttctg-3’ 248 + +
Ex3R: 5’-caggatatcttctggaggaagt-3’
Ex1F:5’-tgctcaccctggctaaagttctg-3° 652 + +
Ex5R: 5’-acgacctccgtcatgtgetgt-3°
Ex1F: 5’-tgctcaccctggctaaagttetg-3’ 892 + +
Ex7R: 5’-gtaaggataggtcggcggttcat-3’
Ex1F: 5’-tgctcaccctggcetaaagttctg-3’ 1125 + +
Ex9R: 5’-tgagggtgaaatactctccatcaagtg-3’
Ex1F: 5’-tgctcaccctggetaaagttctg-3’ 1485 + +
Ex11R: 5’-caacttgggccaggaaccac-3’
Ex2F: 5’-gccatggaggagtcacagtcg-3’ 1326 + +
Ex11R: 5’-caacttgggccaggaaccac-3’
Ex4F: 5’-ctgccccaggatgttgagga-3’ 1197 + +
Ex11R: 5’-caacttgggccaggaaccac-3’
Ex6F: 5’-ggctcctccccagceatcttate-3° 778 + +
Ex11R: 5’-caacttgggccaggaaccac-3’
Ex8F: 5’-gaaccttctgggacgggacag-3’ 556 + +
Ex11R: 5’-caacttgggccaggaaccac-
Ex10F: 5°- gatgcccatgctacagaggagtct-3° 288 + +
Ex11R: 5’-caacttgggccaggaaccac-3’




