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Supplementary Figure legends

Supplementary Figure S1. Effect of serum starvation on the growth of MDA-MB-231
and MDA-MB-231 shA1_3 cells and the evaluation by SDS-PAGE of a protocol for
the enrichment of glycosylated proteins. a) Metabolic activity of MDA-MB-231 and
MDA-MB-231_shA1_3 not induced (NI) and induced (I — 10 days). Cells were seeded at a
density of 5000 cells per well in 96-multiwell. After 72 hours, complete medium has been
removed and replaced with serum-free medium for the serum starvation (SS). As a control,
cells were also maintained in complete medium. MTS assay was performed at 0, 24, 48,
72, and 96 h after serum starvation. Values shown are averages +/— SD (n=3). The
metabolic activity of cells at time 0 was set to 100% arbitrarily. The dashed vertical line
indicates the 30h time chosen for the collection of secreted proteins. b) Silver staining of
proteins separated by SDS-PAGE (T=15%) to verify glycoproteins purification protocol.
CM Input: protein concentrate obtained from the culture medium (CM). Samples purified
with a control resin (Empty Resin, i.e. without lectins) or with a mixture of ConA— and
WGA—derivatized resins are shown (ConA+WGA). Unbound: unbound proteins (flow
through), lanes 2 and 5. Competitive elution: proteins retained by the resin and eluted by
competitive elution with methyl-a-D-mannopyroside and N-acetyl-glucosamine, lanes 3
and 6. SDS elution: protein retained by the resin and eluted by SDS, lanes 4 and 7.
Molecular weights markers (kDa) are shown on the left. c) The conA+WGA affinity purified
proteins (lane 6, panel b) have been identified by LC-MS/MS analyses and subjected to

bioinformatic evaluation (gene-annotation enrichment analysis).

Supplementary Figure S2. Checking (i) the efficiency of HMGA1 silencing in MDA-
MB-231_shA1_3 cells, (ii) the normalization of protein samples subjected to iTRAQ
screening, and (iii) the enrichment of secreted/glycosylated proteins in the
ConA+WGA affinity purification. a) 12 out of 60 independent 175 cm? cell culture flask
were randomly selected for WB analyses to check for HMGA1 expression levels in MDA-
MB-231 shA1_3 | and NI cells. After collection of culture media, total protein lysates
obtained from cells were analyzed by SDS PAGE (T=15%) and western blot. A blue
coomassie (BC) stained gel is shown to check protein quantity normalization. The
expression of HMGA1 was detected by anti-HMGA1 antibody (a—A1). Molecular weight
markers (kDa) are shown on the right. b) Blue Coomassie staining of proteins separated

by SDS-PAGE (T=15%) to verify glycoproteins quantification and normalization by the



Lowry method. Equivalent amounts (4.5 ug) of the glycoproteins purified in the three
biological replicates (NI and |) were loaded. c) The conA+WGA affinity purified proteins
have been identified by the iTRAQ LC-MS/MS screening. All the identified proteins have
been subjected to bioinformatic evaluation (gene-annotation enrichment analysis).

Supplementary Figure S3. Transcription factor motif analysis of the PLAU
promoter/enhancer region (about 10 kbp upstream the transcription start site). The
analysis of the promoters sequences was performed through Biobase Transfac using the
Match analysis method. Promoter sequences were obtained from the Transfac internal
database (version 2016.3) selecting a distance of 10kb upstream and 1kb downstream the
TSS. The sequence of the PLAU promoter/enhancer region is shown. Putative
transcription factor binding sites are evidenced with arrows indicating the binding

orientation.

Supplementary Figure S4. Transcription factor motif analysis of the SERPINE1
promoter/enhancer region (about 10 kbp upstream the transcription start site). The
analysis of the promoters sequences was performed through Biobase Transfac using the
Match analysis method. Promoter sequences were obtained from the Transfac internal
database (version 2016.3) selecting a distance of 10kb upstream and 1kb downstream the
TSS.The sequence of the SERPINE1 promoter/enhancer region is shown. Putative
transcription factor binding sites are evidenced with arrows indicating the binding

orientation.

Supplementary figure S5. Focal Adhesion Kinase (FAK) expression levels are linked
to HMGA1. MDA-MB-231 cells have been treated with siRNA targeting HMGA1 (siA1) or
with control siRNA (siCtrl). Proteins have been extracted with SDS lysis buffer and
analysed by SDS-PAGE and western blot. FAK has been detected using a a-FAK
antibody. The membrane after western blot has been stained with red ponceau and it is
show as a loading control. Molecular markers (kDa) are shown on the right.
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Supplementary Figure 2
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Supplementary Figure S3

PLAU Promoter/Enhancer analysis
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ATGGAATGAATGAATACTTTTACATGCAAGCATGATCICAGCCAATCTGCAGAGTGAGGCACAGGCTGGACAGGTGGATCACCTGAGGTCAGGGGT TCAAGACCAGCCT GG
73907400 73907410 73907420 73907430 73907440 73907450 73907460 73907470 73907480 73907490 73907500

<
CAACATGGTGAAACCCCATCTCTACTAAAAATATAAAATTAGACCGGCATGGTGGCAGACACCTGTAATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAAT TGCTTGAACCC
107510 73907520 73907530 73907540 73907550 73907560 73907570 73907580 73907590 73907600 73907610

AGAAGG 1 GGAGGG I GCAGAGAGCCAAGAT TGTACCAT TGCACTCCAGCCI GGG TGACAAGAGCGAGAC I CCACG I CAAAAAAAAAAAAAAAAAAAAAAAGAG T TAAGCAAC
73907630 73907640 73907650 73907660 73907670 73907680 73907690 73907700 73907710 73907720

TGCCTAAGATCATTCAACTTTGATGTAGCAGACTGAAGGCTAGGCACTGTGGTCTTTCTATAGTGCCATGCTGAGCATTCTTCATATACAACACAGAATTGCATCCTATGAC
73907740 73907750 73907760 73907770 73907780 73907790 73907800 73907810 73907820 73907830 73907840

TCCATGGGAACTTCCTTTTGGGTCAGAAAATAGTCCTTAGGGGCTGAGTTTCCTGGACTTAGTCTCAGGGCCAGGTTTGGATACCCTGCCCCTCCCTGCGCATCTGGCATCT

73907850 73907860 73907870 73907880 73907890 73907900 73907910 73907920 73907930 73907940 73907950
[ RFX-related .. MAF group__|
GCCTTCCCTTTTATGAGAATCTCCTGGAAAGGGCTTCTCCAGCAGTCTGTGTTGCCACATCTGACTCAGGAGCTCTGTACCCTTGAGACACAGAGGCAGGGGTTGGTGGCT
73907960 73907970 73907980 73907990 73908000 73908010 73908020 73908030 73908040 73908050 73908060

<
CACCCTAGGAGTCAGGAAAAGAATGAAATCATACACATTCAGTTCCTTATTICTICTTACCCTCAACAGAAAT TTCAGACAGCCTAGACCACAGAGACAGTTCTTGGAAT TCAC
108070 73908080 73908090 73908100 73908110 73908120 73908130 73908140 73908150 73908160 73908170

GCAAACAACTAATTTGTATTACAGCGGGTGCAACT TAAGAGCTCAGAGTCCATAGTCCGAGCAGTICTTTCTGGAAGGAGGTCTCCAAAGTCAGGAGGAGGGLCTCCCLCTGAGC
73908190 73908200 73908210 73908220 73908230 73908240 73908250 73908260 73908270 73908280

TGGATCATCTTAGCTCACTGGCCCCTCCCTTCACAGCGTTCTGTCTTTTATGGAGACAGTGAGGTATAGCGCATAGGAACAAGGATCAGAAGACGCTGGGTTTTAGTGCTGC
73908300 73908310 73908320 73908330 73908340 73908350 73908360 73908370 73908380 73908390 73908400
<]
CTTTGCTGCTCATCAACTGTGTATCTTCTCTCCACTTCATTTTCCATATCTGCAAAATGGGAACAACAATACCAGTCTATATCATAAGGCAGTTATGAGTTTAAAGAGAAAT
73908410 73908420 73908430 73908440 73908450 73908460 73908470 73908480 73908490 73908500 73908510

o] 000 <A@
e >  [Crereseamme)>

GGTTTACATTAATGTGCCTTGAAGCACAAGACAGAAATACAATATAAAAAATATGGCTGGGGCCGGGCACGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAG(
73908520 73908530 73908540 73908550 73908560 73908570 73908580 73908590 73908600 73908610 73908620

TGGGCGGATCACAAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCATCICTACTAAAAATACAAAAAAT TAGCCGGGTGTGGTGGCAGGCGCCTIGTAGIT(
108630 73908640 73908650 73908660 73908670 73908680 73908690 73908700 73908710 73908720 73908730

SREBP factors
CCAGCTAGTCGGTAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATTGTGCCACTGCACTCCAGCCTGGGTGACAGACCGAGACTC(

73908750 73908760 73908770 73908780 73908790 73908800 73908810 73908820 73908830 73908840

GTCTCAAAAAAAAAAAAAAAAAAATATGGCTGGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGAAGGATGAGGTGGGAGGACCCCTTGAACCCAGAAGCCCAGCAL
73908860 73908870 73908880 73908890 73908900 73908910 73908920 73908930 73908940 73908950 73908960

AACCTTGTCTTTAAAAAAAAAAAAGAACTGTGCACAAAGATTTCAGAGAGTGCTAAAGATTAGCGCATGGATAAGGAAGTTCTGTGAAGAGT TGAAGTGCTAGGTGAAGAG(
73908970 73908980 73908990 73909000 73909010 73909020 73909030 73909040 73909050 73909060 73909070



TGGCACGGGGGAGGAGGGGGCGGAAGGGGAGAAAGGGTGTCACGCTTCATAACGGTCTCCAAACCTCTTTGTCCAGGAGGAAATGAAGTCATCTGCTCTCAGCAATCAGCAT
73909080 73909090 73909100 73909110 73909120 73909130 73909140 73909150 73909160 73909170 73909180

GACAGCCTCCAGCCAAGTAATCTGGAGTCATGAGAGCTGCTAGGGGAGCAACATGAATCATGACGGTCCCTGGGAATTTCCTGATAACTAACCTGGGAGTTTCGGGGTAAGT
109190 73909200 73909210 73909220 73909230 73909240 73909250 73909260 73909270 73909280 73909290

CCTCAGGCTGCAGCATCTCTGTTTATGTTCTGGTCACGTTTATTTACAATTAATGGGTTCTCAAATCCAAACAAAACTGACCACAGTCTTCTAGAGGAAGTAGCAAGGTTG(
73909310 73909320 73909330 73909340 73909350 73909360 73909370 73909380 73909390 73909400

MAF group

CTCTGAAGCCTATAGCATCGCTGACTCAGTCTGTCCCCTGGAAGGCTGGCAGCTCAGCAAGCACAGAAGTCTCTCCAGAAGACAGTGGGTCACCTGCCTCCCAAAAGCTGAL
73909420 73909430 73909440 73909450 73909460 73909470 73909480 73909490 73909500 73909510 73909520

[Bwoger> <xF@]

AGGCTAACTTGTACTTTCCCCAGCAGGCAGCTGGCACCCTGAGCCCTCGGLCTGGGGCAGAGCAAAGGAGCCTTCCTCCTTCCTACCTTCCTGGCACTCTCCCTGCCTTCCT
73909530 73909540 73909550 73909560 73909570 73909580 73909590 73909600 73909610 73909620 73909630

CIGICACTCTCAGGITGGACCCAGACCCAAGGTCCAGAT TTGCAAGGCAGGAAAATGCTGCAGGCCTAGGCTGGGAAAGGGCCCAAAGCCGCTAGTGGAT TGCTGGGACTCAC
73909640 73909650 73909660 73909670 73909680 73909690 73909700 73909710 73909720 73909730 73909740

CCICCICCITCCCACTAAGAGAGCGAGICCTACTGGGT TCAAAATGACCCCAAGCCCIGGT TCCTGACACTAGGGGAAAGAGATGGGGGTGACAGAATCACAGAATCCCTGC
109750 73909760 73909770 73909780 73909790 73909800 73909810 73909820 73909830 73909840 73909850

Nkx group

TATGTTCCTCCAAGTGTGCCCAGAGATGCGTGTGTGTGTGTGTGTGTATACACAAATGTCTGCTTATCCTCAGGCAGGAAGGGTGGATGCAGTCATTTACACATGGTCTGT]
73909870 73909880 73909890 73909900 73909910 73909920 73909930 73909940 73909950 73909960

@

I TTCIGGAGGACAAT T TTATTTGATAAACAATIGITICTIATCIGAATAGAATAAACAAGGCICIATGATGAAGIAAAACACTAAATACACATGCAT TAAAAAATGCATAAT
73909980 73909990 73910000 73910010 73910020 73910030 73910040 73910050 73910060 73910070 73910080

ATCTTTTTGGAATGGGCTATACAGAGATGTGCTTTTTAAAATGTTAAGAGTGTAAAAGGACAAACAGTGAAAAATAAATCTTCCTCTTATTTTGTCCTCCAGTCTCCCAATI
73910090 73910100 73910110 73910120 73910130 73910140 73910150 73910160 73910170 73910180 73910190

Xvent-1
CCTCTACTCAGAGGTGAGAACAGAACTTCCACACCCTCCAGAACCTCCACAGTTAGAACTGTCTACATGTTTCCATTGTCTTTACTTTTATTCTTGCCTGCACAAATAAAT(

73910200 73910210 73910220 73910230 73910240 73910250 73910260 73910270 73910280 73910290 73910300

AATTGCTCATTATGGAAACTTCCCAAAAGACCCGTTAACACTTCAATAGGAAGCACCAACAGTTTATGCCCTAGGACTTTGTTCCCACAATCCTGTAACATCATATCACGAC
110310 73910320 73910330 73910340 73910350 73910360 73910370 73910380 73910390 73910400 73910410

(€ ]

ACCTAACCCAATCCTTATCAAGCCCTGTCAAAAACGGACTTTAAACCAAGCTGCAAATTTTCAGTAATCTGGCCTTGCCTTTCCCCCTCTGATAGCACCATCAAACAAACCC

73910430 73910440 73910450 73910460 73910470 73910480 73910490 73910500 73910510 73910520
[ AIRE
CCTTACTGCCGAAAGCAATAAGCCCGGCTTTGTTCCATCCACTGGTTGTGTTGGTGATATCTGGGGACTGCCACTGAACAGACGCACAGAGGGAGCCCCTACAGGCAGGGGT
73910540 73910550 73910560 73910570 73910580 73910590 73910600 73910610 73910620 73910630 73910640

TTTTCTGTCTGTGCTTCTGGGAGAGTATGTCTCGTACATTTGTCGCGTTGATGAAGACTTCACAGCTCCATCAGCTGCGGGCAAGGGGGTCTGAGGCAGTCTTAGGCAAGT
73910650 73910660 73910670 73910680 73910690 73910700 73910710 73910720 73910730 73910740 73910750

GGGGCCCAGCGGGGAGAAGTTGCAGAAGAACTGATTAGAGGACCCCAGGAGGCTTCAGAGCTGGGCGAGGTAGAGAGTCTCCTGTGCGCCTTCTCTCCTCTCTGCAATTCG(
73910760 73910770 73910780 73910790 73910800 73910810 73910820 73910830 73910840 73910850 73910860

GGACTCCTTGCACTGGGGCAGGCCCCCGGCCAGGTGCATGGGAGGAAGCACGGAGAATTTACAAGCCTCTCGATTCCTCAGTCCAGACGCTGTTGGGTCCCCTCCGCTGGAC
110870 73910880 73910890 73910900 73910910 73910920 73910930 73910940 73910950 73910960 73910970

ATCGCGCTTCCCCCAAATCTTTGTGAGCGTTGCGGAAGCACGCGGGGTCCGGGTCGCTGAGCGCTGCAAGACAGGGGAGGGAGCCGGGCGGGAGAGGGAGGGGLCGGLCGCLG(



73910990 73911000 73911010 73911020 73911030 73911040 73911050 73911060 73911070 73911080

[ €] B>

73911100 73911110 73911120 73911130 73911140 73911150 73911160 73911170 73911180 73911190 73911200

<setgrud]

TGCCGCAGCCACCGGTGAGTGCCGCGGTCCTGAGATCCCCGGGCCGGATGCGCGGCGGCCCCAGCTCCCGAGLCGTCTGCLCTCLCLLCLCGLLLTGGGLTGLCLCLGGGLTCLLTGE(
73911210 73911220 73911230 73911240 73911250 73911260 73911270 73911280 73911290 73911300 73911310

Cvzer >
ogen-_]

CTCCCCGGCGGCTGCACGGAGTCAAGGCGCCCLCGTCLCCGGGLCGTCLCLCCCGLCGEGGTGCCGATCCAGGCTGCCCGGAGTCCGGAGCCCAGAGAGGAGAGAGACAGLCTGGGGAG(
73911320 73911330 73911340 73911350 73911360 73911370 73911380 73911390 73911400 73911410 73911420

CIGGICACCGCGGGCATCICCCCIGLCGCIGCAGICGLCCLCGLLCIGGLCTGCCTTCCCGITCCICCGCCICTTGCCCIGACTICICCITCCITTIGCAGAGCCGCCGICTAGCGL
111430 73911440 73911450 73911460 73911470 73911480 73911490 73911500 73911510 73911520 73911530

CCCGACCTCGCCACCATGAGAGCCCTGCTGGCGCGCCTGCTTCTCTGCGTCCTGGTCGTGAGCGACTCCAAAGTGAGTGCGCTCTTGCTTTGACTGATGCTGCCCAAGGAC(
73911550 73911560 73911570 73911580 73911590 73911600 73911610 73911620 73911630 73911640

TCTGATCAGCACCAGGGGAGAGGAGGGGCTGCTCAGGGAGCTGGGGTCCTCCGGATTCCATCCACAGCAGGGCCAGACTCTCCCCAGGAAATGGGACAGGGTGGCAGCGGAC
73911660 73911670 73911680 73911690 73911700 73911710 73911720 73911730 73911740 73911750 73911760

[Churchi>
GC T TGAGAACCACGGGGGT TGGCACTGGLC T GGCAAGGGAGGAAGAGGLLGELLCGEGGACTGLCLCCLCAGLCLIGLCGGEGCATCIGGTAGATGAAGCT TGCTITGGGICAATCCATTIC]
73911770 73911780 73911790 73911800 73911810 73911820 73911830 73911840 73911850 73911860 73911870

CCTGGCTGGAAACCCATGGTCTTCCATTTGAGAACTAGATACGAACAGGGTGAGGCGAGAGGGAGAGGGAAGAGTGGGTTTTGGGATTGGGGCCAGTTTACCCTCACCCTG(
73911880 73911890 73911900 73911910 73911920 73911930 73911940 73911950 73911960 73911970 73911980

AGTCCCTGGAGCATGGGACCTTTG
111990 73912000 73912010 73912020 73912030 73912040 73912050 73912060 73912070 73912080 73912090
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Supplementary Figure S4
SERPINE1 Promoter/Enhancer analysis

GTCCTCCTACGTGGCATTCGGTCTGCACTGGAGTAGAGGGCGTTGCTCAGGACAGAGACTACCTCACAAGCTCCTGAGACAAGGACAGTGTTGGTCCTATGCATCTGCGAAC
117090 101117100 101117110 101117120 101117130 101117140 101117150 101117160 101117170 101117180 101117190

<«
AIRE | [kiFs >

GTCCCATAACAACCACCCCAGAAAAGACCCTAAGATGCCACTCCATGCTCTCACTGGCTGTGTTGGAGGAAAGCAGGAGGCAGCCATCCCATGTCCCACACCCCCGGCCAGC
101117210 101117220 101117230 101117240 101117250 101117260 101117270 101117280 101117290 101117300

TCAGGCTCCCTGCTCCCCTCCTCTCCTACACCTCACTGCTCTCCAGCCCTCCAGCCACAAACCTACACAAGGGGGTCTGGGATGGGCTCTGGGCCCAGACAGATCCAAGCAL
101117320 101117330 101117340 101117350 101117360 101117370 101117380 101117390 101117400 101117410 101117420

Qyogen...]
MAF group

GCCAGCAGCCCAGCTGCATGACAGTGGTGAGGAGAGCTGAGGGGGCCCAGGGTGACTCAGATGAAGAGACATGCAAGAAGCCTGCTCCCATATGGAGGGGAAGCTGGGCAGH
101117430 101117440 101117450 101117460 101117470 101117480 101117490 101117500 101117510 101117520 101117530

RREB-1 <

[ KkLFe [ KkLFe
TAAGAATGGCCAGTGACTCTGGGCATGCTGGCATCCCATGGTGAATTCCATCTGCACTGTATCACCCAGACGGCTTCATCCCTGGGACCTCCACCCCCACCCATCCCCCACT

.01117540 101117550 101117560 101117570 101117580 101117590 101117600 101117610 101117620 101117630 101117640

1=8)-DR (nuclear receptor ...

LRH-1 group
GACCIT1GGGICACCGICICICIGGACACCIGCCCAGCICAGIGGGAGCICAGICITIATAGICACATCCAGAGCCAGAATGGAGACTAGCAAAAGAACGICIGIGICCAAGC
117650 101117660 101117670 101117680 101117690 101117700 101117710 101117720 101117730 101117740 101117750

[~}

CAGGCGTGGTGTTGCGAGCCTATAGTTCCAGCGACTCAGGAGGCAGAGGTGAGAGGATCACTTGAGCCCAGGAGTTCAAGACCAGCCTGGGCAACATAGTGAGACCCAATT
101117770 101117780 101117790 101117800 101117810 101117820 101117830 101117840 101117850 101117860

CTTTGTTTTCTTTCTTTTTTTTTTTTGAGATGGAGTCTTGCTATATTGCCCAGGCTGGAGTGCAGTAGCATGATCTCGGCTCACTACAACCTCCACCTCCCAGGTTCAAGC
101117880 101117890 101117900 101117910 101117920 101117930 101117940 101117950 101117960 101117970 101117980

ATTCTCCTGCCTCAGCCCTCCTGAGTAGCTGGGACTACAGGTGTGCATCACCACACCCGGCTAATTTTTGTATTTTTAGTAGAGACGGGGTTTCATCATATTGGCCAGGCT(
101117990 101118000 101118010 101118020 101118030 101118040 101118050 101118060 101118070 101118080 101118090

GICTTGAACTCCIGACCICGIGATCCGCCCGCCTCAGCCTCCCGAAGTGCTGGGATTACAGGCT TGAGCCACTGT TCCCAGCCGAGTGAGACCCCATTTCTACAAAAATGT ]
.01118100 101118110 101118120 101118130 101118140 101118150 101118160 101118170 101118180 101118190 101118200

TTAAATTAGCCAGGCCTGGTGGTGTGCGCCTGCAGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGGATGGCTTGAGCCCAGGAGGTAGTGGCTGCAGCGAGCCATGATCGTC
118210 101118220 101118230 101118240 101118250 101118260 101118270 101118280 101118290 101118300 101118310

ST T E—T—

CCACIGCACICCAGCCIGGGCAACAGAGCAAGACCCI T TCTCAAAACAAACAGGAACAACAACAAAGAACAGAATGIGICCAGAGAAAGGCG ITAAAGAGAGACACAAGAATC
101118330 101118340 101118350 101118360 101118370 101118380 101118390 101118400 101118410 101118420

[ £ NP

TAGAGAATGAGGAACGAGTTCTGGTAAAGATGAACGAAAGTGAATCAGAGTCAGATAAGCCACATATGTGGGTAAAGAGAAGTGGATGGAGGGATGGAATCTGGCCAGTGG(
101118440 101118450 101118460 101118470 101118480 101118490 101118500 101118510 101118520 101118530 101118540

CTGGAGGCACCCITGCAGGCCTGCACTACCICATCAGCCTIGACGIAATCAGCTICCATGITCACATCTIACCCCAGGAGCCLCGGTIGCTCCACCATTCCCIGCCATITIGAAATICCC
101118550 101118560 101118570 101118580 101118590 101118600 101118610 101118620 101118630 101118640 101118650

CTTGGTGACCACACTGGGGGCACATTCCTTITTCICTITTITITTTITTITTITTITTITTTTTGAGACAGAGICTCACTCTIGTTGCCCAGGCTGGAGTGCAGCAATGCAATTACGGCTCA

.01118660 101118670 101118680 101118690 101118700 101118710 101118720 101118730 101118740 101118750 101118760

CTGCAGCCTCAAACTCCTGGACTCAAGTGACTCTCCTGTCTTAGCCTCCCAAGAAGCTGGGACTACAGGCACATGCCACCATGCTTGACTCATTTATTTATTTTTTGTAGAC
118770 101118780 101118790 101118800 101118810 101118820 101118830 101118840 101118850 101118860 101118870

RFX-related ..,

GITGGGGGGEGEGGEEGICTCCCIGIGT TGCCCAGGLCTGGICTCGAACTCCTGGCCTCAAGCAATCCITGCCACCTTGGCTTCCTAAAGIGT TGGGAT TACAGGCATGAGCCACT(
101118890 101118900 101118910 101118920 101118930 101118940 101118950 101118960 101118970 101118980

TGCCCGGCCAGGAAGGCTCATTCTTGCCTGATGGTGAAAGGACATTTGGAATACCCACATTACAAAAGACCCAGCACTAAGTGCCCTCAGGAAATAAGACACTTTGATGGCC
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101119000 101119010 101119020 101119030 101119040 101119050 101119060 101119070 101119080 101119090 101119100

TBP-related factors lyog...

Myog...
ACATAAGT T TAAATACAGAAATAACTGTAAGACAAGGGAGAATGCAAATATATAAAAGTGATAAAAGCTAAAAAT TAGCTGGGTIGTIGGTCGIGCATGCCTIGIGGTCCCAGCI
101119110 101119120 101119130 101119140 101119150 101119160 101119170 101119180 101119190 101119200 101119210
4 CSoxre >
>

GCTCAGGAGGCTGAGGTGAGAGGATITGT TTGAGCCCAGGAGT TGGAGGCTGCAGTGAGCCATGATCACACAACTGCACTCCAGCCTGGGCAACAAAGTGAGACCCTATCT T4
101119220 101119230 101119240 101119250 101119260 101119270 101119280 101119290 101119300 101119310 101119320

AAAAAAAAAAAAAAAAATAGACTGGGCGCGGTGGCTCATGCCTGTAAACCCAGCACTTCGGGAAGCTGAGGTGGGAAGATCAGT TGAGCTCAGGAGTTTGAGACCAGCCTG(
119330 101119340 101119350 101119360 101119370 101119380 101119390 101119400 101119410 101119420 101119430

p53 related factors

B p53 related factors
p53 related factors

CCAACATGGTGAAACCCTGTCTCTACTAAAAATCCAAAAATTAGTTGGGCATGTTTGTGCAGGCCTGTAGTCCCTGCTACTCAGGAGGCTGAGGCACGAGAATTGCTTGAAC
101119450 101119460 101119470 101119480 101119490 101119500 101119510 101119520 101119530 101119540

CCGIGAGGIGGAGG T TGCAGTGAGCTGAGATCGCGICACTGCATTCTAGCT TGGGTGACTGAGTGAGACTCTIGTCICAAAAAAAAAAAAAGATAAAAT TGGCTATGGTAGAC
101119560 101119570 101119580 101119590 101119600 101119610 101119620 101119630 101119640 101119650 101119660
CATACATTTTTTTTAAGIGATTAAAGCATTATAGGTIGCCATAGAGGAATCGATGAGAGATGGGAGATGGAGGCTGCAGGGGCCTAGCCTGGAAGAGTGGGTCGAGCTCAACT
101119670 101119680 101119690 101119700 101119710 101119720 101119730 101119740 101119750 101119760 101119770

CCATTTTGGTAAATCAAGTCTCCTTCCTCCCTGGTATGCTCAGAAAATAAGGATACACTTGGGACAAAAGCGGGGTACATCCATGACCTGCAGCCCAGAGGGGAATATCTTC
.01119780 101119790 101119800 101119810 101119820 101119830 101119840 101119850 101119860 101119870 101119880

CTGGGATCTGAAACCTGCAAAGTCAGCCAATGGGAGCGTGTCAGGACCAGGGAGACAGCAGAAGGATCTGGTATGAAACAGATGAGAGGGGCTGCCAGGCATCCCCTCGGG]
119890 101119900 101119910 101119920 101119930 101119940 101119950 101119960 101119970 101119980 101119990

AAGCAGCCAGCCCACTTCCGAGGCATTTAACGCCCACGCTCCGCTAAATGCTGAGAGACGTAAAAACAAACACCTCAAACATCCATCCCTCAAGGAGCTTGCATTATATCAL
101120010 101120020 101120030 101120040 101120050 101120060 101120070 101120080 101120090 101120100

AATGAACAGCTICAGACIGICIGGGTTCCIGICCTIGGCTCTGCTGCCCACCAAGAGCGGCTGCCACAAAGGAGAACATTIGIITCTTIGCCAAATGIGITGGACATITITGGCAGAT
101120120 101120130 101120140 101120150 101120160 101120170 101120180 101120190 101120200 101120210 101120220
GACGITTTATGTAATTCICATITGCAACCT IGAAAGATGGGAATCGITATCIGICITTTACAAATAAGAATACTGAGGCTGTIGATCCCTAAATCATAGGGAAGGAAGGAAGG(
101120230 101120240 101120250 101120260 101120270 101120280 101120290 101120300 101120310 101120320 101120330
[ —a—

AGGGAGGGGGAGGGGAGGAAGAGGAGGAGGAAGAGAAGGAGAAGGAGAAGGGATTAAGTTTTACCTAGTCACATAGCCAATGTCAGATTCCTAACTAGTGGCCGGGTCTGTC
.01120340 101120350 101120360 101120370 101120380 101120390 101120400 101120410 101120420 101120430 101120440

generalin...

TGATCCAATGATCACTATTCTCTCATTTATGGTGTAGTCACTGTGTGGCTTCAACCACAGTGGACCTCTCTGGACCTAAGTGCCCTCACTTGTAAATTAAAAGAACTGGGT ]
120450 101120460 101120470 101120480 101120490 101120500 101120510 101120520 101120530 101120540 101120550

p53 related factors m NR-DR (nuclear receptor d§ ]

AGGGCCAGGCATGGTGGCTCATGCCTGTAACCACAGCACTTTGGGAGGCTGAGGCAGGTCGGTCACTTGAGCTCAGGAGTTCAAGAACAGCCTGGGCAACGTGGCAAAACCC
101120570 101120580 101120590 101120600 101120610 101120620 101120630 101120640 101120650 101120660

Ikaros [ ikaros > [ paired.
CGTCTCTACCAAAAATACAAAAAATTAGCCAGGTGTCATGGTGTACATCTGTGGTCCCAGCTACTGGGAGGCTGAGGTGGGAGGATCACT TAATCCCGGGAGGTAGAGGCT(

101120680 101120690 101120700 101120710 101120720 101120730 101120740 101120750 101120760 101120770 101120780

[

KLF6
CAGTAAGCTGAAATGGCACCACTGCACTCCAACCTTGAGCCCAGGAGTTTGAGACTAGCCTGGGCAACATAAAGAGACCCTCATCTCTGAAAAAAAAAAAATTAGGCGGGG(

101120790 101120800 101120810 101120820 101120830 101120840 101120850 101120860 101120870 101120880 101120890

| NR-DR (nuclear receptor di3 ]

ACAGTGGCTCACATCTGTAATCCCAGCACTTTGAGAGGCTGAGGAAGGCGGATCACTTGAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCCGTCTCTACI
.01120900 101120910 101120920 101120930 101120940 101120950 101120960 101120970 101120980 101120990 101121000

yogen.. |
IWvoaen> [ Tkaos > [ZNFa3> M ikaos > AT ERGemEII>



PRIV — —— -
AAAAATACAAAAATCAGCTGGGCGTGATGGCAGATGCCTGTAATCCCAGCTACTTGGGAGGCTGAAGCACTATAATTGCTTGAGCCTGGGAGGTAGAGGTTGCAGTGAACTC
121010 101121020 101121030 101121040 101121050 101121060 101121070 101121080 101121090 101121100 101121110

AGACCACACCATTGCACTCCAGCCTGGGCAAGAAGAGCGAAACTTTGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAATTGGCGGGGCATGGTGGTGCACACCTGTAGTCCC
101121130 101121140 101121150 101121160 101121170 101121180 101121190 101121200 101121210 101121220

AACTAGCAACTCCTCAGGAGGCTGAGATGGGAGGATCTCTTGAGCCTGGGAGGTCGAAATGCAGTGAGTCATGACTGTGCCAAGGCTGGGAGCCATGATTGTGCCACTGCAC
101121240 101121250 101121260 101121270 101121280 101121290 101121300 101121310 101121320 101121330 101121340

RFX-related ... [ KLFe HMGA factors |
TCCCACCTGGGCAACAGAACGTGGCCCCCACTCAAAAAAAAAATGCAATTGTGGACAAGCAAGGGCTACATTGGGTAAGGCAGCACCAGTTAGAGTGTTAGGGAGT TTAAAC

101121350 101121360 101121370 101121380 101121390 101121400 101121410 101121420 101121430 101121440 101121450

AGAAATGACCGGCCAGGGGCTGGCAGGGGAGAGGGGATACAGCAGGAGAGGAGGGGGAAGTCAGTCACAGAGCCAGGGTAAGGAAGGGCCCCTGGACAGGCTGTCCCAGAGC
.01121460 101121470 101121480 101121490 101121500 101121510 101121520 101121530 101121540 101121550 101121560

CACGATCTTAAATAAAAGGCAGTGGAGGGCCAGGCGCAGIGGCTCACGCCTATAATCCCAGCACT TTGGAAGGCCGAGGTGGGTGGATCATGAGGTCAGGAGAT CGAGACC
121570 101121580 101121590 101121600 101121610 101121620 101121630 101121640 101121650 101121660 101121670

p53 related factors
GCCTGGACAACATGGGGAAACTAGTCTCTACTAAAAATACAAAAAT TAGCCAGGCATGGTGGCGCATGACTATAATCCCAGCTACTCGGGAGGCTGGGGCAGGAGAATCGC
101121690 101121700 101121710 101121720 101121730 101121740 101121750 101121760 101121770 101121780

<RFX-related ...

I GAACC I GGGAGGCGGAGGATGCAG I GAGCCAAGATCACACCICCGCACTCCAGCCIGGGCAACAGAGCAAGAC T CCATCITCAAAAAAAAAAAAAAAAAAGGCGG T GGAGAC
101121800 101121810 101121820 101121830 101121840 101121850 101121860 101121870 101121880 101121890 101121900
ACCCAGCACIGGI TCCCTCCIAGAGAAGGGGAGAGAGCCGAGCCCAAACACAGGCTATTTTIGGAGTIGIGITGT T TGGAGAGCAACCAAGCCAGAAATAGIGCIGT TAGC/
101121910 101121920 101121930 101121940 101121950 101121960 101121970 101121980 101121990 101122000 101122010

[Feriemedr. >
<ammE (<>

AGACCCITGCCTTCTCCAACCCCCGGCTCTCCCAGTIGAAATCACCAGGAATCAGGGAGGCTGGGCCCCACAT TCCAGGGAGCCTGTGTAACAGGCAGTIGCTCTCTTCCCCACC
.01122020 101122030 101122040 101122050 101122060 101122070 101122080 101122090 101122100 101122110 101122120

MAF group

GGAAGGGCTTGGGAGCTGAGCATTTGACTGTAAAAGGGATTCTGGGATTCCAGAGGGACAGAGGGACTGAGTCAGAGAGAGAGAGAGAGAGAGAGTGGAAATGGGGGGCAAC
122130 101122140 101122150 101122160 101122170 101122180 101122190 101122200 101122210 101122220 101122230

g

CTCCTGCAGCGGAGGAGAGGGGACAGGAGGGAAGGCTCGGGGAAGAAAGGGTAGGCAGGAGGTCAGAGAGAAGGGAGCAGGAAGCGGGAGGCTCAGAGAGAGAAAGGGAAAC
101122250 101122260 101122270 101122280 101122290 101122300 101122310 101122320 101122330 101122340

I GAAAAAGAAAGCGGGGAAGACAGAAGCAAAGAGGAAGAGCAGAGA I CGGGCCAGAAGGLGGGAGG I CAGGGGGLGA T GGG 1 GG I GGGAAGGCCAG I G1CCACCCAGGGLC
101122360 101122370 101122380 101122390 101122400 101122410 101122420 101122430 101122440 101122450 101122460

ING
ACCAG I GGG I GGGGGACAGAGGGACAG I CATGGAAAATCIGAGIGIGATCIACAGICACGAACCACCTGCITCAGGGACAGATGGAGACAICIT TTCCCAGIAGCITGGAATCAC
101122470 101122480 101122490 101122500 101122510 101122520 101122530 101122540 101122550 101122560 101122570

N E ]
AACTTTCCCCTGAAATCCACAGCCCGGTAACTCACTCTCTTATCTCTGACCCTCCGGAAGCCAGAGATCTAGCTATTTCATCAGCATGGACTTTTCTTTCTGTGCCCGTGTC

101122580 101122590 101122600 101122610 101122620 101122630 101122640 101122650 101122660 101122670 101122680

ACCCCTTACAAAAGAGCTCAAGCTGGAAAGAGAGGATTGGATCAAGAAAGAGAGAACT TAGGATTCAGGGGAAAAGGGGAAAGTGATAACCCCTTGAGTCAGATTCTGAGA
122690 101122700 101122710 101122720 101122730 101122740 101122750 101122760 101122770 101122780 101122790

GAGGGTTTCTCTGAGAGGTCGGTGGGGAGCAGCCCGCAGGCAGCTGGACCCTGGTATGGAAGGGCTCGGCTCCTAAGGCAGGTAAGAGAAGGCAGGGCCACGTGCATGAAGT
101122810 101122820 101122830 101122840 101122850 101122860 101122870 101122880 101122890 101122900

AGAGGCAGGGGTCATGGCCAAGTCTGGGTTCTTTTTATTTATTTATTTTTTTGAGACAATCTTGCTCTTTCGCTCAAGCTGGAGTGCAGTGGTGCAATCTCAGCTCTCTGCY
101122920 101122930 101122940 101122950 101122960 101122970 101122980 101122990 101123000 101123010 101123020

ACCICCACCICIIGGGI TCAAGAGAT ICTCCCACCICAGGCICCIGAGIAGCIGGGACTACAGGTACGIGCCGCCATGCCIGGCTIAATTICIGIACTTTTTTTTITITIAGIA
101123030 101123040 101123050 101123060 101123070 101123080 101123090 101123100 101123110 101123120 101123130



SREBP factors [

GAGACGGGGTTTCACTCCAAGTCTGGGTTCTAGAGTAGCTAGGCAGCCCCAGCTCATCAGAGTCAATGGAGAAATCGGAAACTTCACATGGACCCGATAACACAGGTTTTGC
.01123140 101123150 101123160 101123170 101123180 101123190 101123200 101123210 101123220 101123230 101123240

general ...>
CTCAGTTTCTAATACACATCTITCCCTATGCCTACAAGT TTCCACCGATTTGGGAAAAGACCTCTTAGTAAGTCAGCCACTTCTGAGTCCAAAGTAAAACGCTCCCCACCCIC
123250 101123260 101123270 101123280 101123290 101123300 101123310 101123320 101123330 101123340 101123350

CACCCCAATCAGGACTAGAGCTGCTCCCCAGCICTCCCGIGCCCAAGGATGGAATGICCTTTTIGCICTTIGCTTIGICCITIGAGACAGGGICICICITTGICACCCAGG(
101123370 101123380 101123390 101123400 101123410 101123420 101123430 101123440 101123450 101123460

SREBP factors

TGGAGTGCAGTGTTGCAATCATAGCTCACTCCAGCCTTGAGCTCCTAGGCTCAAGCGATCCTCCTACCTCAGCTTCCCATGTAGCTGGGACCATAGGCACACGCCACCACAC
101123480 101123490 101123500 101123510 101123520 101123530 101123540 101123550 101123560 101123570 101123580

[ AIRE > [ RFXelated .
TGGGCTAATTTTTTTTTTTTTTTTGGTAGAGATGGGATCTCACTGTGTTGCCCAGGCTGGCTCAAATTCCTGGGCTCAAGTGATCTTCCTGCCTCAGCCTCCCCAAAGACTC

101123590 101123600 101123610 101123620 101123630 101123640 101123650 101123660 101123670 101123680 101123690

[ muscle initiator

e >
GGAT TACAGG I GTGAGCCACCACACCCAGCAGGGEG TGTCTAT T T TGGAT TGGCATCAGGATCATCCACCCAATCTATGAG T GEGGAC TAAAT TGGTGACTGECTCCTGCAGAL
01123700 101123710 101123720 101123730 101123740 101123750 101123760 101123770 101123780 101123790 101123800

CTCTGGCTGTCCACAGAAAACAGCAGAGACCTGGCAAGGTATGGGACAATGGCTCCTGGTATGACAGGCAGAGGAAGGGATGGAGGCTAAGCTGCAGCCTGGAGAGGCTGG(
123810 101123820 101123830 101123840 101123850 101123860 101123870 101123880 101123890 101123900 101123910

GTCAGACACCTGAGGAGGCCACATCTAGCTATGTCTAGACCCATTGAACTTTCAAGTCTTCGAGGCTTGGTACTGCCTGATCCCTGTTCCCCTCTGATCCTTAAGGTCAGAC
101123930 101123940 101123950 101123960 101123970 101123980 101123990 101124000 101124010 101124020

ﬂﬂaros
AGCAAAGCCT TGCGGGGTACTTTTTTTTTITTTITITTITTITTIGAGACAGATTICITGCICIGICACCCAGGCTGGAGTGCAATAGCATGATCTICGGCTCACTGCAACCICCACCIC
101124040 101124050 101124060 101124070 101124080 101124090 101124100 101124110 101124120 101124130 101124140
] or=>
CCAGGT TCAAGCGATTCTCCIGCCICAGCCTICCCAAGCAGCTAGGAT TACAGGCACGCACCACCATGCCTAGCTIGATTTTTATATTTITAGTAGAGATGGGGTTTCATCATE
101124150 101124160 101124170 101124180 101124190 101124200 101124210 101124220 101124230 101124240 101124250

[E m B p53 related factors
[ 1=8)-DR (nuclear receptor di...

TTGGCCGGGCTGGTCTTGAACTCCTGGCCTCAAGTGATCCACCTGCCTTGGCCTCCCGAAGTGCTAGGATTACAGGTGTGAGCCACCATGCCCTGTCTTGGGGTACTTTTGE
.01124260 101124270 101124280 101124290 101124300 101124310 101124320 101124330 101124340 101124350 101124360

p53 related factors

p53 related factors

GGACAAGAGTTAAGTTCGGGACTGGGCATGTTGGCTTATACACTTTGGGAGGCAAAGGTGAGAGGATTGTTCCAGCCCAGGAATTTGAGACCAGCCTGGTCAACATAGCAAC
124370 101124380 101124390 101124400 101124410 101124420 101124430 101124440 101124450 101124460 101124470

ACTCTGTCTCTATAAGAAAAAATAATAAT TAGCTGGGCGTGGTGGTGCTTGCCTGTAGTCCCCGATACTTGCTTGAGCCCAGGAGT TCAAGTCTGCAGTGAGCTATGATCAC
101124490 101124500 101124510 101124520 101124530 101124540 101124550 101124560 101124570 101124580

(e o
ATGACIGCACICCAGCCI I1GGIGACAGAG I GAGACCCIGICICCAAAAAAAAAAAAAAAAAGAGATGGGT TTGGGGCIGGACT IGICTICTTCCAAGAGGICAGGGCAGIIC
101124600 101124610 101124620 101124630 101124640 101124650 101124660 101124670 101124680 101124690 101124700

CTTCTTCCTCACCGCTAACCACACTCTCAGGGACTCCAAACCACAACTAAGAAAAGGAAAAAGACATAAACAAGAGGCAGTTTCACAGGAAGAGTTCTCCTAATGTGTCTG]
101124710 101124720 101124730 101124740 101124750 101124760 101124770 101124780 101124790 101124800 101124810

GAGCCTAACTTTCCGACTGIGGTTCTCCTCTCTTTCCCTGCCAGCTGTGAGAAAACAAAGCCTAAGGCAGAT TAAAAAGCAGGAGGGCTGCTCAGIGTIGGTTGCCCTTGGTY
.01124820 101124830 101124840 101124850 101124860 101124870 101124880 101124890 101124900 101124910 101124920
[ Foa___> <yogen...
- < MAFgroup | [Myogen.
TCTGTTTACTGAAAAAATCCAAAACAAACATCCGACGCTTCCACCCACTGAAACTTCCTGTGACTCTGCTATCAGCTGTTGCCATGGATTCTCCCAACTGAACCCCACCAC!
124930 101124940 101124950 101124960 101124970 101124980 101124990 101125000 101125010 101125020 101125030

Ui




KLFb FDX

TACACTAAACCCAACAGTCCGTGGACCCCAAGTATGCCATCTCTCCAATACAGGACCCCCTGGGCAGCACCCTGGCCACCCTTCCATCCACAACATCCAGACCACACGGCCH
101125050 101125060 101125070 101125080 101125090 101125100 101125110 101125120 101125130 101125140

AGGGCACCIGACCCTIGICAAAACCCCAAATCCAGCTGGGLCGCGEGTGGCTCATGCCIGTIAATCCCAGCAT T TGGGAGGCCGAGGCAGCLCGGATCACGAAG T CAGGAGT TCGAC
101125160 101125170 101125180 101125190 101125200 101125210 101125220 101125230 101125240 101125250 101125260

ACCAGCCTGACCAACATGGTGAAACCCCGTCTCTACTAAAATACAAAAATTAGCCGGGCGTGGTGGTGCACACCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAAC
101125270 101125280 101125290 101125300 101125310 101125320 101125330 101125340 101125350 101125360 101125370

Sore] <

CACTTGAACCTGGGAGGCGGAGATTGCAGTGAGCCAAGATAGTGCTACTGCACTCAGCCTGGGCAACAAAATAAGACTCCGTCTCAAAACAGAAAAACAAAAAAAACAAAAL
.01125380 101125390 101125400 101125410 101125420 101125430 101125440 101125450 101125460 101125470 101125480

ACAACAACAACAACAAAATCCACTAGTCTAGCCCTACATGCTCACCCACTGCTAGCCAGTTTCCACCCTCTACAGCAGAGGTACCCAACCTCTGGGCCAGGGGCCCGTACT(
125490 101125500 101125510 101125520 101125530 101125540 101125550 101125560 101125570 101125580 101125590

GTCCATAGCCTGTTAGGAACCAGGCTGCATAACAGGAGGTGAGTGGCAGGTGAGTGAAATTTCATCTGTAGTTACAGCCACTCCTCATCACTCGCATTACCACCAGAGCTCC
101125610 101125620 101125630 101125640 101125650 101125660 101125670 101125680 101125690 101125700

ACTCCCTGTCAGATCAGCGGCGGCATTAGATTCTCATAGGAGCTCGAACCCTATTCTAAACTGTTCATGTGAGGGATCTAGGTTGCAAGCTCCCTATGAGAATCTAATGCCI
101125720 101125730 101125740 101125750 101125760 101125770 101125780 101125790 101125800 101125810 101125820

Soxe.. ]
grm] <

GATGATCTGTCACGGTCTCCCATCACCCCTAGATGGGACCATCTAGT TGCAGGAAAACAAGCTCAGGGCTCCCACTGATTCTACACGATGGTGAATTGTGGAATTATTTCAT
101125830 101125840 101125850 101125860 101125870 101125880 101125890 101125900 101125910 101125920 101125930

>

=

TATATATATTACAATGTAATAATAATAGAAATAAAGCACACAATAAATGTAATGTGCTTGAATCATCCCGAAACCATCCCACCCTGGTCTGTGAAAAAATTGTCTTCCATGE
.01125940 101125950 101125960 101125970 101125980 101125990 101126000 101126010 101126020 101126030 101126040

[ muscle initiator

AACCAGTCCCTGGTGCCAAAAACGTTGAGGACCACTGCTCCACAGAATCTATCGGTCACTCTTCCTCCCCTCACCCCCTTGCCCTAAAAGCACACCCTGCAAACCTGCCATC
126050 101126060 101126070 101126080 101126090 101126100 101126110 101126120 101126130 101126140 101126150

p53 related factors
AATTGACACTCIGITTICTATCCCTITITCCCCTIGIGTICTGTIGTCTGGAGGAAGAGGATAAAGGACAAGCTGCCCCAAGTCCTAGCGGGCAGCTCGAAGAAGTGAAACT TACY
101126170 101126180 101126190 101126200 101126210 101126220 101126230 101126240 101126250 101126260

CGTTGGTCTCCTGTTTCCTTACCAAGCTTTTACCATGGTAACCCCTGGTCCCGTTCAGCCACCACCACCCCACCCAGCACACCTCCAACCTCAGCCAGACAAGGTTGTTGAC
101126280 101126290 101126300 101126310 101126320 101126330 101126340 101126350 101126360 101126370 101126380

E

< Evox ()
ACAAGAGAGCCCTCAGGGGCACAGAGAGAGTCTGGACACGTGGGGAGTCAGCCGTGTATCATCGGAGGCGGCCGGGCACATGGCAGGGATGAGGGAAAGACCAAGAGTCCTC

101126390 101126400 101126410 101126420 101126430 101126440 101126450 101126460 101126470 101126480 101126490

TGTTGGGCCCAAGTCCTAGACAGACAAAACCTAGACAATCACGTGGCTGGCTGCATGCCCTGTGGCTGTTGGGCTGGGCCCAGGAGGAGGGAGGGGCGCTCTTTCCTGGAG(
.01126500 101126510 101126520 101126530 101126540 101126550 101126560 101126570 101126580 101126590 101126600

TGGTCCAGAGCACCGGGTGGACAGCCCTGGGGGAAAACTTCCACGTTTTGATGGAGGTTATCTTTGATAACTCCACAGTGACCTGGTTCGCCAAAGGAAAAGCAGGCAACGT
126610 101126620 101126630 101126640 101126650 101126660 101126670 101126680 101126690 101126700 101126710

GAGCIGITTTTTTTTTCTCCAAGCTGAACACTAGGGGTCCTAGGCTTTTTGGGTCACCCGGCATGGCAGACAGTCAACCTGGCAGGACATCCGGGAGAGACAGACACAGGC
101126730 101126740 101126750 101126760 101126770 101126780 101126790 101126800 101126810 101126820

i
GAGGGCAGAAAGGTCAAGGGAGGTTCTCAGGCCAAGGCTATTGGGGTTTGCTCAATTGTTCCTGAATGCTCTTACACACGTACACACACAGAGCAGCACACACACACACACH

101126840 101126850 101126860 101126870 101126880 101126890 101126900 101126910 101126920 101126930 101126940

p53 related factors m
p53 related fa..> [ TBX5 > BEN |

p53 related factors

101126950 101126960 101126970 101126980 101126990 101127000 101127010 101127020 101127030 101127040 101127050
—



<KLF4 group |
yogen-] Cxee > <
=
G

TCCTGCCCACATCTGGTATAAAAGGAGGCAGTGGCCCACAGAGGAGCACAGCTGTGTTTGGCTGCAGGGCCAAGAGCGCTGTCAAGAAGACCCACACGCCCCCCTCCAGCAC
.01127060 101127070 101127080 101127090 101127100 101127110 101127120 101127130 101127140 101127150 101127160

M.
CTGAATTCCTGCAGCTCAGCAGCCGCCGCCAGAGCAGGACGAACCGCCAATCGCAAGGCACCTCTGAGAACTTCAGGTAGGAGAAAAGCAAACTCCCTCCAACCTCTTACT

127170 101127180 101127190 101127200 101127210 101127220 101127230 101127240 101127250 101127260 101127270

CGGGCTTAAGGCAGAGAACTCGCCTCCCCAGAATCTCCTCCCTCCATGATCCCCCGCTATTCCTCTATTTTCTTTTCCTCGGACCTGCAGCCTTGGGTCGACCCTGCCCTAC
101127290 101127300 101127310 101127320 101127330 101127340 101127350 101127360 101127370 101127380

GGGTGACTGCAGGAGAGCAGGGAGGATGGTCAGGCGTCACCAACAACCCCATCACCCAGTAACAAGAACCTTGACTCTCTCAGTCCCTCTGCATCAAGACACTTACCCATT
101127400 101127410 101127420 101127430 101127440 101127450 101127460 101127470 101127480 101127490 101127500

CCCACCTCATGCCTGCTAACTTGAATGAAACAATCGCTGGGAAAGCATTAAGAGAATTAAGGCTGGGCACTGTGGCTCATGCCTGTAATCCCAGCACTTTGTGAGGCTGAG(
101127510 101127520 101127530 101127540 101127550 101127560 101127570 101127580 101127590 101127600 101127610

CAGGCAGATAACT TGAGCCCAGGAGT TTGAGACCAGCCTGGGCAACATGGCAAAACCCTGCTCTCCCAAAAAAATACAAAAATTAGCTGGGCGTGCTGGTGTGCCTGTATIC
.01127620 101127630 101127640 101127650 101127660 101127670 101127680 101127690 101127700 101127710 101127720

<

CCAGCTACTTGGGAGGCTGAGGTGGGAGGATTGCTTCAGCTGGGGAGGCGGAGGCTGCAGGGAGCCAAGACTGAGCCATTGCACCCAGCCTGGGTGACAGAGCAAGACCCT(
127730 101127740 101127750 101127760 101127770 101127780 101127790 101127800 101127810 101127820 101127830

TCTCTAAAAATGAATGAAAGGAAGGAAGAAAGAGAGAGAAAGAGAGAGAGGAAAGAAGGAAGGAAGTAAAGAAGAAAGAAAGAAAGAAAGAGGAAAGAGGAAGAAAGAAAGH
101127850 101127860 101127870 101127880 101127890 101127900 101127910 101127920 101127930 101127940

<FoUdoman goup |

AAAGAAAGAAAAGAAAAGAAAGCAAATTTAAAGCTTATGCAAATCAAAGATGTTGTGATAATTGATAATTGAGTCTGGGCTAAATTCCCCCTGGGCTGCAAAGGCAGAGAGI
101127960 101127970 101127980 101127990 101128000 101128010 101128020 101128030 101128040 101128050 101128060

GGTAATGACTTCTCACCIGCTTTT
101128070 101128080 101128090 101128100 101128110 101128120 101128130 101128140 101128150 101128160 101128170

bl kob b oot Bl kol ool ]l o b1



Supplementary figure 5
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Supplementary Data — Methods

Primer Name |Oligo sequence (5'—> 3')

NRP2 rev CGATGTTCCCACAGTGTTTG
NRP2 for CGAACCCAACCAGAAGATTG
CTSC rev CCAGAATTGCCAAGGTCATC
CTSC for TGTCAACTGCTCGGTTATGG
SLC1AS5 rev AAACCCACATCCTCCATCTC
SLC1AS for TCCGCTTCTTCAACTCCTTC
LGMN rev GGAGTGGGATTGTCTTCAGAGT
LGMN for GCAGGTTCAAATGGCTGGTAT
PLAUR rev TGATGAGCCACAGGAAATGC
PLAUR for TGGGTTAGACTTGTGCAACC
PLAU rev AGCAAGGCAATGTCGTTGTG
PLAU for GCTCAAGGCTTAACTCCAACAC
SERPINE1 rev | AAGGGGCAGCAATGAACATG
SERPINE1 for | TGGCTCAGACCAACAAGTTC
STC1 rev TCCTTTGGAAAGTGGAGCAC
STC1 for CTCAGGGAAAAGCATTCGTC
ADAMS9 rev AACATCTGGCTGACAGAACTGA
ADAM?9 for CTTGCTGCGAAGGAAGTACC
HMGA1 rev AGCCCCTCTTCCCCACAAAGAGT
HMGA1 for ACCAGCGCCAAATGTTCATCCTCA

siRNA name

siRNA sequences |

siRNA sequence (5' —> 3')

siNRP2 GCUUCUCUGCGCGUUACUATT
siLGMN GCAUUGGUGCCGUUCCUAUTT
siA1_3 ACUGGAGAAGGAGGAAGAGTT

siCTRL

ACAGUCGCGUUUGCGACUGTT




