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CAYCTOAGULCAAARTCILCT TAAGCTGATARGCAALT TCAGCARAGTCTCAGGATAY
G TCTTRAGLCT AMAATCTECTTAAGE TGATAAGC ARC TTC AGCARAGTCTCAGGATAL]
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A A A b f AT

360

4/

347 ATAAAAGAGG

AACTTACRAGLGATGTGAACLACCTCTTCARGUACAALTAC ARACCALTAITCAACLA
AACTTACARGGGATGT GAACGACCTCTTCRAAGGAGARCTACARACTACTGLTC A,
AACTTALAAGGGATGTGARGGACCTCTTCARGGAGARCTACARACCALTGL 1(1‘ A
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CAATGGAACAGAACAGAGCCCTCAGAAATAR CAl
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TC‘“AAMWCUI GGGGAAAGGATT( (O]
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a3 TGTAGRAAAGLTGAAAC T

22 RTTTAAC TGGTGCTGOUARAACTGLLCTAGCCATA-TGTAGAARAGL TGARAL TCGATT

221 RTITAATAAR AR TGCTGGOARAACTGRCTAGECAT u.nguu.(rcnumm
836 WIT TAGCCATA-TIGTAGAAAGC TGARACTGGAT
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== ACAGGGLARTCAGRCAGGAGAAGGAAATARAGGG TATTCAAT TAGGARAAGA GGARGY,
~ GGGCAATCAGGCAGGA GAAATAAAGGG TATTCAAT TAGGANARGAGGARGT
T-AGGGLARTCAGGLAGGAGA ARTARAGGGTATTCAATTAGGARARGAGGAAGT
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CCARAAT CTCQUTAAGCTGATAAGC ARCY TS AGTCTCAGGATACARAATCAATGY
CCARAAT CTCLTTAAGLTGATAAGCAACTT () AAGTCTCAGGATACAARATCAATGY
CCARYT CTCCITRAGCTGATAAGCARCTT CAGCARAGTCTCAGGATACAARATCARTGY

l(lA:lE CTCCTTAAGCTGATAAGCAACTTCAGCAAAGTCYCAGGATAC TCAATG

MCAAARATCACARGCATTCTTATACALCA; ACAGACAAACAGAGAGUCAAATCAT
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354 RGGAGRCAAACAAATGGAAGAACATTCCATGLICATGGLGTAGGAAGAATCAATATIGTG
ALE AGGATACAAACAAATGGAA= - ~LATTCCATGCTCATGGGTAGGAAGAATCAATA
416 RGGATACAAACAAATGGAAGAACATY (CATGUUYGGGT AGAATCAATAT

416 RGGATRCARACARATGGAAG) AT ATGCTCAT G AAGAATCAATATY
417 AGOGACACAAACARATGGA, ATGCTCAYG A‘IA AGAATCAAT,
415 RGGACR CAKACAAATGGAN

TTACAGATT A,
AA (GG(CA \’ACTK(‘{.R‘GGYI-\T YYI(AGATT(AAVG((H LCCCA YCIAG( YA( LA,
ARTGGCCATACTGOCCAAGGTARY TTACAGAT YCRAATGLCAYCOLCAT CARGL TACK
AATGGCCATACTGUCCAAGGTAATTTATAGATTCAAT TCCCCATCAAGCTACTA,
AATGGLCATACTGCCCARGGTAATTTATAGAT TCARTGCCATCCCCATCAAGE TACL

AATGGCCATALTGCCCRAGGTAAY TTACAGAT TCAATGUCATCCCCA TCAAGT TALCA:
ARTGGLCATACTGC GTAATTTA PAMTTCAAmgﬁ TgECCAl CAAGC Yﬂ(tia
i T

C AR
A74 TGACTITUTTCACAGAAY TGGANAAAACTACT TTARAGT TCATATGGAACCAAARARGA U
474 [TGACTTTCTTCACAGAAT TGGAAAAAACTACTTTARAGTTCATATGGAACCAAAARAGAT
533 WGACTTITCTTCACAGAAT TGGAMAAAACTACT TTARAGT TCATATGGAAT CAAARAAGAS
536 HGACTTTCTTCACAGAAT TGLAAARARACTACTY TAAAGY TEATATLGARCCAAAARAGA

536 w.ncnrcnuut.uncmnulct AGTTCATATY AALLAMM
537 FGACTTTCTTCACAGAAT TGGRAARAACT A=~~~ AGTTCAMM
LCACTIICTTCACAGAAL TGOARAAAALYALTTITAAAGTICA;

CLGCA AG CCTAAGT AAGAACAAAGCT
CCGCATTGC(AA(ﬂ(.AiTCCTMG(CAAAAGAALAAAQ(YGGAGE(lTCACA( YACCTG
COGCATIGCCAAGTCARTLCTARGCCARAAGAACAAAGL TGGAGGEATCACACTACCT
CCGUATNCACCAAGICAA TIX TAAGCCAAAAGAACAAAGCTGGAGGLATCALAC TACL T
CCGLATOGCCAAGAL AATCCTARGLCAAAAGARTAAAGL T GGALGCA TCACAL TALLTU

CCAAGTCAATCCTARGCCAAAAGARCAAAGCTGGAGAC ATCACACTACL TG
GLCA ATC ('ﬂ AAIGMClAAGU‘GEAGGCATL CTACCT G
T AATCCTAACTEAAAAGAACAAAGCT 2 14

CTTCARACTATACTACAAGGCTACAGTAACCARAACAGCATGGTACTGGTACCAARAL K
CTTCAAMCTATACTACAAGGCTACAGTARCCAAAACAGCATGGTACT GGTACCAARACA
CYTCAAACTATACTACKAGGUTACAGTAACCAAAACAGCATGGTACT GLTALCAAAAC A
CTTCAAACTATACTACKAGGCTACAGTAACCARRRCAGUAT GGTACT GGTACCAARACK
CTTCAARCTATACTACAAGGETACAGTAACCARAACAGTATGGTALTGGTACC AARAC K
GTAACCAAAAC (AICGT&(;@GYA AAAEN

TARCCARAACAGCATGOTACTAGTAUTAARACA
AGCATGGTACTGGTACTAARAL,

AGATATAGATCAATGGAACAGARCAGAGLCCTCAGARATAA G
AGATATAGATCAATGGAACAGARCAGAGUCCTCAGARATAA TG
AGATATAGATCAATGGAACAGAACAGAGCCCTCAGARATAR
AMTA&:A' ACAGAACAGAGCTCTCAGAAATAA TG
AGATA AT l(A:::CAuC((CY(M‘:AALY‘

CA CTCA

TAAATGGTGCTGOOARRACTGGCTAGCCATATGTAGAARGC TGARRC YGOATCCTTTC
TARATGGTGCTGGGAAAACTGGCTAGCCATATGTAGAAAGC EGAAAC TGOATC LT TC(
TAAATGOTGCTGREARAACTGOCTAGCCATATGTAGAAAGL TOAAAL YGGATCLLLYTE
TARATGGTGC TG&GAANlgﬁ(?lGC(A!M’GTlMMGC Mc?g‘ru LITC

TAAATGGTGCTG! A, GCTAGCCATATGTAGAAAGC HAAAAC YGAR TCCCTTCC
TARMTGGTGCTGGOAARACTGGUTAGLCATATGTAGAAAGC Y GARACT CLTTCL
!IAM‘GG?GC'(GGWA!CT&G(TAG(C ATGT‘GAAAGC?GAQA(TGGAT(.((TT(

83y Eucn(uuucuunq‘un CARGATGGATT AAAmmnAAf[. TTARRCCT nu{
vir

AP AT ATAL AN R AN T IR T O AR AT P AT T AN ar TR AN Y Ar s Ty

Figure 12B Yub621 (Ins/Del) 2175 LINE-1s mRNA @ sequence
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(GENETY¥X-MAC: Multiple Alignment)
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LINE-L.3CRR)
L1 b-thal{P(R)
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M-ﬂ C TIGATATE ~ JoAA
GAGUTCRANGGT ATCAATAR G TTIGATATIC~ ~GAA
NAGGT IGGTATC TTGATATE ~+GAR
GCLACLGETCIAGAACTA COICAOGCTUCA

~-KAGGGLA!T((GGL»\GKAG!AG&AMTMAG&GYATT(AATT;\GWAAQ
AGGGCAATCAGGCAGGAGR RGGAAR TAAAGGGTATTCAATTRAGGAARAG
AGGCEAATCAGLCAGGAGRAGGAAR TAAAGGGTATTCAAT TAGGARAAG
i ﬂ AL AL TCAGGGUARTCAGGUAGGAGAAGGARATARRGGGTAT TCAAT TAGCAAAAG
TCLCAATACTCAGGGCAATCAGGCACGAGARGGARA TAAAGGGTATTCAAT TAGGARRAG
TCCCARTACTCAGGGEAATCARGEAGCAGRAGGARATARAGGGTATTCARTTAGGAARAG
TCCCAATACTCAGGGUAATCAGGUAGGAGARGGAAR TAARGGGTATY EAA!TIGWM
CCAATACTCAGGGCAATCAGGLALCACARCCAAA TAAAGLCTAT TCAAT TAGLAA,

RGCAAGTCARATTGTLLCTGTTTGCAGALGACATGATTGRATATE TAGARAACCCCATCE
AGCARGTCAARTTGTCCCTGF TTRCAGATGACATGATTGT T VATCTAGARAALCCCAT
RECAAGTCAAATTGTCCCTGT TYGCAGATGACATCATIGCTYTATCTAGARRALCCCATC
MGGAAGT CAART TG LCCTGT T TRCACACGACATGATTGT I TATCTAGAAAA CCCEATCS
RGGAAGTCAAAT Y GTECCTRTTTGLAGACGACATGATTGTITATC TAGARRACCCCATT:
AGGAAGT CAAATTGTCCCTRTTYRIAGACGACATCATTCRATATCTAGAARACCECATC
RGGAAGT (AT TOTCCCTGTTTGOACACGACATGATTGTTTATCTAGARAACCECAT

S ™ a

9 [FCAATGTACARAARTCACAAGCAT TCTTATACACCAACARCAGACAARCAGAGAGCCAAA

TCTCRGCLCAARATCTCCTTAAGLTCATARGCARCTTCAGCARAGTCTCAGGATACARAR
CTLAGCLCAARATCFCCTTRARGC TGATAAGCARCT TCAGCAAAGT CTCAGGATACARAA
TCTCACCCCARRATCICCT TRAGC TEATARGCAACT TCAGCARRGTCTCAGGATACAARN
TCTCAGCCCARAATCTCCTTAAGCTGATAAGCAACT TCAGCARAGT CTLAGLAT
CTCAGCCCARRATCTCCTTAAGLTGATARGCAACT TCAGCARAGT CTCAGGATACAAAA
TCTCAGUCCAARATCTCCT TAAGCTGATAAGCAACT TCAGCAAAGT CTUAGGATACARAR
TLTCAGCCCAARATCTCET TARGCTGATARGCAACTY TCAGCARAGTCTCAGGATACAAAN

TCARTGTACARRART CACAAGCATTUTTATACALCARCAACAGACAAACAGAGAGCL RAN
FOAATCTACAARARY CACAAGCATTCTTATACACCARCAACAGACAARCAGAGAGCCARA
TCAATGTACARARATCACAAGCAT TOTTATACALCAACARCA GAUAAR CAGAGAGC LARA
TCAATGTACARRARTCACAACCATTCTTATACALCA CAGACAAACAGAGAGCCAAS
TCARTGTACARRAATCACAAGCATTCTTATACACCA CAGACARACAGAGAGCCAAN

[TCANTGTACARRART CACAAGEATTCT TATACALCAACAACAGACAAACAGAGAGL (AN
[FCAMTCTACAAAAATCACKACCATYC TTATACACCAACARCAUCCAAMCACAGAGLLAL

(G TRAACT CCCATTAGIRAT TGCT TCARAGAGARTRAARTACC TAGUAA TCCAAD
16 TGAAC TCCOATTCACAATTGCTT CARAGAGAATARAATATTITAGGARTC LRAY
16 TGAACT CCLATTEACAATTGCT TEARAGAGARTRAARTACCTAGGAA TCCAR]
(G TGAACTCCCATTCACRATFGCTT CAAAGAGAATARAATACCTAGGAA TCCAAT
4G TGAACTCLCATT! TTGCTTCARAGAGAATAARATACCTAGGAATCCAA
K TGAACTCCCATT YTGCTTCAAAGAGAATAAAATACC TAGGAA TCCAA
G TGAACTCCCATTCACAATYGCTT CARAGAGAATAA AATACC TAGGAA TCLAR
JGARLTCCCATTCACARTTGCTTCAAACAGARTARAATACCTAGCAATC LAA

TTACAAGGGATGT GAAGGACC TUTTCAAGGAGAACTACAAACCACTGCTCARGGARATAN
[TTACARGEGATGT GAAGGACCTCT TLARGGAGARL TACARALCACTGUTCAAGGARATAR
TTACAAGGEATGT GAAGGACCTCTTCAAGGAGARC TACAAACCACTOCTCRAGGARATAA
17 l(u&‘ GYGAAGGACCTCTTCARGGAGAACTACRARC CACTGUTCAAGGARATAN
TTACAR TETGARGGACCTCTTCAAGGAGAAC TACARACCACTGUTCAAGGARATAN
TTACAAGCGOATET GAALGACC TUT TCAAGGAGAACTACARACCALTGLTC, AAATAN
[TTACAAGGEATGT GAAGGACCTCT TCAAGGAGAACTACARACCALTSLT ARATAA
TIACARCGOATET CAALCACCTCTTCAAGCACAACTACAAAC CACTLCTCAAGGARATA,

AGAGCALACRAACARATGGAAGAACATTCCATGCT CATCOG TAGGARGARATCARTATC
AAGCACA AR AR TG AAGARCA T TCCATGC TCATCEE TAGCARCARTCAATATCS
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AAGAGGAGA CAAALARATGGARGAACATTCCATLI TCATCGGTAGGAAGAATIAATATC
AAGAGGACACAAACARAT COARGARCATTCCATGUTCATGOG TAGGARGARTCAATATL G
AAGAGGACACAAACARAY GEAAGAACAT TCCATGLTCATGOGTAGGARGRATCARTATL
ARGAGS CAAACAAATCGAAGARCATTCCATOLTCATGOG TAGGAAGAATCAATATC
CARACAAAT COAAGRACATICCATGUTCATGGGTAGGAAGAATCRATATC

GAARATGGLCATACTGUCTARGG TA TACAGAT TCRATGCCATCCCCATCARGLTAY
TOAARATGGCCATACTOCCCAAGGTAAT TTACAGAT TCAATGLCATCC COATEAAGCTAC
TGAMRATOGECATACTOUCCAAGG YAATTTACAGAT TCAATGCUATCC COATCARGETAL
TGAARRTGGCCATALTGUCCAAGGTAAT T TATAGAT [CARTGCLATCCCLATURA s
TOAARATGGCCATACTGCCCAAGGTAAT TTACAGAT TCAATGLCATCCLCATCRAGLTAL
TOAMATGGCCATACTGCLCARGGTARTTTACAGATTCAATGCCATCCCEATCAAGCTA(
TOARRATGOCCATACTGCLCARGG TAATTYACALATTCAATGCCATCC COATLAAGE TAL
YOGCCATACTGCCCAAGGIAATITACAGAY TCARTGCSATCE CLATCAAGCTA

CAATGACTTTCTTCACAGAATTGGAARAAACTACT TTARAGT TCATAT GGAACCAARAAA
CAATEACTTICTTCACAGAATTGGARARAACTACTTY TRARGT TCATAT GGAALS AARARA
CAATGACTIYCTTCACAGART TGGAAAARACTACTY TARAGT FCATATGGAACCARARAA
CAATGACTTICTTCACAGAATTGGARARARCTACTTTARAGT TCATATGGAALLARARAN
CAATGACTTICTTCACAGAATTGGARAAARCTACTY TARAGT TCATATGGAACCARARAA
LAATGACTTTCTTCACAGRATTGGARRARACTACTTTARAGT TCATATGOLAACC ARARAN

ARTGACYTICTTCACAGAATTGG All(la(ﬁ TARAGT TCATATGLAACLANARAN
52

A
MC(C(G(AH (C(AKCI(AAT((YMG((MAIGAA(MAC( XWGG( ATCACACTA
AGCLLGEATTGCCAAG TCAATCCIARGLCARAAGARCAAAGLTGOAGGLATCACALTA
GCCCGLATIGCCAAG TCAATCCTARGC CAARAGAACARAGLTGGAGGCATCACALTA
AGCCCGOA GTCAATCCTARGCCAAAAGAATARAGLTGGAGGCATLACACTA

AGCCCGEATIOUCAAGTCAATCCTARGL CAAAAGARCAAAGE TGGAGGLATCACALTA
AGCCCCOTATCRCCARGTCAATCCTAAGE CARRAGARCAAAGC TGGAGGLATCACACTA
AGCCCGUATCLCCAAGTCAATCCTAAGE CAARAGAACAAAGC TGGAGGCATCACALT,

CTGACTTCARACTATACTACARGGCTACAGT AACCARRACAGCATGGTACTGGTACE A,
CTGACTTCARALTATAC FACARGGCTACAGTAAT CARARCAGCATGGTACTGGTACCA,
CTCACTTCAARCTATACTACAAGGUTACAGTAACCARRACAGEATGGTALTEGTATLA,
CTGACTTCAAACTATACTACAAGGLTACAGTAACCARARCAGCATGGTACTGGTACLA,
CTGACTTCARACTATACTACAAGGCTACAGTARCCARRACAGTATGRTACTGG TACCA,
CCTGACTTCARACTATACTACAAGGCTACAGTARCCARAACAGCATGGTACTGLTACCA
CTGACTTCARACTATACTACAAGGLTACAGTAACCARAACAGCATGGTACTEGTACCA
CTGACTTCARACTATACTACAAGGCTAL AACCAARACAGCATGGTACTEC TACCA,

RACAGAGATATAGATCAATGOAACAGAACAGAGCCCTCAGAAATAATGCCGEATATCTAL
AACACAGATATAGAT CAATGGAACAGARLAGAGCLCTCAGAAATAATLLCUCATATLTA
AACAGAGATATAGATCAATGGAACAGAACAGAGCCCTCAGAAATAATGCLCGCATATCTA
AACACAGATATAGATCAATGOARC AGAACAGAGCCCTCAGAAATAATGCCGCATATCTA
AACAGAGATATAGAT CAATGOAACRGAACAGAGCCCTCAGAAATAATGLCLGCATATCTAC
AACAGAGATATAGATCAATGLAACAGAACAGAGCCCTCAGAAATAATGCCGCATATCTAC
AACACAGATATAGATCAATGGAACAGAACAGAGCCOTCAGAAATAATGLCACATATCTA
TA

BACAGAGATATAGATCAATGGAACAGAACAGAGCCCTCAGRAATANCECCGLAT

lCTﬂ('IMTUT\'(-l(nl((!GAGAAIAA(AAGUH“Wllm’.AﬂLt(!AI'Iﬂ

ALTATCTCATCTTTGACARACCTGAGARRAACAAGCAATGGGGARAGGATTCCLTATY

ACTATCTGATCTTTGACAAACCT GAGARAAACAAGCAATGGGEAAAGLATTCLCTATT

ACTATCTGATCTTTGACRAACCTGAGAARAACAAGLAATGOGGAAAGGATTCLCTATTT

ACTATCTGATLTTTGACAAACCT GAGAARAACARGUAATGGGGAARGGAT TLLCTATY

ACTATCTGATCTTTGACAAACCT GAGAAAAACAAGCARTGGEGAAAGGAT TCLCTATY

ACTATUTGATCTTTGACAAACCT GAGAAAARCAAGCAATGGGGAAAGGATTCLLTATT Y
ACTAY

TTGACAAACCTGAGARAAACAAGCARTGGGGARAGGATTCCLTATY 1|

ATARATGGTGCTCOOAAARCTGGUTAGLCATATETAGAAAGCTGAAALTGGATCCCTT
ATARATGGTGCTGEGAAAALTGGLTAGECATATGTAGARAGCTCARAL TGLATCLLTT
ATAARTGGTGCTCAGANARCTGLUTAGLCATATGTAGARAGC TCARACTGRATLCLTTY]
ATAARTGGCTGUTRRGAAAALTGGCTAGCCATATGTAGARAGE T GAARCTGGATLLEC 1Y
ATAAATGGTGLTGGOAAAACTGGUTAGCCATATETAGARAGCTGARACTGGATLLLTY
ATARATGGTGUTGERAAAACTGCCTAGCCATATGTAGAAAGCTGARALTGGATCCLTT
ATAAATGGTGCTCAGAAAACTGGCTAGCCATATGTAGARAGE TGAARCTGGATCCCTTL
AAA 14 AAAR 1A JATGY AGCTGAAACTGGATCCCT T

ETTACA(CTTATA(MAAAT(AAT TCAAGAT GGATTAAIGATYHAAC(.TT CCTaa,

R LA T LT P R Y DTS R AP

Figure 12C Yub637b (Del/Del) IZ# 17 % LINE-1s mRNA @ sequence
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Table 5 B AH¥E hMSCs IZ#1+2 A3B BT R OMEH

A3B genotype

A3B genotype

A3B genotype

Yubb621 Ins/Del PL202 Ins/Ins ucC/01 Ins/Ins
Yub622 Ins/Ins PL507 Ins/Ins uc702 Ins/Del
Yub623 Ins/Ins PL508 Ins/Ins uc704 Ins/Del
Yub625 Ins/Del PL518 Ins/Ins
Yub631 Ins/Del PL512 Ins/Ins
Yub632 Ins/Del PL514 Ins/Ins
Yub633 Ins/Ins PL521 Ins/Del
Yub634 Ins/Del PL523 Ins/Ins
Yub635 Ins/Ins PL532 Del/Del
Yub636 Ins/Ins
Yub637b Del/Del
Yub642p Ins/Ins
Yub 10F Ins/Del
Genotype (No. of human)
Ins/Ins Ins/Del Del/Del Allele frequency (%)
Yub 6 [§ 1
PL 7 1 1 Ins Del
uc 1 2 0 74 0
total 14 9 2
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Table 6 HL60 #ifIZ #1750 E—HELBEHOFHH

chromosome start position  end position  Length(kb) copy # type Gene description
e

LINC00955 long intergenic non—protein coding RNA 955

ol Sl ol ol o

<

MI9  ADAMN

6 3 DUSP22

6 0 HLAB major histocompatibility cormplex, class [, B

6 32450000 1 loss HLA-DRBI  mgjor histocompatibility complex, class II, DR beta 1
6 35750000 4 gain CLPS colipase, pancreatic

6 57210000 4  gan PRIM2 primase, DNA, polypeptide 2 (58kDa)

6 57370000 6 gain PRIM2 primase, DNA, polypeptide 2 (58kDa)

6 74590000 0 loss none

6 126100000 1 loss NCOA7 nuclear receptor coactivator 7

6 3  gan MYB v-myb myeloblastosis viral oncogene homolog (avian)
6 4 i TMEM242 transmembrane protein 242

6 3  pa

=

non-SMC el TRIB1 tribbles pseudokinase 1
long intergenic non—protein coding RNA 861 retro~SOD1

none

 retro-SRRMI  serine/arginine repetitive matrix 1

none

. MYC v-myc myelocytomatosis viral oncogene homolog (avian)
retro-RPL39  ribosomal protein L39

none

synthase 2.

n L
whole short arm loss

retro-PABPC1 poly(A) binding protein, cytoplasmic 1 retro-ACTR3B
none highly repeated sequences

ANXAS annexin A8 Overexpression of this gene has beert associated with acute myelocytic leukemia
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Table 6 (DJZ)

&

DO A =D

l-lF‘IAﬂb. hypoxia inducible factor 1

meny midde of long am

abParts immunoglobulin G heavy chain variable region
abParts immunoglobulin G heavy chain variable region

midde of short arm
AR'-G‘PM Fno GTPase activating protein 44
midde of short am
M°PZK3 mitogen—activated protein kinase kinase 3
retro-GOLMI  golg menbrane protein 1
none
none

KANSL1 KATB regulatory NSL. conplex subunit 1(histon acetylation)

12850000
21200000
34450000
41390000
41400000
44210000
44340000

45210000 cell division cycle 27

cell division cydle 27

1
0
1
0
1
4
3
4
8
4
6
4
3

znc ﬁreer probeln fm poeudogene
alpha satellite

centromere

alpha satelhte




Table 7 17 BERBH LOBEFREMBEE

(o[2]]

TP53

(17p13.1)
ARHGAP44 _ ;

(17p12) T, oo  Invisible deletions
| Wwere detected! :

chromosome start end size(kb) copy # type Gene description
17 0 7490000 7490 1 loss many
17 7490000 7580000 90 0 loss TP53 tumor protein p53
17 7580000 12820000 5240 1 loss many middle of short arm
17 12820000 12850000 30 0 loss ARHGAP44 Rho GTPase activating protein 44
17 12850000 20680000 7830 1 loss many middle of short arm
17 21200000 21330000 130 4 gain MAP2K3 mitogen—activated protein kinase kinase 3
17 34450000 34480000 30 3 gain retro-GOLM1golgi membrane protein 1
17 41390000 41400000 10 4 gain none
17 41400000 41410000 10 8 gain none
17 44210000 44280000 70 4 gain KANSL1 KATS8 regulatory NSL complex subunit 1
17 44340000 44350000 10 6 gain none
17 45210000 45220000 10 4 gain cDC27 cell division cycle 27
17 45220000 45250000 30 3 gain CDC27 cell division cycle 27
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Figure 14 "h— L5/ A—O T RT—2DRARE
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Figure 16 ProteomeMap ¥V 7 7T 7 DHE
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Table 8 A#ZETHL-E  iPS #Hllakk

iPS MR 4 H Sk A HARILT BATE
201B7 P T e ST R Oct3/4, Sox2, KIf4, RN =Ry
c-Myc
253Gl B2 B AR HEZE A Oct3/4, Sox2, KIf4 LhayALR
409B2 FZ & R e 2R A Oct3/4, Sox2, Klf4, T
L-Myc, Lin28, R
p53shRNA
Human mc-iPS SR E AR Oct3/4, Sox2, Nanog, TTAINR
(mc-iPS) Lin28
HiPS-RIKEN-1A TS e SRARMEZEMIAT | Oct3/4, Sox2, KIf4, L harTA LA
(R-1A) c-Myc
HiPS-RIKEN-2A s b Sl 2 A A Oct3/4, Sox2, Klf4, L hra A LA

(R-2A)

c-Myc

HiPS-RIKEN-12A

Oct3/4, Sox2, Klf4

Lha AL A

(R-12A)
Tic Fifi A 2 A Oct3/4, Sox2, KIf4, LhayA Lz
c-Myc
ATCC-DYRO110 B2 R AR ZE A A Oct3/4, Sox2, Kif4, L hEwA LR
hiPSc (Ai-100) c-Myc
ATCC-DYRO103 JFF AR AME SE AR Oct3/4, Sox2, KIf4, Lha® AR

hiPSc (Ai-103)

c-Myc
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Table 9 SMEZE, PREES L UARERMRICE T SBEFREEBDIHAFHNMOE
HEhE—XTHIHRE

NI S R gE Q)i
BinF4 | EERSHRE Bin T4 ERSTHRER BioF4 | ERSHRE

PAX3 0.987 TNFRSFIA 0.969 AFP 0.948
MAP2 0.963 ITGB3 0.950 GATA6 0.931
NES 0.960 ANPEP 0.934 GATAI 0.907
CDH2 0.958 STAT3 0.928 HNFIA4 0.904
TUBB3 0.955 KDR 0.926 APOE 0.894
SYP 0.954 PDGFRA 0.903 CD44 0.854
PAX7 0.949 CD44 0.889 GATA4 0.831
PAX6 0.915 ITGBI 0.888 ITGBI 0.795
MAPT 0.912 MME 0.882 THY] 0.794
SOX9 0.899 PECAMI 0.882 ITGA6 0.710
SOX10 0.884 SPI1 0.865 GCG 0.701
NGFR 0.854 CD34 0.855 CDX2 0.672
orx2 0.854 HANDI 0.850 SOX17 0.598
FOXD3 0.851 ITGAM 0.844 SLC242 0.582
NEFL 0.836 THY 0.843 SST 0.535
GBX2 0.818 ITGAL 0.828 SOX7 0.533
CRABP2 0.808 CD36 0.823 PDXI 0.433
MNX1 0.798 GATA4 0.781 NEUROG?3 0.398
ITGA4 0.787 ITGA6 0.781 FOXA42 0.394
NCAM]I 0.785 CEACAMI 0.753 CTNNBI 0.364
SOX2 0.731 MYOG 0.738 MIXL1 0.201
MCAM]I 0.650 INHBA 0.726 HNF1B 0.186
NOTCHI 0.645 ITGAX 0.647 EOMES 0.015
TH 0.516 RUNXI 0.620 ISL1 -0.399
ENI 0.455 TWISTI 0.614 CDH2 -0.438
FAS 0.391 BMP2 0.597 SYpP -0.463
FGF5 0.363 1CAMI 0.597 PAX6 -0.530
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NEUROG3 0.361 ITGAV 0.556
NOG 0.239 ABCG2 0.505
IRF6 0.076 SDC 0.503
FUT4 -0.186 FUTH4 0.457

PDGFRA -0.263 SRF 0.455
1CAMI -0271 NODAL 0.451
ITGBI -0.334 CDH5 0.429
FGFR2 -0.378 MYODI 0.419
SNAI2 -0.432 GATA2 0.356
ITGA6 -0.454 KIT 0.320

THY1 -0.492 CD4 0.319
GATA2 -0.526 GATA3 0.306
HANDI -0.543 MIXLI 0.271
GATA3 -0.551 ADIPOQ 0.270
ABCG2 -0.597 NOTCHI 0.266
CD44 -0.599 T 0.258
APOE -0.672 ACTCI 0.152
TDGFI -0.842 FOMES 0.077
HHEX 0.074

NCAM]I 0.023

FGFS5 0.008

MCAMI -0.024
1TGA4 -0.070

FOXCI -0.071
NGFR -0.114
LEF] -0.186
NES -0.358

CDH2 -0.421
DLLI -0.598




