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ADP Adenosine diphosphate

AGPC Acid Guanidinium-Phenol-Chloroform
ATCC American type culture collection

BLAST Basic Local Alignment Search Tool

BSA Bovine serum albumin

cDNA complementary DNA

DMSO Dimehyl sulfoxide

EDTA ethylenediaminetetraacetic acid

Gfap Glial fibrillary acidic protein

GNAT GCNb5-related N-acetyltransferase

HATs Histone acetyltransferase

HDAC Histone deacetylase

KATSs lysine acetyltransferase

MII Myeloid/lymphoid or mixed-lineage leukemia
MO Morpholino oligonucleotide

MYST MOZ, Ybf/Sas3, Sas2 and Tip60

Ncam Neural cell adhesion molecule

p300/CBP CREB-binding protein

PBS Phosphate buffered saline

PCR Polymerase chain reaction

PR PRDI-BF1 and RIZ

PRMT Protein arginine N-methyltransferase

RA Retinoic acid

RACE Rapid amplification of cDNA

SDS Sodium dodecyl sulfate

SET Su(var)3-9, Enhancer of zest(EZ), Trithorax(TRX)
SMART Simple modular architecture research tool
SUMO Small ubiquitin-related(like) modifier
WISH Whole mount in situ hybridization

a-MEM alpha Modified Eagle Minimum Essential Medium
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AW OBHEREIT. 1 DOZREINP SR EWIE LBV IR L, kxR
Mia~e b3 22 TRRMELNLD, ZOoMBOSIERIZEWNTYST / 4
DNA AT ZL Lz, BIEFORIAL NV TORENEZLTH L, I
FLDNAERII O ZELZzHEDRVEEFERABE S AT AL LT EY =X T
Ay Z7HEANREH S, BEERMEREOZEMTHICEVWTIE, =Y
T X T 4y JHEFZOY T e s I IR EELRBEE R oTND, T EY
=X T 4y 7RIS THEEE LT .DNADAF AL A b ¥ X7 E
DieFEM., BlxIX, Vi, 7EFlk, AFAE, 22X F B X
WADP U R b ERFH A TWD, £z, Millaaofbiaf Tk, sk L
{8 = o>l fel N 0> 38 A - 8 B IR BB 23 M 43 3R & R T b HE R S AL 2 e R R R A
MIFRERE L S, TOHEED 1oL LTEA NS Z U RITHED AT VE
fiiAERSINTWVWD, KX TIlE, A FLEMZY N7 a— T 5
Prdm s FHEICEH L. T o OBR 3B & MEEZ ML,
AFNALEM 2 H O BFERICIT., TAX = EEHREN 2 PRMT (Protein
arginine N-methyltransferase) & . U > 3k B ¥ 2 9 72 SET (Su(var)3-9,
Enhancer of zest(EZ), Trithorax(TRX)) ® 2 2D % X7 E 7 7 2 U —NIFLHE
T2, 2095, SET ¥ A7 BTG FHE K+ SUV3IH ¥ > 7 BT R
SNTZAFNVEBEBEERNAAL L THDLSET RAL 2 FHHOZ I HETH
D, FHEHWICBHNTE0OMBEIZIENARESNLTVWD, £ ERXA M AF L
fBEEMITEMEICMA T, o X M EMiZ N7 HLEHMAEMERT SELEEA
L., kxRl a o LARESINT WD, Prdm # /37 BT SET #

NI7EIWZBL, SET RAAL EMRFART XV BEY %%H 3+ 5 PR (PRDI-BFL



and RI1Z) R A A 2z T, DNARAIGEYE %2 A3 % zinc finger KA A U %
FOZ LR ET L RNIETHDL, EOD Prdm # X 7 B (3 Fr 2
H) 72 DNA BINCHA L. ZTORAHEEKO 7 v~ F Uil 2 L S8 56
RO LHEIN TS, BEETIC, B FTI6fE, vV AT IS HEHED
Prdm Bz 28 [[ € S AL TW D28 5l 22 B RE AT IX B S o0 Prdm &z + O
HTITLN TV DI E R, Ko T AKGwICTIEM I b 2 = IR 5 £ 12
BiF5H Prdm B R OKELHONMNCIT LI ZEEZHEBNELE, £, 77
VA AT VPIRICEIT S Prdm BB FHOBBEZMFT L., RiIC, v~ U
AR B M KRR P19 (P19 M RE) & AW AR R ML Ay ki R IS 1) DS Prdm
WEFREORBLEMBEZMAT Lz, 77U B Y A0z )Ly IR ILZ kL O
RWMBEAREEATETL, BERTORTIMOFEHEBHINL D 1 IR KE
KEBERESG THLHID ., TENORERRBEIZE T 508 54 O HF 5858
Fricte s, WREREROET LVELTZDON AN =X LOMPFICKE < HER
LTWs, —J, PIOMRIZZEEE A LMtk ch v, ESMMICIIE
R THBERLHAMB A~ FERATRRET LVHMETH D,

ET. T 7V IV AT AR EH T, IR AEBBEICKEIT S Prdm
B THOBEHZ L ERPCRIEICL - TR LE, TORKE. 77U BV 2
HZIVRRFET 29T o Prdm @45 1 15 FE 23 91 1 %8 A F2 12 8 v\ TR B
LTCWDZERHBALE, 2095, Prdml, 2,4,9,11 8 X O 15 #E s 113 £
PR 72 & LCRIELTEBY, TREERLPOLRAELZHLL ZERHLMNE o
72, & 52, Whole mount in situ hybridization 12 X » T, 3 B HL# o @i %
fTole 2 A, §RTO Prdm HEis 03Bk 2 R JE A AT — ¥ THER RIS
FEELTHEY, FHEBOSIECHEAEECHEL WD I ERRTBRENTE,

Frio, FHEOB . B, AUAM . P, A, =72 & oMk IZ B T Prdm



BETFTORBIIEETHY, 77 VDY AT AV OMRERE AT N T
Prdm Bz I EERERERAL AT DA EBEN RSN,

WAZ . MM EBT 2 Prdm Bz~ OWEMIT 217 5 2 ® 12, P19
Mo SbmfEICE T 5 Prdm B FREOFEBLZ AT L=, PLOMAIX, LT
JA B (RA) BEBEIZCRLV MM~ PAF L ANLEFT K (DMSO) B
TR0 - B~ F SRS MiETh s, RAREIZ K-> TH
5 e AL RS H . RN RELEFREZ{LE DNA F v 7k > THEEDN
RN L7, Prdm8, 12 B X O 13 BE T ORINSLFHEE 4 H HIC—
BWIZHFEEINDZ EBRWbMNER o, LFHEE 4 B B XA M5 1k 25 BA
MY AR E S TEB Y, Prdm8, 12 35 X O 13 {815 7 13 R 0 b M B 7> & A 2
M~ T 20 MKIEICES L TWnD Z EnRmsiik, £7-. DMSO I
BICL DL - BB ERBRICBT2REEZMIr Lz 2 A, Prdmé
BETOREAN - BUICHFEINZI NG, Prdmé B 71X 0/ - BB
DAL B3 5 TREME N HIB L 72,

S BT P1I M O M BRI I T D Prdml3 B T OEREZ T 5
722, Prdml3 Bz OB E B L 2 MRS ~DREE T LI,
Prdml13 8 H 7 7 2 I N4 P19 Mild (CE A L. Prdml3 i 5 Bl % © P19 i g
ORRE A RIFRICHENT Lz, PLOMIAIZ, ==—nw &7 U 7Moo 2 FEHE
DRI T A2, =a—or~v~—H—& LT Ncam & . 7 U 7 ##
Ja~—H—& LT Gfap DR HEH %2 b OEEEL L, & PCRIZ XK - THITL
oo T DOFEE . Prdm13 @ i 3 Bl X Ncam © ¥ H % &% & —a—nu i
RlEE T ZENHMA L, —FH,. 77U T MRS {EIE Prdml3 i % Bl o

HLTIEFEINWIERRBRINTE, 2O ENDS . P19 M JE O #
3

S

WA AL B ICEBE W T Prdml3 T==— v U Db & R IC 5 E 3 5 he



FOZEBWLMNERoT,

Lk, Afwxcid, 77V 8 A0 Vg1 HIE & w0 S AL i@ i o & 5 L
HFTHDLH~YTAPIOMAZHNT, AFF NI E%a— T % Prdm
BARF O FEBL & BERE AR AT &2 17 W R oAb LR AR R I B R 1T B v T
Prdm B+ EERERELZF O LEZH LI LE, KR XOKRIT., 81
ORFAEBBICB T 5ME Oy FEEMEBHICEER2ARALEZbZ60L, &5

W, BAEEREOERBIIE G T A ZEDHMPBEIND,
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bhbht br2amEEMOBEMEREDT, ZHINE VI Lo 15D

fa K L2y IRL, MR~ T 28Ik TREMELRN

ELK

L, —HopINERE, DO LMBEAR —OBEHEHRAEFEL, # 4 OHk
ORMEZ., BT L2EEFZHBE T2 LICLVRESNLD, BEBELXLD
WD 1o LT, MERINOLEIEZFEDRWEBRGIEBER S
TV, Zhvzaxobt V=74 7HlE VS, FHE, 2P =2XT 17
A R S AR M Bl Ay Ak S AR I e AR & A A N M EE R R E
ZHEOZERWAOENERSTETWVD, TEY =XT 4 v 7 fil#H D51 A
ELT.DNADAF LB A N X X7 EOFEM, Bl2E, Vg
fb. 7F b, AF b, 28X F fb. SUMO b L X ADP U R v Lk
REBRHMBLNT WD,
sua~FrERBEEOENET, VX T 4 v Z7HIEICB W TCIEFICE
BERoTHELEEZLON TS, ERMHEEIT, MikEM42E L CRELZE
FO~NTuszuFrL ThiCHTr2a—7rurxFrlnd EIZ2o0K
I IND, 2= u~F UIFBEIEERE S D 0 IL 5 IR 8
LBBEIVNELFETHOICK L, ~TrZa~vF 3L TEENRIE
HERERFEZEDHEBRICI > THERLIATWD, —FH, X7 VA Y — L%
W+ 5H5a7eAhr (BEARUH2A, B AR H2B, B AR H3, b X by
H4) X, N R oOEEET I VBICEAEZ KA ALY (BEA M T —0) &
C KM ODEKKRD FKAL b7 oTWWhH, CRMERAAL VITFER N F 7
v —RICHLETHY, E AT =AM ETEF A, A F b, U R
ft. =2 8FF kL v o 7o kkx b FEHM 2= 7 (Figure 1-1), 7 v~ F
DHEERLZOHELZHH T 2R FORELLWVITEMICEEL L5252 &1

LY. %/ 5 DNA OUHRIE, EEHEORI. MILEMIC EEARE 2



K 1E 9 (Verdone et al. 2006),
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Figure 1-1. B A b > 7 — LZHT HILAEAG OB (Kato et al. 2010)

EAROTEFAMBEEFORIEREE LSHBELTBY, 70 ~TF
YOREBEMCIE L TTEIRPS B LEFRAZRETIFEFICFA T I v IR
fbZEfMi L LTESMESNR TS, TEFAEMIT, e AT EF L
S B B % (HATs, Histone acetyltransferase) B3 X Ok 2 F U il 7 & F 11k
% % (HDAC, Histone deacetylase) (2 X » Tl X5, HATs (¥ GNAT
(GCNb5-related N-acetyltransferase), MYST (MOZ, Ybf/Sas3, Sas2 and Tip60),
P300/CBP (CREB-binding protein) 72 & 550D 7 7 I U —IZHHE I N TV R,

BRETIEH LW 73U —2 LT Camello 7 7 IV —0HEL H D



(Karmodiya et al. 2014), F72. £< ® HATs "t A b Z U X7 E LS D ¥
YNNI EDOY oK YT B F kT D729 KATs (lysine acetyltransferase)
EHMEEN TS (Kuo et al. 2014), — 5, HDAC L I A £ v ¥ — LM la
NREREICEL->T, 77A 1, 7T7RA 2, 77 A2b, 7I7AIBLVYF
A4 LENHIBEODTTARAICHEINTWS (Wang et al. 2014), HATs B L O
HDAC Xt Z NG OEMEAE L OAREMILEZHE S LEX 5N TWD A,
Esalp D L H WG A L v 7 &2 H HATs X°, i ZME I 579 5 FoxO
R B[N+ &2 &Ik 5 5 HDAC & & % (Clarke et al. 2006; Beharry et al. 2014),
TEY=2AXT 4y 7 RMREEOB SIS TIE, A F LB R ICE
BThortshTWwd, MEEELEZ. HrxoMERrFoOBRRFHEHAOER
WA HE2RTHHMEFFSNDZE T D, A—0BEERZFOHES.
EMBEIChbleo TENRENBEAOREZMET 22 21, 7/ L O AR
CRBESL RN, 2FEV, 28V XT v 7HBEIELEL LD, TOF
Th, TXAVF—HICZETHMRTEOHEAELLTHELTWWLI X MDY
VUKD ATF LT, X REOAERDOREEES~T v v~ F B, DNA
AFNMEEHORE 2L, 2P =T 4 v 7 R8s FEILH O % 2
HIZEWTHHEREHZFHESLEZLONTWD, £, EA MDA F i
EfiITEM SN DEEDOMBEIZIY, RARDIEELEHT D, U EREIL
XE /. ¥, PV EWVWI 300X FVEMIMEMIRERDH Y, TRLZNED
BREEZF>TWo, £, TAVWX=VEEOZ T =V EIT 2 7T TATF IV
EfMEfiZ2% 0250, 2 BFRICEBEIND A FNVIEITITIRHRICALLE L
HERNHOMBEIZADZLZED 2BV RHD ., ZOLAICLENLLTNRLR D HEE
Wb o> TWwad (Figure 1-2), A F A LEM ZHH 5 BEERIZIT, 7T ¥ = 5%

HEEEPICEMT 2 PRMT Z U X7 E ., VY U RERMICEMT S5 SET
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Figure 1-2. 7 /L X =280 (@) BLONY 585 (b)) D A2 F/ULEAG (Klose et al. 2007)

EARNYAFUEBEBEER OFEIL SUVIIH OFRICE V1D TRE S
7= (Reaetal.2000), SUV39H (T3> a3 U ¥ a U N DALEL R OIS # X7
H SU(VAR)3-9 B L OB OY A L v 7K+ CLR4A OMEZ v 37
B T Y. Chromo (Chromatin organization modifier) K X A > & SET K X A
VMBI TV D, Chromo RAAL ik, ZJae~F o b~D¥ v X7 EH

AERDOELICEHETDIELS DX R 7ETRIHEEND, 30~70 7 3 J B



MmMBmRHEYa—ELTERSND, —J, SET FAA idk A b H3
D9 FHOY VA ERRENICATFVIEMT HMEEF—7 L LT,
2000 4=, Jenuwein HIZ X o THRAL I N TWDH, BEE TIZ, SET KA A v &
FFOZ U RN I7HITIHMABFTEOFBIEIELNRESINLTWVD,

AWFFETHEHR L7z Prdm B s 713 N Rl i PR K A A 2K H | F 72 zinc
finger KA A LV OELMEIZ L > THRESIT b TWD (Figure 1-3), PR R
AAVILSET R A A 2 20~30%DFHI G THEBEBLLTY I /JBIEEAZRF > T
L2&Emb, SETZ# U RXIJEHOY 777 I =L LTMNMESTLATWVDS
(Derunes et al. 2005; Fumasoni et al. 2007), H{EF Ttk hT 16 FEE, ~ v
ATISFEMHO Prdm B F0FESNTED ka2t 87 v — 712k » T
fEAT R ED T WD, SET FAAL VAR D SET X U N7 HIZHOWTIE, k
AR AFUVREGEHBERE L TORE, FIEX, BA Y H3K27 &2 b U A F
MELERG Y A Ly ZICBH 59 2% Ezh2 R0, 8 2 F» H3K4 & A F L fb§
% Smyd2 28 & % (Cao etal. 2002; Abu-Farha et al. 2007), £¥72., v 7 A D&
R MM & B b DA A v F o 7 I2iFe b < Prdmle °, vYa v ¥ay
N IR MR MO EZRET 28GR F hamlet o b IEINLTWVD
(Seale et al. 2008; Moore et al. 2002), Prdm % > /X7 EH X SET ¥ > /X7 'FH L [d
BRI, AFNVEEBBERLE L CHEHE XA F AUILEMZHE LV (Prdm2, Kim et al.
2003; Prdm3, Pinheiro et al. 2012; Prdm6, Wu et al. 2008; Prdm8, Eom et al. 2009;
Prdm9, Hayashi et al. 2005; Prdm16, Pinheiro et al. 2012), i ® 7 v~ F (& fifi
B RE & OMAEMEH b ZHBRESINLTWD, 21X Prdml X, v 7 2 A5
MAIZB N T, TAF = ka2 A F LT %5 PRMTS R LT H2 B8 L O
HA D 3FBOT VX =k ik%E Y AF {3 % (Ancelinetal. 2006), Prdmé

X7 TR IWMT BT NbERZSE A RN A FNLVEBEBEE Gla & & b iz



DAVEBHOZE Y2 XT 4 v 7 bFX¥alb—xLLTIERATSH (Davis et al.
2006), Z @D & 912, Prdm s FIL Ml O ik L N v TOMMTIZE AL TV D,
LrL, fEEREETCoOREITD R, FMICHTIINAN TV HOEFERLNLT

WDLDONREIRTH 5,
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Figure 1-3. ~ 7 A Prdm % > /X7 D R A A A1 (Kinameri et al. 2008)



ABFZETIx, REASCHEYLEBRICE TS Prdm S FEEOBEE 215
T 22 E2HABMEL, 77U BYAHT L X laevis FI I L3 X O P19 ##
el Z A TL Prdm B s+ O3B & B RE &2 AT L 72, X, laevis IZUfERTH 5
O AEGEDEML TN, EBRETHLDL Xy XA Y AT X
tropicalis 1£ 2010 4RI % 7 AEFINRE L TWDH, £, THUBKEO2ERE
NFERSNCTHEAT L, BAEBRTOKRIT LR TERMNICBELRL T VWI E G,
ZRENOHRBEERBRICK T2 EEOMERFICER, FREROET
NELTHF AN =ALOMPICRKRELHBRLTW D, —FH, vV A ET —
AR—ANFERLTED, SRIA VW PLOMBRIILZMESEELZA LI-MEKTH
D, ESHIMICH_RENETHRBIOHMBE~ONLFEERTETH D,
ARBFFEIZ BT, X. laevis FI IR 2 W 72 Prdm & 15 1 0 %8 BLAL & fig o <1
TARTO Prdm BIs F 03k &4 RIEEAT — P THMMFHREMNICEI TS Z &N
Hohbrol, $ZORBITMHRBMHICINTHETH Y | Prdm Eis F
2 X, laevis FI IR O MR AT W CEHEREEL FEOWMEMEN RENT,
— . P19 Mifa & H v s Mk & O - B EIC B T 2R EER
FEEBEMT LIERER., ThZhoobifE c—H o Prdm #1723 FF 2
M7 BE N2 — v 2R ZERPAL N o, o, MRMESICE T
% Prdml3 OREICOW T 24T o772 2 A, Prdml3 == —nm »53fb %
FFREICHEET OWELRODZLERH LN LR 5T,

AEAL I LEEEESESMIEICI T 5 Prdm B+ ORI A - 22 [F /Y
BB TRBIL., 4% Prdm BB AT 7 ARLE FOEMBRICED LI
BT 200 MHAT 5D, o, 2T =T 4 v 7 6N MES

BAEWLHETOHL I LEZEBMNTLTODRALERDTEA D,
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2-1  if# i

LA AEY OB AWM TIL, 1 DOZKIIAMIL oA & Mok z v K
LN bix AR OMIE 20 @RAEMGH 21T 5 KHI BRI T D,
OO EBEIZB VW TS 2 A DNA B ELLZWE®, EHis 1O
FEL XNV TOMBPEETH D, T4, DNARII O Lz bRl T+
FEHEH S AT AL TZE Y2 xT ¢ v 7 RN LS v, A E R
HRELBNT, 2V =2XT 4y 7RO Y 77T I 7P EERGR
Lo TWh, 28V =T 4y 7 HlHOSTHMEL LT, DNADXF L
ke 2 b Z o BEofb e, i, Vg, TeF vk, AT
b, =X F M, SUMOEB LT ADP U R I b ERN b TWn5d,
R Ay Ak R Tx A Ak L 72l 2 oo SR N oD T 5 1 R BT BE S M 4y 2 A R C
biEFF SN oMt EEERIIRERELE SN, TOoBEED 1L L TE X b
YENRTBEDAFIEMPIER SN TWD, KigXTlE., A F i
BRI EEa— KT 5 Prdm BIEFREICEH L, BT %8 L WM& M
L7,

AFNAEMi 2B O BRI, TAF =V FEERFREN R PRMT & U v %
KRB RSETO 200X v X787 7 I —=BFEMETSH, 2095, SET
H Ry BITEE K SUVIIH # v X 7 IR Sl 2 F v REEBIE
PERAAL L THDSET AL UV EZFFOXZ U RNI7EHTHY  FHEHMIZE W T
60 MBI LEARMEINTVD, 72, B A MU AFAAEMIEMEIZNZ T,
fioe AN EMiZ N EEMEENT2ERER L, HKa Rl E RO
ZENHE I TWD (Ancelin et al. 2006; Divis et al. 2006), Prdm % > /X7

BHIXSETZ o N7 EHICBT DN, SET RAAL VEMRELRT I BEY 24T

10



5 PR RFAAIZIMA T, DNAKE GG % H 3 5 zinc finger K A A V& £
CEEREMLET O N HETHY AR DNA BANICH E L. 6 E
Borsrun~xFoErsElbsEoBEERODLHEEINL TV D BIEE TIT,
ERT16fEMEH, vV AT 15 O Prdm BIZF R FEE I 4L TW DA, FEAl
ISR MEAT I B O Prdm BB FOATHDH, £ T, AETIEMHEAIC
BUT5Prdm @ FRHOBEESEZHLNCT S Z L2 ML L. X laevis #] ] If
BT DI LR & AT LT,

X. laevis #1332 K5 DA RE O 4l f 28 R IR 4 THEAT L. AR T ORI fh
DEMBYINED A IPRESSCEBBIELS WD, ZHE»OE&HE KR
FRAZHB T D 0H R AEOH LN FICHER, S 5T, BisF O 5RE 5 B0 #6e il
FHRERBRIT, MRNASX MO 2z EEZEINCEAT LI ETELHICIT I Z LR T
X510, UIMBEOEEREKOETNVE LT F AT =X LDOMPICKE

HBLTWS,
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2-2. MELE LGk

2-2-1. FEBRH K

Xenopus laevis
X. laevis i3 7 7V BIREOE R 72 ) T ARBO—F Th 5, I o
FHBMICHESNTY A APRRESBERBEEREL THL L, £, BAE

DEATHNESFERHERPRNZ En6, BAEAFOMHEIZHHA ATV S,

2-2-2. EERTT ik

(1) Mo L 8%

PR L 7= X, laevis M o0 35 8112 300 unit @ = kv 2 ®3000 (H A5
FHHE MMEREEMERAM A VE S, HIES TEKRNS) 2R THES L.
PEON £ TH 12 Kefl. 21°C TEB L7z, MENOEI L7 RKRZHKINEZ 0.5XDe
boer’s &K i% (1XDe boer’s ki : 0.11M NaCl, 1.3mM KCI, 0.44mM CacCl,, pH 7.2
adjusted with NaHCO;) T # ., Moo LZBHREEA L, ERE L.
Zo%., BEY —iE 5%F A4 27 U a— L, pH 8.0) Zi* L., 0.1X
Steinberg’s #& (1 X Steinberg’s #%& : 58mM NaCl, 0.67mM KCI, 0.34mM Ca(NO3),,
0.85mM MgSOy, 5mM Tris-HCI(pH 7.4)) T L. #& ¥ FE 50ug/mL & 7 v 4
A~A >y (FHITATAY) EMAT-RBENTEERE L, vI8KEO3REE

B¥ % 1X Nieuwkoop&Faber (1994) O E D 7= A7 — JITHEWVHIW L 7=,
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(2) RNA fh

AGPC £ (Chomczynski P etal. 1987) 2 &3 % total RNA Z i L 7=, IRIZ
1%SDS-TRIzol®FX 3 (Life Technologies) % 1 2., VORTEX-GENIE-2 % H W
THREYFA XL, U5 EEOZ nakR)b A% 4, 15000rpm Tzl L 72,
ELOBRICHEONTZAKBIC.HOKELEEEZEDO 7 n o RV AEZ M &L LK,
BonKBIZIISHEU EO=% 7 — V%12, RNeasy® (QIAGEN) 1 7
LAtk Liz, BT LEWE% ., RNase 7 U — DK T H L, total RNA % [A] Y
Llice 7A =27 VEIKBE LR CEREICEID  RNADRER LW

W AR LT,

(3) H#s G Kt
fh Hy L 7= total RNA 1lpg % # % & L . High-Capacity cDNA Reverse
Transcription Kit (Applied Biosystems®) @~ = = 7 JLIZHEV cDNA % &1k L

e 7 9A4A~—1XT7 LT TA~—FH T,

(4) FIiE = PCR

WS B RG THF D AL7z cDNA 2 W T PCR WG # AT\, EBRUIKE) TNV R
iR Lz, =2 bue—J bt LT X. laevis @ ornithine decarboxylase (Odc) %
Wi, 77 4 ~—@%iX Table 2-1 IZfe# L TW 5, 728, X.laevis T E
ENTWVWARWERGFIZOWTIE, X. tropicalis DRI 2B EITHE T T4 ~ —

ksl L. PCR 1T o 7=,
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Table 2-1. *}:E & PCR B8 XN WISH 'm—7 {77 A ~—REd4

Gene name Nucleotide sequences (5' - 3") Polymerase

F: ATGAAAATGGATATGGAAGGAATTGATATG
Prdmi SP6

R: CTGAATTGGTGAATGCATCAGATAATTCTG
F: ATGTGGGAGGTATACTACCCAAACCTTGGATGGATG

Prdm2 SP6
R: AAATATTTTCTTACAGTATTTACAGGGATGCATCTC

d F: ATGCCAGACCAGCGNACTTTNATGTCAGCAATHGARAAYATG

Prdm3 T7
R: GTGNAGGGATTCCTGATCAGANAGNGANAGCATCAT
F: AGTGATAGTCACGAGCTGGACGCTGCGATTACTATG

Prdm4 SP6
R: GGAGCTGAAGGAGTGAGAGCACATTGAGCA
F: GTGGATGAAGGTATAGACAACAGRTTRATGTGG

Prdm5 SP6
R: CTCACATGTGAAGGGGCGCTTTTCTGAATGNGTDATCATRTG
F: GAGCCTAGTAAGTCAAGCTGGATGAGRTAYGTNCGNTG

Prdm6 T7
R: CATCCTCTGATGTCGACTCAGCTGGGTNGCYTGNGTRAA
F: AAGGACAACAGAGAGTTGGAGCCTCGNAAYACNATG

Prdm8 SP6
R: CATTGCATATTCCTTTTTGTGGTGNGAYCTCAT
F: CAGATGTCGCAGGAGTCTTGT

Prdm9 SP6
R: TGTGAACTGTTCTCCACACTC
F: TGTAACTGGATGATGTTTGTACGNCCNGCNCA

Prdm10 SP6
R: GAATCCCATCATACACACNCGGCAYTTRAACAT

q F: ATGCACCCGGAAAAGACGGAGGAAATGTGCAGRAAYATG
Prdm11 SP6
R: ATCGAACACTTGACACGCCTTNACRAACAT

F: ATGATGGGCTCGGTGCTG
Prdm12 SP6
R: CAGCTGTGAGTAGGCGCT

F, forward primer; R, reverse primer
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Table 2-1. 2 E®PCRBIOWISH Yu—7H7F 14 ~—f4 (Fx)

Gene name Nucleotide sequences (5' - 3") Polymerase

F: GGAGAGGAGCGNTACATCTGTTGGTAYTGYTGG
Prdm13 T7
R: CTCGCTTGCTATCTCAGANAGCTGRTGRCTRTGCAT

F: ATGAACATACTNGCCACTCCNCAYGARATG
Prdm14 SP6
R: GTGGACCCTCATGTGCTTGTTCAGGCTNGANGAYTGNGA

F: GCTGCTGAACCTGAAAAAGACCTGAACCCNAGYTCNTCN

Pram1s R: CCGGTGATGCTCCAGCATTACATCCCTCCTRTARAANAGYTT SPo
F: CCTCTTCTTAAAAGCCCTTTGAACCATACACGNGARGCNAAR

Pram16 R: AATGGCCGACATCTGTGGGTGAAAAAGNAGNGGNGANGG SPo
F: GCGGGCAAAGGAGCTTAATG

R: TAACGCCAGAATCTGCTGGG

Odc

F, forward primer; R, reverse primer

Y:CT R:A G H:ACT D:AG,T N:AC G T

(5) KRIGE O Hn# & k&

727 A K DNA % E. coli DH5a 2> ¥ 7 > b VIS E R S & 72 %
(Molecular Cloning, 2001), #J& 200 g/mL @ Ampicillin (Fn ) # 3 T 3%
&) 2% L 7= LB (polypeptone 10g/L, yeast extract 5g/L, NaCl 10g/L,
agar 15¢g/L) YL — MIZAF Ly FLT37°C T—MEEELLZ, BEWDOER T
Wrhzat”77 A F DNA 2hfFFLELYy 7 ran=—%, KK
200pg/mL @ Ampicillin Z %0 L 72 2xYT B #t (polypepton 16g/L, yeast extract

10g/L, NaCl 5g/L) (ZHi@ L., 37°C T —Wris & L CRIBH B RBIK 21572,
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(6) 77 A K DNA i i

TV -SDS HEICL o T T AI K DNA #iiis XK ® L
(Molecular Cloning, 2001), DNA % # {Z 5M Guanidine-HCI % il . C. QlAprep
column (QIAGEN) (2% L T %78 L. 50uL @ glass beads % /il X 7= glass
filter I DNA % W75 & & 7=, LI @ B8 1X QlAprep® Miniprep Handbook 2 %

WAT o T2,

(7) X. laevis Prdm12 8 L O Prdm13 5+ D7 v —= 7

X. laevis #1H#I R 2 & i L 7= total RNA Z ##% & L . SuperScript® Il
First-Strand Synthesis System (Life Technologies) % H\»T ¢cDNA % &k L 7=,
pCS2-SBXS N7 ¥ —|[Z~v /N F o7 u—=r 7% 4 ~H ol REEEES 2 H v
T (Prdm12, BamHI-EcoRIl; Prdm13, EcoRI-Xhol) 7 v —=> 7 L7, k.
Prdmi3 X B BB MITIc A Wi 7Y — TR O —HE 7 =) — L LT,
Xenopus Laevis Version 6.0 35 & O 7.1 (Xenbase) £ T BLASTH®E L. 2O
s —=r 7 eitole, s —=7ICHWIET 74~ —EHIL Table 2-2

WCRTEY THD,
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Table 2-2. Prdm12 B L X Prdm13 7 v —= 717 7 A ~—E ¥

Gene name Nucleotide sequences (5' - 3")

F: CTAGGATCCATGATGGGCTCGGTGCTGCCG
R: TCGGAATTCTCACAGCACCATGGTTGGA
F: GCGAATTCATGCATTGCAACAGGGCTCT
R: CGCTCGAGTTAGGGTTCCTTGCTGCTTC

Prdm12

Prdm13

F, forward primer; R, reverse primer

(8) Whole mount in situ hybridization (WISH)

X. laevis #1 #I £ 72> & Hh ) L 7= total RNA Z #5% & L . SuperScript® III
First-Strand Synthesis System (Life Technologies) % > T ¢cDNA # &k L 7=,
Wiz, Table2-1 127737774 ~—ZH W THIRELZ%A PCREWYW%Z pGEM-T
Vector (Promega) IZ TAZ v —=2 2%, EEICHEWLE L | digoxigenin
(DIG)-UTP FE FTTIRNAKR U A F7—F¥HL LLIXSP6RNAKR Y X T —E %
HAWTAERLET v F U ZRNA(Fr—7) ZHWVWTHEBNERFICAA T
VEA =V a v &8, ARLETe -7 X MiE~0REZED DD,
TV Y MK 4y fEIC & D 100~ 300base @ & S ICWF Ak L7z,

KR AE AT — Y O H I E MEMFA (0.1M MOPS, 2mM EGTA, 1mM
Magnesium Sulfate, 10% Formaldehyde Buffer) TME & L. 75%, 50%, 25% £ %
J—VTEEMIIHAKMLE, B~ 7 e —T70REBE*RL 7510
10ug/mL Protease K (74 7 A4 7 A 7 ) AEL % . 0.1M triethanolamine |22 L |
WAKFEMAZMZ 52 L TTEFMEL, v —T7 OFFEGEREZ VT,

INA T VXA —2 a3 Ny 77— (50% formamide, 5xSaline Sodium Citrate,
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Img/mL torula RNA, 100ug/mL heparin (Sigma-Aldrich), 1xDenhardt’s, 0.1%
Tween20 (75 5 A 5 A 7 ), 0.1% CHAPS (A1~ %), 10mM EDTA) < ¥ [a] fif 4L
B L72t%k.60°C T—H, Ve —T% AT UVXAE— 3 IH7, 2xSaline
Sodium Citrate T %, Ny 7 770U FN&M 2 % HB T RNase L P % 17
- 72, 0.2xSaline Sodium Citrate T¥#: 1% . 2% Blocking Reagent (Roche) ¥ X
W 2% X¥miET7 vy *x 27 L, Anti-Digoxigenin-AP Fab fragments (Roche)
TH ARG 21T > 7=, MAB (100mM maleic acid, 150mM NaCl (pH7.5)) T 1 Ff
il ~—®eniF C5mEELEHEEL. AP Ny 77— (100mM Tris (pH9.5), 50mM
MgCl,, 100mM NaCl, 0.1% Tween20, 2mM levamisol) (2% & L7=, 74V
7 4 A7 7 X —YIH'E BM purple (Roche) Z W THRMA S, BAak (1%
H,0,, 5% formamide, 0.5xSaline Sodium Citrate) Tl L 72% . BB/BA (2:1

benzyl benzoate/benzyl alcohol) TR A B WL LBIZE L 7=,

(9) Antisense morpholino oligonucleotide (MO)

Prdm12 MO (T % > N7 ERIGRILE Z HA &L L T, mRNA O 5-F v v 7 H L
MHOBMEa RO 25 A T E TEMEM L L. Gene Tools, LLC
(http://www.gene-tools.com/) Tait L7, —JF . Prdml13 MO X mRNA ® &
TAV U T EETLIHNTE 27 VU EHE2A4 PR VDAT T A
T XY varyEENE L, Prdml3a B LU Prdml3b i E NI DOV T
Gene Tools, LLC Tk &l L7z, MO E 4L Table 2-3 (IZxd 8@V THD, B,
RYT 472 hue—) & LT B-catenin Z 5 H L 7=,

BA~DA Y =27 varORICIE, THEELT25% FA47 ) a2 — LR
W"EHAWNTHE Y — %17 > 7-# .0.1xSteinberg’s it T 7, 8 [0 T & lZ i L 7=,

% ® % . MBSH-5% Ficoll (88mM NaCl, 1mM KCI, 0.82mM MgSO,4, 2.4mM
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NaHCO3, 10mM HEPES (pH7.6), 0.33mM Ca(NOs3),, 0.41mM CaCl,) 2 5 5 [H i
Lz, BT 2% (F V4% G-1,1x90mm) 2O fER L7Z¢Z2HnWT A Y=
7 vavEiTole, 1~2 ] MBSH-5% Ficoll T+ % = X— kL 7%,

0.1xSteinberg’s IRIC A L BRIBE S0ug/mL O T v~ A (T T4 T

A7) EMzT-RET CHELE,

Table 2-3. Prdm12 43 & OF Prdm13 @ MO B

Gene name Nucleotide sequences (5' - 3")

Prdm12 GCAGCACCGAGCCCATCATTAATTC

TATATCTGATTTACCAGGAGGCCAGgtacaaatctattgtctctttactt
AGAGACAATAGATTTGTACCTGGCC
TATATCCGATTTACCAGGAGGCCAGgtacaactctctcctctctttattt
AGGAGAGAGTTGTACCTGGCCTCCT

s$32494
Prdm13

549847

BES D B TR IR & L7-BdA. RSCTFAEEE 2 =7 ) Uk, /NCFIEEE 2 4 > b

n I E R, TERITIMO B TH D,

(10) mRNA & ik
Prdm12 3 & O Prdmi13 (3 & & (C pCS2-SBXS N/ ¥ —|Z/ u—=> 71,
Notl Tl (R E L L, mMMESSAGE mMACHINE Kit (Ambion) @~ == 7 /L

WZHEVW, SPERNA R Y AT —FZH T mRNAZSK LT,
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(11) Z U XTI E R A A @M

fifg #7112 1% Pfam (Protein Family Database, http://pfam.xfam.org/) % i\ 7=,
Prdmil, 2, 4, 9, 12, 13 (X X. laevis ® il % % . Prdm3, 5, 6, 8, 10, 11, 14, 15, 16
I% X. tropicalis O 2 7 =V — L L BN MITARE S &I2 Prdm # &~

NRIBDORAAL U FEBHBIZHOWVWTEEL -,
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2-3. AR

2-3-1. WA BBICBIT S Prdm & RO RBF L —

(1) FEB 72 B8 FRB NS Z —

FT UM S M L7z total RNA 2 W T, & & PCR I X Y X. laevis
D 15 FEHE T X T O Prdm B s FI12 oW T BB 722 BB 217 - 7= (Figure
2-1), ot L CHWERAT— VX, 6-7,10-10.5, 12.5, 16-17, 19-20, 23-24,
26-27, 29/30-31, 34-35 B XL W37 DF 10 AT =V Thd, B, "V T 47
gy bo— Lt L TOodeE AW, 1%T7 Ha—RAF L& - ERIKE BT
OFER . Prdml, 2, 4, QWX R AEPH S —FITHBL L, Prdm3, 11, 13, 16 135
ENEDICONBEENE ML TV, & 512, Prdml, 2, 4,9, 11, 15 | Stage

6-7TDORMMB NSRRI L TWimzd B HEEKDO MmRNADFENRE I T,
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10-10.5
12.5
16-17
19-20
23-24
26-27
29/30-31
34-35

7

stage

6-7
3

Prdm1
Prdm2

Prdm3
Prdm4
Prdm5
Prdm6
Prdm8
Prdm9
Prdm10
Prdm11

:

I
i
l
I

Prdm12
Prdm13
Prdm14
Prdm15

Prdm16
Odc

Figure 2-1. X. laevis WJHAIRIZ 31T 5 Prdm i&{m 7-HEDRER A 72 3 B S 2 —

22



(2) ZEMM R ER T RE AT —

MBI I % Prdm B Ax + #F O FEHH I 2 0 ~ 2 72 (K 8 s+ D mRNA
IO —FH2HNWT e =728 L, WISH 217 >72, SEIALNICR -
ENETNOEMEFORBREYS L ORIAERICNZ, ChETIcH#E SN

TWAHHEREERIZOWVWTLTIZRT,

Prdml : PR domain containing 1, with ZNF domain

Stage 10.5 L @i &K THEBL L4 O, Stage 21 H 72 0 2 5 il KHi T
B L T/, Stage 26 TITHRH THRI L, B LRBEDHMHEINT,
Stage 37/38 TlX, WMRERKTHL BRI NLE O b7z (Figure 2-2),

Prdml (% B Mifla o #& Ko fbizix 7= 5 < Blimp-1 (B lymphocyte-induced
maturation protein-1) & L CTH H 540 TV 5 (Shaffer etal. 2002), ¥72, v U
ATIEHEMBEERSLZHOREMRINOSILICEE TH L Z LERHREI N T
% (Bikoff etal. 2009), & HIZ, B A MU AFALREmBBEELLTCALND
Ga L L HICHEAKZEHR L, B A MY HIKID A F ML ZATH 2 L TG
DA V7 heslERITZENHEINTWVD (Gyory et al. 2004),
VAT T TIE, ATMINE T IREO M ER, HBOFEICHEETHDL Z L

D B E 70> TUW% (de Souza et al. 1999),

Prdm2 : PR domain containing 2, with ZNF domain[provisional]
Stage 13 TIIM AR TRIAL TEY, BAENEDIZONEBEHEEKL A & F
RIZBEEND Z ENRHL MM ER -7, Stage 37/38 TiX H # & L EEM 2K

EHFFETHMSIEB LT\ (Figure 2-3),
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Prdm2 |% R1Z (Rb°-interacting zinc finger gene) & L CTH A Hi, b kTl
LY ERAERE O 36 FHICAE L, PR KA A ZFFDRIZL & B A
TIAT T EZTIEPR FAL bR W RIZ2ZPEEFEIND, LB AR
RS IE MR B . S AU O R A U 7o 3 BLARE AT I L OV R I 3 BT K D e
Moo, RIZLIM B AMBIIZCEE CTH L Z ENRHL N ER > TS (He et al.
1998), £/, RIZOBE LW EZ NN AL DOEEF~— I —L LTHHTE S

ZEMNRBEINTWS (Yoon et al. 2007),

Prdm3 (mecom) : MDS1 and EVI1 complex locus

Stage 13 TIIH K. X HIZ Stage 21 TIHMSLBM TREL T, BAEN
oo, &M, TR, ME, B, A23LHE 2K TORAN B 2o
TWolo, Stage 40 TIXHFR CTCORI G BLE S Lz (Figure 2-4),

Prdm3 (X, B X h ¥ H3K9 ZHFEWIZE / AF b T D5 X Mo AF K
R CTHDH.Prdm3 T Prdmle & & B2 A RV H3KIAZE / A F (b L,
SUV3IH IZ L DN D H3K9 h U AF bt L » T, ~T a7 a~F RNl

W R &4 D (Pinheiro et al. 2012),

Prdm4 : PR domain containing 4

Stage 19 /"5 24 T THEM AR THRILL T Y, Stage 271278 d &, DX
BIZH EFRIZMBE I, S HITHEAENMEAT Stage 31 TIIM, &, MK,
A, M= TIRB L CTWio, 72, Stage 39 TIXEEH &K, HFR T EH
L TwWw7 (Figure 2-5),

Prdmd (2 1x U, =a—nv b7 4 VZRFK pIs DS ¥ > X7 E SC1

(Schwann cell factor 1) & U TIE&E & 47z (Chittka et al. 1999), SCl X~ ¥ X
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DFRFBEBEOKRMEE CTCHRSEIHL, e A MU T 2F A{LEEFE HDAC & &
HICHRE R AERE TS, S XX BT ALX= 0 A F A LEEE PRMTS

L BT R O AR EE ) & fl 4 L Ty % (Chittka et al. 2012),

Prdm5 : PR domain containing 5

Stage 13 CTIIM AR THRI L TWVWIN, BENEL L FRTCORIAICRE
ENDLZENRHLMNER o2, Stage29/30 THEHLICH TORBMBER SN
7z (Figure 2-6),

Prdm5 (X, ~ 7 A ESHMIR 23\ C CTCF X TFIIIC O #E &K & HAERT
HZ LT, su~v T UoMBICEET EBMEIRL TS (Gallietal.
2013), £72. B7 77 4 v v a0 R EERICHE VT, wnt/B-catenin % ¥

BLOPCPRERKEZAICH M L TWD (Meanietal. 2009),

Prdm6 : PR domain containing 6

Stage 17 705 21 £ TIEHF R THHL L T Y . Stage 26 TIX ZE K TH Bl 8l
X7, Stage 29/30 TIIMM=, FR TORINHMIZ/2 D . Stage 39 Tl
HZz B OHEHE 2R EFRTRIANMLS 2 o7 (Figure 2-7),

Prdmé (X, VI8 M THREEMICHEIL T 25 Z & 25 PRISM (PR domain in smooth
muscle) & LI D, $FIZ, ~ U AMBEARFLY O LIEGRH . KETIRK TE
SEBAL. EXAFUVBRT EF LRSS X P AFVAEBREFE Gla & O
MAEFERICE VEBESMEICHE ST D28, £, FIBH OS2 s L e
AR H, TV RXT 4yl b Fal—F L L TOBERREILTY
% (Davisetal.2006), = H 2, AR HREZEDOMBRMIBLTHLRIANE D 5T

W% (Kinameri et al. 2008),



Prdm8 : PR domain containing 8

Stage 10 7 5 13 TiX @M L TR BL L. Stage 23 22 H 27 T HFHR TH
Bl s/, Stage 31 TlX, ML EM TH BB H 5 41, Stage 39 T
TR BERTRIAT L ENH LR o (Figure 2-8),

YU AZEBIT D Prdm8 OB IL . MEE. TR KM OFRE T W TR ZEH
MiIZLon LHlE N THE Y (Komaietal 2009), HrAEREIZBWTE
MRYE B R OB RBE A IC B 53 %5 (Inoue etal. 2014), Prdm8 (%, t X |
Y H3K9 Z R REICAF AL L, AT rA REAVEVELEY - —BIET
p450cl7¢c X° LHR OF B 2 Ml 35 Z LI X - T~ U XK H O % & % fil 1 &
52 EMHLMNMER > TWS (Eometal. 2009), F 7=, #x5 [H - Bhlhb5 &V
Ty —HEHAEEREEK L., Cadherin-11 Z #l#H 32 Z &£ 1T X 0 MR EIEKEE
Ko —f & #FF9 5 (Rossetal. 2012), Y A H =)L T, Prdml3 & & & (2 fb

BRI THRILLTWVWDZ ERHE N TS (Hanotel et al. 2014),

Prdm9 : PR domain containing 9

Stage 23 £ TIE BN B 5 L F, Stage 25 1272 % & HF ¥, Stage 31 TITH X
HTRIANBZE I, Stage 32 TIEHMM TORILN R 72V | Stage 39 T
FHE AR TR IR L, FRCORBBITBE IR0 > 7 (Figure 2-9),

Prdm9 iX . Meisetz (meiosis-induced factor containing a PR/SET domain and
zinc-finger motif) & L THHMOEN, v~V AR DO A ZARIZEB W T, B
DHEMIZ AN ST ATEME, HEZROARADORBRTHEE T L ERHLNER
> TW 2% (Hayashietal. 2005), £7-., B X h¥ H3K4 D s U X FL{biE M %

FbH. AFMALEEIEFERRETENEZ F
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Prdml10 : PR domain containing 10

Stage 26 ¥ TIX BRI NB L X d°, Stage 31 TH . fll, I, M. KM=
TH BB O 7z (Figure 2-10),

Prdml10 (I~ 7 AJIf E8.5ICHB W T, HIMZELHMEIEMAR THIL L, EL3.5
5L, PIRERKROKE, RIEMEHRROEGE CRIAN AL, &
AT EL165 L HAERT —UNREITLTH ., LRIV TH BB PR S

L% (Park et al. 2009),

Prdml1l : PR domain containing 11

Stage 25 £ TIX R B NBLZ S " .Stage 27 THEFHMSCHER THRIEA LB D,
Stage 29/30 TIT H TH R B NBL 5 4v7z, Stage 39 TITEHEH 2K & F# Tl <
FEBLL Tuwiz (Figure 2-11),

Prdamll (.~ v A @& f il i oo B 23R HEFr b & OV 6E 2 4+ % Prdm3
R Prdmle LD FEIR NS = 2R TR, b 2O08EF LB L,
T I Al BRI K o> B BE A A2 I X AT o A2 v (Thoren et al. 2013), £ 7. Prdmll
X, fth o Prdm & {x 1 23 £ > zinc finger K A A > % & 7272\ (Fumasoni et al.

2007).

Prdm12 : PR domain containing 12

Stage 13 TIXM /IR TR I L . Stage 21 IR b L HFMTCHLRALNB SN T,
Stage 24 M H XM H ATE . S AT COFRBLNBLE S v (Figure 2-12),

Prdml12 /%, & A h o H3K9 Z R RMIC A F b3 5 Glax U 7 /b— kL,
MR AEICEE T2 2L, £, PIOMIRIZI W T, p27 24 L. #ia J& 4

DGLMAZRMEST 2 LICL o TMBREMEZIME T2 2 PP LNERST
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W25 (Yangetal 2013), E9.5 D~ ZRIE CIxHF M. A, P THRIEL T
BV EL05IC2 %L SLICEDORBE NI /25, % 7= B4 pl, p3 8 5, Sonic
hedgehog # % 8l L p2 & p3 O HE S fHIK T H 5 Zli (zona limitans intrathalamica)

PEEIC I EE L THEB T S (Kinameri et al. 2008),

Prdml13 : PR domain containing 13

Stage 13 7» 5 21 TIIMMRIESLEFR CTHBL L T /-, Stage 26 2> L X HHE &
EBHICTHERBRIMTOIBL LB LI, Stage 40 TITEEAM A, Ml THR S FHHL L
T W7 (Figure 2-13),

Prdmi3 /¥, B A F U A F L REBHER L L TOHEELZRFL, 7 V4 I VR
FEME=2—m R EGICHEBLT 5 TIX3ZFHE T 5 Neurog2 @ % Bl 2 #i il 9
L2&I2EoT, I EIVvBESIE=a—a L ~D 02 MEI T 5 MR
BH & M & 7> T b (Hanotel et al. 2014), Y * 4 =)L ® Prdml13 /X Stage 13
MO FEB L, BICHBER., B, T, MERTRIAT LI HESLTY

% (Hanotel et al. 2014),

Prdml14 : PR domain containing 14

Stage 13 TIX H #f T Bl L . Stage 23 TILWHFHEE TR BN E S /=, Stage 27
TIHHFRTHLRI L TELYH, Stage 37/38 TIHTHLKM T BRI L Tz
(Figure 2-14),

Prdm14 (It @ Prdm XV b K< MBS TV L BB TFTH D, vV AT
X E35 IR O NEM LI Th 2 I2 3 B L ES.5 T LT 5 (Yamaji et al.
2008), FE - MEMET 7 O I BT EL13.5~E14.5 F Tk A FE A L 4F B

FEE LUK !F. Prdml & & Q ICHRAMMB O EREICEE CTHDH I & NH
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HEERTW5D, B b TIL OCT4, SOX2, KLF4 @ X 5 x5 H 1 & & I fikfe
FMRoU eI IR EEmD, B M ES Mg MR R Z 6E 1 O I
BICEERBZEKN A TH D (Chia et al. 2010), 7=, iPSHID U Y 7/ Z
SUTBBICBWVWT, EAMCHID2THFERDOY & Y AF LT S5
AR PRC2Z Y 7 Vv — L, ERMEBEHRO = % —ZEBL O 3 Bl & 1 il

3% (Chan et al. 2013),

Prdml15 : PR domain containing 15

Stage 12 TIXE MM T3 H L. Stage 21 B W THMEIK TR ENBE SN
7o, Stage 28 /G 1T H M, MM, M= THRILL Tz (Figure 2-15),

Prdmi5 /X, & b ®D 21 B GOIKRO KB ICAL&E L (Shibuya et al. 2005), /3 —
v NIBMEY N ECTE CFHEELL TW5 (Giallourakis et al. 2013), i if

RCEBERMIT OB THELWEEIC O TE®REN 2V,

Prdm16 : PR domain containing 16

Stage 25 £ TITE I H b 9, Stage 26 (2 35\ T MR B <0 MH 98 58 (2 R HL A
B o7, Stage 31 TIIMTH I LA, Stage 39 TIXFHE &K TR < %
L, BETHREIEANB SN (Figure 2-16),

Prdm16 /. B 2 F & H3K9 K RHICE / A F kT 58 X h o X F LK
LBEEHR TH D Prdmle I Prdm3 & & b i A b H3K9 2 & / A FfE L,
SUV3IH IZ X 2N D H3K9 h U AF Lfbic k> T, ~7rZr~F &l
B9 % (Pinheiroetal. 2012), £ 7=, 1B MR & &8 oo 2 A
v F U TICEBERGIEK T EREN D o 722 (Seale et al. 2008), F D % D HF

T, BAEHMBOREECEFTFNITIEFEETRRVWEEZLONLTWD
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(Harms et al. 2014),

Prdm4, 6,8,10,12,13 B3 X TV 16 IZBI L Tix, v v AR IR O F A% CTHR B
LTV ZEnMEINTEBY, 26O Prdm BB 723 A H =L D f%
Mk cbRE T s N E N, £, Prdmd O H, H, F, Prdmll
OFHE, Prdmls O H, ¥, MECORIILI I N E TITHRENLd oD,
SEOHFFRICEY Y AT VIR0 FEMESE CHET 2 H O Prdm B 1s

F L LTREL,
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st. 10.5

Figure 2-2. X. laevis #IAIRIZ 331) 5 Prdml D22 FEBL & —
(@) K%, (o) B, (c) F
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Figure 2-3. X. laevis #IHAIRIZ 331) 5 Prdm2 O ZERFEEL /& —
(@ H, b HFHR
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st. 40

Figure 2-4. X. laevis FIHAIRIZ 331) 5 Prdm3 D22 FEEL & —
(@) TR, (b) 8, (c) B, (d) 04, () H, () MH=E
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st. 24
4

Figure 2-5. X. laevis WJHAIRIZ 31T 5 Prdm4 DZEIR L& —
(@) £, (b) &, (c) M4, (d) HKE, (e) M=
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Figure 2-6. X. laevis #IHAIRIZ 331) % Prdm5 D22 FEBL & —
(@) ¥
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Figure 2-7. X. laevis #IHAIRIZ 31T % Prdm6 D22 FEEL/ & —
(@) ZEM, (b) MH=E, (c) FR
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Figure 2-8. X. laevis #IHAIRIZ 31T % Prdm8 D22 FEBL /& —
(@) ", (b) ZERK
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Figure 2-9. X. laevis WJHAIRIZ 31T 5 Prdm9 D ZE R L& —
@) #K, (b) H, (c) "+
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Figure 2-10. X. laevis FIHIRICF51F % Prdm10 OZEMAFE B 7 —
(@) fE, (b) A4, () ", (d) MsE
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Figure 2-11. X. laevis #IHIRIZ 31T 5 Prdmll OZERIAR I R Z —
(a) 7l
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Figure 2-12. X. laevis FIHIIRIZ 35T % Prdm12 O ZEHFBL 2 —
(2) FREREE, (b) FFHE, () HK, (d) H, (e) miI'E, (f) mifiK
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Figure 2-13. X. laevis FIHIIRIZ 35T % Prdm13 O ZEMHFBL 2 —
() #iRRER, (b) i, (c) MM

X

42



Figure 2-14. X. laevis FIHIRIC I 1T % Prdml4 OZEMEFR B 7 —
(2) i, (b) WHEHZEE, (c) #M
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Figure 2-15. X. laevis FIHIRIC I 1T % Prdml15 OZEMAFR B 7 —
(a) #&J04, (b) Mk
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Figure 2-16. X. laevis FIHIRICF51T % Prdml16 OZEMAFREEL 7 —
() WA, (b) MHEHZE, (c) i
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2-3-2. Prdm12 o ¥ HE fif #r

X. laevis #] ] I 2 JFH W 7o 38 SR &% B AT O 5 R L Prdm12 1358 A 9 B s B # kR
B,OFR. BRI, PN, B, AR FICHRERTEE L TWVWDL I ENHADL
e o7 (Figure 2-12), T b OFE R 6 Prdml2 (% X. laevis #] ] & O
FEREAICEE RN FTHDL I EN RSN, £2 T, MO B XU mRNA
ZHWTHHIRICE T S Prdml2 O AT 2 A 72, Prdm12 MO X, * ¥
y THEENOMa N O 25 A TR AR E L HREAEROM S
HETLIET /) v 2T Lo E LR AT,

T UHIC, 2/ OmEEIC 0.9mM ® MO % 9.2nL ¥ o4 > Y =7 ¥ 3
> L, Stage 42 F TR LK, /v I/ XU LR BEBELE, TO
R, Prdml2MO 2 A v Y27 vay LERTE, 2y be— Lt EELT
BERLWMOER AR W E&HENL B O (Figure 2-17), Z O #FJE H
Prdmi2 MO D ZIZ L 5 b O Z MM O 572  Prdml2 MO & Prdm12 mRNA
EFRFICA Y27 vary L TLrAFa—FEREFRALLEDR, HFOEEICIX
BEORMNoTm (F—FKiL#), LEORE LY, Prdml2 1% X. laevis ) # &
DAMREIEEICEGET D2 RENREINTZ, TOFEMAREEICOVWTITAE S

DICHMAET 2L EDN B 5,
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control MO Prdm12 MO

Figure 2-17. Prdm12 MO A > ¥ = 7 ¥ 2 2 X D Wi~ 2
TORANT, BREOEHRA 2 E B LB E R,
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2-3-3. Prdmi13 ® 7 1 — = > 7 1 K UK f2 f2 b7

(1) X. laevis Prdm13 ® 7 v — =2 7

X. laevis ® Prdami3 iR E S TWA W WM 21T H5Cdbz> TE
Tr/u—=r T %fTo7, IZUHIT, X laevis IR 5 i L 72 mRNA
Bl gk L LT RACEIEICK Y 7 m—=2 27 A7), PCRIC K 2 HiE N
WL hoTelod 7 ADNARSI ZERICHE I o —=v T 2k Al,
2-3-1 (2) OFBLMEHTIZ AW X, laevis Prdm13 il % 7 = U — L LT, 7/
LT — X X — A Xenopus Laevis Version 6.0 - TBLASTR®Z 21T -72, =D
MRGEONTT 2 2RI OB %2 3 7L —ATT I JBEFIZER L., X
tropicalis ®°~ 7 A ® Prdml3 7 X J BEEY L Lo, MITORKRE, 3D
Prdm13 Tl 257 I/ MESI DR S, T ORIITH 2 =7 Y~ 4
7 Ve PRI, X tropicalis B X O~ 7 2D Prdm13 X 4 D=7 Y
P bR INTWD, 2T, 1 27 Y rBIZRET DD, X
tropicalis Lt ~v ATl 4 2% 1 =7 YV IO E 7 =) —L LT,
Xenla_6_0_Scaffolds (517838 sequences) b T BLAST MK 21T > 7=, & Ok &,
Scaffold 44034 (1268 g &) 35 L O Scaffold 32494 (1270008 ¥z &) @ 7 /7 A
FIOWA BZFEonlc, ZFNENORINEZ 3 7L —LTT I JBEFITHR L,
ENOLOT IV BEINFIZELIZ Y BRI ATF A= 2 a— T 5 ATG
Blglz R Lz, 20 ATGFLAHI it Lt 2 D FAH M TH K1k 3 B o 2N FIE
L.ZDOFICS ATGHELFI N 2o el b Z @ ATG E 4l % X. laevis Prdm13
OB = N &L,

WIZ, 7 LEA & JLICEREN L7z Table 2-4 (IR $T 7 74 ~v—Z2HW\WT X

lagvis ® Prdami3 2K 0 /7 u—=v 7 il Az & 2 A HER Y B KX O 5] D
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RFaEWRERL 207 0 —r B35z (Figure 2-18, 19), A FEICHB W T
.20 25D 7 v —2r&ZE 4 Prdml3a I L O Prdml13b & L 72, Prdm13a
O7 X JEESIEX, B N Prdml3 ({2 56%, ¥~ 7 A Prdml13 (T 54%. X. tropicalis
Prdm13 (Z 93% DM MM A Kb, — % Prdm13b 7 I 7 MK Fi1X. & b~ Prdml3
\Z 54%, ~ 7 A Prdm13 (2 53%. X. tropicalis Prdm13 {2 90% & #H [F £ & £ >
ZEMH LN ER o, 2, Prdml3a & Prdmi13b i 91% D M A M & FF > 2

Lol

Table 2-4. Prdm13 7 v —=> Z I AV T= 7 F A <~ —FH|

Primer name Nucleotide sequences (5' - 3")

s44034 F: GCAAAGCAGCGTCACTGTG
F1: GCGCTGGCTTTAGCAAACG
F2: GCTACCCTAGAACAAGTCG
F3: CTGCCACAGAATGGATGGG
R1: GCTACCCTAGAACAAGTCG
R2: CCCATCCATTCTGTGGCAG
R3: GGAGTACCATACAGTGAGT
R4: GCCTGTATAGTGCCGGTTA
R5: GGTAATCATCTGTCCCACA

Genome

F, forward primer; R, reverse primer
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Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

51
51

101
101

151
151

201
201

251
251

301
301

351
351

401
401

451
451

501
501

551
551

601
601

651
651

701
701

751
751

801
786

851
836

901
886

RTGCATTGCRAACAGGGCTCTGGEC
RTGCATTGCARCAGGGCTCTGGCL

RACTGC

GTCACTRTCTGCGCCGAGRACTGC

TGTCAG:ETCTG:GCCGA:

AT
AT

CCCAGCCGG

CCCAGCCGGRICTGCGACTTGG
CTGCGACTTGG

=4
T

CCCATCRTTGGCATCTTCARACTGGG
CCCATTRTTGGCATCTTCARACTGGG

GA
Ay

PISTRATTTGR R
PIRT R T TE[T]

GATCGCAGGGA)
GATCGCAGGGA)

RICCTGGACCCRAGARRARGGTGCGTT
GCCTGGACCCRAGARRARGGTGCGTT

TT]
TT]

ATGAGAGGGGAGCTGCT GGATGAGTCTGGEGGTCCTGCCACAGRATGGAT)
GIGAGAGGGGAGCTGCTGGATGAGTCTGGGGGTCCTGCCACAGRATGGAT

IGGGCTTARTTC
IGGGCTTASTTC

GT
Gl

IGCAGCCAGARART)

\ATCATGRACAGRAT CTAGRAGC

IGCRG 'AGARA:EATCATGRACAGRATCTAGRRGC

TR
T

TATC
TATC

GATTTACCAGGAGGCCAGATATATTACAGGACTCT CAGGGA[T
CIGAT TTACCAGGAGGCCAGATATATTACAGGACTCT CAGGGRC

CAGCCARGG

CAGCCAGG

GRAGARCTCACTGTIGTGGTACT CCAGCTCCIC TAGC GCAY
GIGARGRAACT CACTGTRIITGGTACTCCAG CTRAGCGCRCTG

T
T

TG

=TT
Ui

GACATCTCTACTACAGCCACTCCGACL
GACATCTCTACTACAGCCACTCCGAC

CATGATGRAARARAGGAGA
CATGATGRARARARAGGAGA

P

[ee
ee

RGCGCTACATC
RGCGCTACATC

TG
TG

CIGGTATTGCTGGAGRACATTTARATTCC
TGGTATTGCTGGAGAACATTTARAATT CCCLC

TRACEH

RACA

CTARARGCCC

CG

CTARARGCCCACGTTC

TTCG

TTTTCACTGC
BTTTTCACTGCR

TRA:AﬂCAGCAGGGurTT

RBIRA CRAG

CATRACG
CATRACG

L
L

IMRGAAGCTCTGAATCCTTTTCL
RGARGCTCTGRAATCCTTTTC

CAGCAGGGGETT

50
50

100
100

150
150

200
200

250
250

300
300

350
350

400
400

450
450

500
500

‘Bl 550
‘Bl 550

RAATCTC

RAATCTCH

RIGAAGGAGTGTCCAR,
GAAGGAGTGTCCARA

e

CRGGACCRACC

F

CARICTGGCCARCGGGTTARACAGGGACGCTR[ITARRAGGGAGEC
CATICTGGCCAACGGGTTRAAACAGGGACGCTG

TTARARAGGGAGGEC

RTCTCC
RTCTCC

RIGTAC
TG TAC

Tz
T

CRARGC
WCRAGC

T
T

T

IGGGGTGATCARGRA
IGGGGTGATCARGRA

GIGCTTTGGGCRAA
GCTTTGGGCRAA.

LG
LG

L
G

=

ATTCAGTCAGAGRRGA
ATTCAGTCAGAGRGGRIC

CRAARGGCCACCAGCRTE
CRRRGGCCACCAGTRT)

TTCAGCRAACT)
TTCAGCRAACT)

?ﬁ

TGEGEGEGEGEG
TGEGEGEGEGEG

IT|

TCARGCCTAGCCGCACAGGGAATGAR

:ET:RAG:CTAGC:G:ACAGGGAATGRR

Figure 2-18. Prdm13a 35 X OF Prdm13b D=7 ¥ L fid %]
HRIE, TEORIEOEEZFHRDT-OICHW-ERTH D (x13sca_l),
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600
600

650
650

700
700

| 750
| 750
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835
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885
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Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

Prdml3a
Prdml3b

951
936

1001
983

1051
1033

1101
1083

1151
1118

1201
1168

1251
1218

1301
1268

1351
1318

1401
1368

1451
1418

1501
1468

1551
1518

1601
1568

1651
1618

1701
1668

1751
1718

1801
1768

1851
1818

FCTGATCAGIRGCCACCARN CARETGTrGTarcETGeRGRTGRCTCCT
TCTGATCAGRGC CACC AR CART GTIETG TCRAGTGGAG CTCCT
[ EGCATCTTGTCRTGT GCCAC TGEERTEAGERET TTCCCTATCITAT CC
CTRGCATC TTGTCTGT GCCAC TEEECTAAGGRET TTCCCRGTCITATCE
CATTTGGAGGALAACATCAGCCTTCARACATGTAGAREGEEGGGETLATGE
e W9 Y VS O V0T Ve W e el ey W
CaGCOrcTCCCCCRCCAGTCRCTACRGCFATATGC CTTCAGCAGGRCR[TC
el P V091 Y U T 9 Ve 2. 1y

RCTTTGAGAGGTTCTCCATTCCTCCATTTGAAGGCATC

4 TCTCCATTCCTCCATTTGAAGGCATTRAGTCATACT CR

RRGTCRTRCTCE

TCAGAATGTAATATCCCAGTCATGCC
TCAGAATGTAATATCCCAGTCATGCC

TTTCACTGTGTACARL

JEGEEERACT
GITCACTGT GTACAATIGGRIGAACT)

TCTTTACAGCACTCCATACTATCCL
TCTTTACAGCACTCCATACTATCC

TCRAATTTCATTTCAGCRACCT|CR
T TTRAATTTCATTTCAGCARCCTIT)

TTARGTAC
TTARGTAC

CTGAGTCAGTATCTTATTT|C
CTGAGTCAGTATCTTAT TTR

RATGCTGGGCCAGCTATITRAC
RATGCTGGGCCAGCTATICRAC

T

GGGCTCCATTGCCTCCAGCATAGACCGTGAGCTTGCCATGCA)
GGGCTCCATTGCCTCCAGCATAGACCGTGAGCTTGCCATGCA)

CAGCCATCAGCTTTCTGAGATAGCRAGC

CAGCCATCAGCTTTCTGAGATAGCAAGTIGAGARGGGCAGAGL
GAGRAGGGCAGAGTIGGGCAGGA

IGGGCAGGA

TAGAGRIGT CTTGCAGGAGGGGCAGCACCTGGTACASGCARAC
TAGAGGIGT CTTGCAGGAGGGGCAGCACCTGGTART

CRARAGARR
CCARGARR

IGGCRARAC

GGGCACCTTTGCCTTTACTGTGGCAAGTT)
GGGCACCTTTGCCTTTACTGTGGCAAGTT]

15
=

TAC
TAC

TCTAGGARATATGGCTT
TCTAGGARATATGGCTT

GRARATIC
GRARATIT

CACATGAGGACTCRLC
CACATGAGGACTCATT

RCTGGCTACRAAGCCTCTG
RCTGGCTACAAGCCTCTT

RAAT GTARG
RAAT GTARMA

IT|

GCCTGAGGCCATTTGGGGACCCARGCAATCTCARCRAGCACATTCGL
TICCGCCTGAGGCCATTTGGGGACCCAAGCAATCTCAACARGCACATTCG

FTGCATGCAGAGGGCAACACTCCCTACCGCTGTGAGCACTGTGGIRAGT
TTGCATGCAGAGGGCRACACTCCCTACCGCTGTGAGCACT GTGGIGRAR

TGGTGCGGCGECGAGATIIIIGGAGAGECAT GTGAL RGGCACCCC
TEGTGC GRICGGRIGAGAT|ICTGGAGAGGCAT GTGRA RIPGGCACCC|T

CICRGACCATICRGCAGCARGGAACAGGAGCAGAICIC
CRAGACCATTRGCAGCARGGARACAGGAGCAICEC

GAGC
IGAGC

TATTCC
WTATTCC

CAGGCAGATCCCAGAAGTGAGGACRATGACAGT
CAGGCAGATCCCAGAAGTGAGGACRATGACAGC

GAAGTGGATIGTGTGTTT
GAAGTGGACIGTGTGTTT

CACIC BRCRARRAGTGACC

ATGAACARARGTGACCAGGARACTGGARGCAGCARGGAL
BT AGGRAAACTGGAAGCAGCARGGAA

Figure 2-18. Prdm13a 3 J. O Prdm13b =27 vV il (fex)
AL, TE ORI EOENEZFHRDT-OICHW-ERTH D (x13sca_2),
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Human 1 - ————— = MH 2

Mouse 1 MPAHVTPRTEDARRGAGPSSACGCSWFCHLRPVEDPASPSVCLAAVATMH 50

tropicalis 1 - vl 1

Prdml3a I - v 1

Prdml3b I - = v 1

Human FELGKYLSDRREEGPKEEVRMV| 52

Mouse FELGKYLSDRREEGPEEKEVEREMV] 100
tropicalis IFKLGEYLSDRREPGPKEEVREV| 51

Prdml3a Z?KLGKILEPRREEGEKKKTR?{ 51

Prdml3b Z?KLGKILSDRREEGEKKKTR?H 51

Human ol 102
Mouse 101 Q] 150
tropicalis gl 101
Prdml3a o 101
Prdml3b o 101
Human 103 IPITTATPTHDEEGEERY ICWYCWRTEFRY] 152
Mouse 151 IPTTATPTHDEEGEERYI [CWERTE 200
tropicalis 102 ISTTATPTHDEKGEERYICWYCWRTFKFENTL| 151
Prdml3a 102 ISTTATPTHDEKGEERYICWYCWRTFKFENTL| 151
Prdml3b 102 ISTTATPTHDEKGEERYICWYCWRTFKFENTL| 151
Human 153 P 202
Mouse 201 P 250
tropicalis 152 PE VS| 190
Prdml3a 152 PEl FIEvs| 190
Prdml3b 152 PEl FIEvs| 190
Human 203 SAP PG 252
Mouse 251 i Y = PG 300
tropicalis 191 LSP 233
Prdml3a 191 LSE 233
Prdml3b 191 LSE 233
Human 253 G 301
Mouse 301 G 340
tropicalis 234 282
Prdml3a 234 282
Prdml3b 234 277
Human 302 ] ss G NSAAGGAG 351
Mouse 341 'FEEGGG G —-SPAGHHH 386
tropicalis 283 REDSKA [ TSSHQRE] 325
Prdml3a 283 JFEDSKEA LTSSHOISE] 325
Prdml3b 278 JFEDSKEA LTSSHOPPE] 320

Figure 2-19. & k., ~ 7 A, X.tropicalis, X. laevis @ Prdm13 7 3 / BRELHI D L
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Human 352 HHHHHHAHHHHHPKCLLAGDP 401
Mouse 387 HHHHAHHHHHHHPKCLLAGEP 433
tropicalis 326 {E  EEEERR e IILSHLEETSAFKHVERGVHA P 7l 375
Prdml3a 326 FDIGSSSILSCATGL [LSHLEETSA 375
Prdml3b 321 GHFIGSSSILSCATGL LSHLEETSAFE 364
Human 402 FEKHVERAPPA \—--LPIGARYAQLPPAPGLPILERCALPPLDFPGGLEKAY 449
Mouse 434 FKHVERAPP __TTSLESARY__LP—APGLEEF 482
tropicalis 376 NHMPSAGLHFERFSIPPFEGMESYSH 425
Prdml3a 376 SHMPSAGHHFERFSIPPFEG|L TSE 425
Prdml3b 365 NHMPSAGIHFERFSIPPFEG[IEKSYSE 414
Human 450 G----ECSHLP? 495
Mouse 483 GGGGGECSPLPAVM 530
tropicalis 426 [FEFHFSNLIKYPESV NAGPAINP 475
Prdml3a 426 [FKFHFSNLIKYPESV NAGPAINP 475
Prdml3b 415 |FKFHFSNLIKYPESV NAGPAINPGLGSIA THSHOQI I2] 464
Human 4596 ISYES 533
Mouse 531 ISYLS|GPA 580
tropicalis 476 [SEKGRGGRIE|S 495
Prdml3a 476 |SEEGRREGRIE|S 495
Prdml3b 465 |SE EERIEG 484
Human 534 AGKGRGRLDSGTLPP \GGTGGGGSGGSGAIGKP HLCLYCGKLYS| 583
Mouse 581 AGKSRARLDSGTLPP \TGPGGGGGGGSAAGKP HLCLYCGEKLYS| 630
tropicalis 496 - - —m GEPKKGHLCLYCGKLYS| 512
Prdml3a 4% -~ - — == —— GEPKKGHLCLYCGKLYS| 512
Prdml3b 485 —\——-----—— === —— = — GEPKKGHLCLYCGKLYS| 501
Human 584 REKYGLKIHMRTHTGYKPLECKVCLRPFGDPSNLNKHIRLHAEGNTPYRCE| 633
Mouse 631 REKYGLKIHMRTHTGYKPLECKVCLRPFGDPSNLNKHIRLHAEGNTPYRCE| 680
tropicalis 513 RKYGLKIHMRTHTGYKPLKCKVCLRPFGDPSNLNKHIRLHAEGNTEPYRCE| 562
Prdml3a 513 REKYGLKIHMRTHTGYKPLECKVCLRPFGDPSNLNKHIRLHAEGNTPYRCE| 562
Prdml3b 502 REYGLKIHMRTHTGYKPLECKVCLRPFGDPSNLNKHIRLHAEGNTPYRCE| 551
Human 634 /JEREDLERHVESRHEGQ|S AR [PEEPGDPESDD| 683
Mouse 681 JEREDLERHVESRHF GQIS[LMAER ftLEEGDEKSEE 730
tropicalis 563 VERRDLERHVKSRHPGQTLSS FEDNDl 610
Prdml3a 563 JEREDLERHVESRHEGQT FEDNDl 610
Prdml3b 552 ﬁRRRDLERH?KSRHPGEEEE FEDNDl 599
Human 684 |5 TDPRSDPE DL 707
Mouse 731 |5 TDP|2SDPE DS 754
tropicalis ell |5 TDEQSDPETGSSKER-- 632
Prdml3a 6ll |5 TDEQSDRETGSSKEEP—— 632
Prdml3b 600 |5 TDEQSDEETGSSKEP—— 621

Figure 2-19. & k. ~ ™ A  X.tropicalis, X. laevis @ Prdm13 7 3 / FRECHI| D LLl: (f5¢ &)
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(2) Prdm13a 3 X Y Prdm13b o 3 5 fi# A7

X. laevis T WUE KO EN TH Do, TARLEBLEFTHo7tb 0N
fbo@mfFECTEMEL, HERIZ T TR BHFHLHKBE AN - B2 T D
e dHDH, Prdml3a B L O Prdm13b 28 EERIZ X. laevis FIHI M THRBL L T
DDOMNHRDIZO, TNENORFENLREINZ L EIZT T4 ~—E&KA L.
Yo F & PCRIZ L » THENT 217 » 7= (Table 2-5), & @ #& % . Prdmi13a 1T 3 £ W)
MroHEBLTBY, BADPEDICONKBCHERIENH ML T it
(Figure 2-20), — 4. Prdmi13b % stage 16-17 H 7= 0 L b T NITHE L |
Prdmi13a & RBRICEAENET T DICONEHEN ML T, 238, PCR
THIWE S AL 72 W7 7 23 Prdm13a s K OV Prdmi3b Th 5 Z L1y — 7 = » A fiR#T

TR L=,

Table 2-5. & PCR 77 A ~—Hfd%

Primer name Nucleotide sequences (5' - 3")

F: GCATAGTGGGCAGTGCAT
Prdm13a
R: TAGCGACTGGTGGGGGAG

F: CACCCCTCTTTCTACGTGTT
Prdm13b
R: GCTTTTAAACCAGCTGGACT

F, forward primer; R, reverse primer
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© ©
o N O ¥ M~ O W
N o9 3Toa o a o o o
6 2 & 2 2 8 & & F & stage

Figure 2-20. Prdm13a 35 & OF Prdm13b O FE L% —

S 6512, Prdml3a k5 L O Prdmi3b OB HE DL ZFH X5 720 W& O J@
BAINOHEIBEESNOIBMADORESICENHD T T4~ —% 2 3% —i&it L,
¥ PCR %# 1T » 7= (Figure 2-18, Table 2-6), = OfiH. W E O FIHEIC K
EREF RV ENHL N E o= (Figure 2-21), 728, HiE I 7= »n

70 5 DNAND OEIE TR WZ L iZ >y — 7 = AT TR LT,
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Table 2-6. Prdm13a 35 X OV Prdm13b OB ED L 2D 72D D77 A <~ —ElS|

Primer name Nucleotide sequences (5' - 3")

F: GATATGAGTGTGGGATCTA
x13sca 1

R: GGTAATTTGGATAGTCCAG

F: CCATTTGGAGGAAACATCA

R: CCTTCAAATGGAGGAATGG

x13sca 2

F, forward primer; R, reverse primer

-
0 Q@
o N O ¥ N~ O W
- v - & 4 N & o

N o o © o O © I T I~

© - - = = N N N ™ o stage

500
400

300

1 200

Prdm13a: 133 bp

100 € Prdm13b: 118 bp

500
400

300

2 200

Prdm13a: 134 bp
€— Prdm13b: 119 bp

100

Figure 2-21. Prdm13a 35 X Of Prdm13b O3Bl & D L



% /- . Table2-6 [ 7 4 7 7 A4 =~ —x13scal_F ¥ X T8 x13sca2_R % A\ THIIE
L7 PCR W/ (Prdml3a : 464 ¥iJk, Prdmi3b : 431 3iJ) #7 o —=2 7 L,
WISH (Z Xk > Tl & DM RBEHANZ — 2 2B L, WISH O R R,
Prdml3a 3 L O Prdmi13b & & ICHRRIESFRH, B, RIMTEIR L T, Wl

FHORBIUIEAL, B & bICEITR b2 0> 7= (Figure 2-22),

Prdm13a \

Prdm13b

Figure 2-22. X. laevis FIHIRIZ3 1T % Prdml3a 3 L OF Prdm13b O ZE A3 B S 7 —
(a) #HE (b) H,(c) &M
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(3) M HE fig A7

X. laevis B IZ 1T 2 BB O R 2% 1T, MO B X T mRNA & Al v
THMIRIZEB T 5 Prdml3 OB RE MR 217 > 72, Prdm13 MO %, 2=/ vV
VEE2A4 R VDATTA Ry 7 varEENEL, AT TA T
T HRMET DL THEMNT 2R A Z, (Table 2-3), A FEE T Prdm13b i
DN THR R MO # @5 L. Prdm13b (2 >\ THEREMEAT 2 1T - 72,
FFLMBEMOKIZ 0.5mM O Prdml3b MO % 9.2nL A > ¥ =7 v 3 v L,
Stage 42 T CTHEHE% ./ v I/ X UK DR BEBELEZ, ZOME . Prdml3b
MO #4 vV x/ varyLiciTid, avhbe—REbiL, BREA2
KBILOHORKRARENEL BRI N (Figure2-23), ¥/, BB LERKED
2L 8BUOMN DX TR ER LI, ZOFEN Prdml3b MO O 5 #(C
X200 <57 ®, Prdmi3b MO & Prdm13b mRNA Z A FEIZ A > ¥ = 7
arTAHZEIckY, VA2 —FEREITToTL, TORE. MO DB E A
YWz varLieEKE L, MRNAZFRKIZA Y27 v a vy LERT
. BOBRAEREEINL, MAMIMIIHLHEBLEBTORE IIFTLF
THHE I N TV (Figure2-24), WEEKOEFEIZ., mMRNADO A ¥ =7 ¥
IR, 85% D 29%FE CTHHEI N T W, Ko T, BHElE X OO
B A 42 1E Prdm13b MO IZ X5 b D & & 2 b 4L, Prdml3b [XEH &3 L O igh o 7
RICEE R MEZ RO EARB IR, 2B, Prdml3a 22\ TIEA %R

LA T\ X, laevis W BINEIC B 1 B EEE MR T AL ER S B,
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control MO Prdm13a MO

tail

89% (n=79) 85% (n=33)

Figure 2-23. Prdm13b MO 1 > ¥ = 7 ¥ 3 2 X % W1~ gL 45
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Prdm13a MO Prdm13a MO + Prdm13a mRNA

85% (n=33) b 29% (n=59)

Figure 2-24. Prdm13b MO 3 X O Prdm13b mRNA [RIBE ALC S 2 W R~ oD 54
FORENE,. Prdm13b mRNA FIRHEAIC LD FENGEI N LD ERT,
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2-4. B %

2-4-1. X. laevis IR AIC BT 5 Prdm B FREOREBIZ DWW T

X. laevis FI IR O A B IZEB T 5 Prdm s 7B OB % - E & PCRIZ
Ko TN Lo R, Prdml, 2,4, 9 IZ B AMM SR BLN MR 4L, Prdm3,
11,13, 16 [T EENEDR ICON R EN/ MM L, & 5, Prdmi, 2, 4, 9, 11,
15 (% stage 6-7 2L BB L TV 0D, ZTHEZMPORECHEDLDD Z &
DRI S iz,

S BT, WISH iEZ v, X, laevis FI I 0 5 AR IZ B T 5 Prdm EAx F
DI BAL 2 BT L7 & 2 A Prdm BAs TRk 2 R BEAER T — U THLRR KR
BB LTEY, o, T 3ToO Prdm EEFRFRER TRRT L 2 &
M BN ERofe, =T A TIL Prdms, 8, 12, 13 3 X O 16 1E s 2 o 4K #h %
THREEMMIICREL THIAT LI ENHRE I TS (Kinameri et al. 2008),
Yang 5 (2013) (2 KA iE. Prdmi12 (X P19 i o> # Rk A AR oy b iE LI B T
—EAICREBL L, MREMEEmE L, R RET D Z LR HE S
NTWb, 72, Prdml3 (T H3K9 &8 L Y H3K27 @ 2 F v fbEfiiz M L, ~
DADHEM =2 —mEMEE e DDA,y F U TITIETE D
< EEZEZHNTW5D (Chang et al. 2013), = ® — 5 T, Prdm &/ ¥~ 7 A
O REEIE & TR RDBEMTORANRESNAL TV D, Bl 2 IE, Prdm9 T~
U AR DA ZEFERIZ B W TRES RIS A - AR, HAEROA R
DB THRIAT LI ENRHLNLE > TWDH (Hayashi et al. 2005), Prdmill
T, v xEmMeEMido B CER - MR - BEEZHIE 5 Prdm3 X Prdm16
CRMORRE AT — TR, 2 DO@EEF &l U, & i fi BRI o B

B 22 81X 4T > 72\ (Thoren et al. 2013), Prdmi5 %, & h O/ —% » (7l
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BV > NJETE < BB LT (Giallourakis et al. 2013), Z v 5 O #H4%5
225 Prdm BEAR FIXMRERAIC LA skt CHRET S & T

HMEhd,

2-4-2. X. laevis #1135 £ 1217 2 Prdm12 O FEHREIZ D W\ T

WISH O R L 0 . Prdml2 28t 2 CF . T2 Eeb i sH I TR I L T
BU ., X laevis IR IC BT 2 MREE~OBEE N B I, £Z T, MO
W& D Prdml2 @/ v 7 Z U 2T WM B E~ORBEHIT LT L5,
arvbr— L, BRHMOERARICLD2TRORDPE S BEIN
2o TDH%IT- 72 Prdml2 mRNA Z VW72 L A F 2 —HER T & E O & FE I
Ronnrolc, 5%, HBERK~ORELZRFARDIIZOOREERDL~Y—D
— BB E T FIEORE E Ei, X laevis FIHIRIC I T D Prdm12 O i

RREZWHONZTLOILEND D,

2-4-3. X. laevis F1 A% £ 1251 5 Prdml3 OEFEIC D\ T

X. laevis Prdml13 @ 7 v — = > 7 Z 47 o J= 5 R . X. laevis Prdm13 (X Prdm13a
& Prdmi3b, 2 2O KR ER T EHFEOZENH LN LR o7, T2 WISH O
KLYV, WHA 7O Prdml3 [IMRESHFM, H., B E Vo oM RREE T
FHELTEO, X laevis I IIC B T 2B E~OBFGER "B I N, £
T, Prdml3b @/ v 7 XU U EITWIHRE~OEEEZMFT LA, a3 v
fr— kgL, BRHOBRARICLIDIFERORN S BRI,
ZZ T, Prdmi3b mRNA Z W/ L AF 2 —EBREIT-o72 L 2 A, OBk
FEPMEKEFESN, EHbEBFORETIEFTLEETCEXESIL TR, Lo T,

Prdm13b /X X. laevis #1 IR OFEE B L Nl O TR IC EE R HBEZ FH o> 2 & ”
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R EI N7, Prdml3a IZ oW TIEA B MRIAEE AT 2 N, #IHIMICE I 5 5 B4
o EE2 I E 25 L. Prdml3a b Prdml3b S [EEEDOERE 2 FFH> = &2

TRIND,

2-4-4. Xenopus IZHB1F 5 Prdm Z U X7 E D KA A UfEiE L Z OEREIZ DWW T

EhR~Y T XD Prdm # X7 B LT T PRISET FA AL U Z2Ff->TEY
ZTOMELHLNIZRYDDOH D, T T, Pfam7T — 2 X—XZfWnT, ¥
AH TV Prdm ¥ X 7 B IS IO W T R AL UIEEMTT 2TV, Zh
TOWE & UMBEOHEN 23 227~ (Figure 2-25), T DR, Y A H T L
Prdm3, 6, 9, 10, 15 % > /N 7 B IZIZ W 72 PRISET FA A @B O LN h o
7o PRISET FAAL IFAFMMEEMEZR > EE XL TWH 2, Prdml0 X
15 TIEAFNVEEBMRL L TOREOIHRERSDE ARV, Lo T,
PRISET RAA U N DO BB CHEL KRoTZARENLDHY Y AT L TH
FEDERENTED, —hH, AFNVEEBBEDMDOE X ¥ X7 HE
fifi (K v & B93# 4 5 Prdm3, 6, 9 (Pinheiro et al. 2012; Davis et al. 2006; Hayashi et
al. 2005) 1, Y AT ZIZEWTIE, AT NLVEEBREER S ITR R 2KEIC X
D AR EIE O AL E T HERRICE 5T A LR I e, £72. Prdm3 (1R E
WFELTT7FR—=FZTuas 41773V —01>, FOS & O AHEH
LD, MiagEs - - are=—FBREVoERAVRBO A X MZHEE
T5EDHE L H Y (Bard-Chapeau et al. 2012), 4 HY XA = )L TH S &
o BB TR, ATFEIEMEE WD XY b zine finger KA A &AL

AR & LTHETDIREELEALNLD,
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Prdm1
Prdm2
Prdm3
Prdm4
Prdm5
Prdm6
Prdm8
Prdm9
Prdm10
Prdm11
Prdm12
Prdm13
Prdm14
Prdm15
Prdm16

Figure 2-25. X. laevis Prdm1~16 M % L /X7 B D K A A ik

100 a.a.

64

@ PR/SET domain

I  Zinc finger domain




&
w
i

~ 7 AIZET D Prdm & s 7B O 5 BL & B ARE MR AT

65



3-1. &im

X. laevis #] #i I & FH W72 2 & PCR 38 X X WISH IZ X %5 Prdm &A1& 1 B O
FEBMEATIC LY  Prdm Bz FITMMIFRNICREAT L2 LWL NE R T,
SHIT, T _XTO Prdm BEBZFRAMMBREBRTHIL TWVWD Z Lnb ., MRk
fa s bimfRIC kW TEEREREAME S LA R Iz, 2 £ T, Prdms,
8,12,13,16 (&, v~V AR R Ok IR T 2 MR BB N IT O, Z
NOEOBIZTFR~ T ARBE ORI CREERMBICIRE L TRRAT L Z L
(Kinameri et al. 2008) AWM E SN TEY . AWXOFBRL I NICTHEEL TV
2o

ZZITCEIETIT. MREMESIEDOET VI TH D PLI ML Z H T,
PR IE LR I B 1T D Prdm B FHE OB R B L R &2 T Lo,
P1O i 1Z . RABREZEIC LV MMl il ~, DMSO BRER I L 0 O - Bk~
fbFEvRELSMCHDL, o, BEMB TH LD, BixFHEAREN

BHTHOY ., D FHEEOMITICE LM TH 5,
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3-2. MEtB XOFHIE
3-2-1. FEEBRME

~ U A R 5 R I kR P19

P19 M i 1X C3H/He ~ ¥ X ¥ B o> I 5 #l i 2> & #k k. & 472 (McBurney et al.
1982), P19 #MfaiX, RAICHEBE T 2 2 Ltk =a—a &7 U 7~
$7- . DMSOICIBEHZET H Z LIC LV L -BRH~TIEFEIND ZREMEL

BL7ZMBREKETH D,
3-2-2. FEBr L

(1) K& &k

P19 i g X . ATCC (American Type Culture Collection) 7 5 A F L 7=
(CRL-1825™), 37°C, CO, #E & 5%5fF . 10% ¥ > g i (Cell Culture
Bioscience Lot No. 9B0148, GIBCO® Lot No. 1183828) % i/l L 7= a-MEM

(Life technologies, Sigma-Aldrich) TH:#E 217> 7=, ML 80%= > 7 v =

Y hrERZE LI,

(2) RA 1T X % #h % 4l 43 b 35 38

MM RAOLEZ L TWVWARWT 4 v 2 4x10° cellsimLIC72 5 & 9
A Z R L. KRR E 1uyM @ RA (Sigma-Aldrich) Z % L T, 4 B [# 7% b5
BHEAToT, RABBIZEL > THMBRZEFEET L, 2 HEICE HAH

BATo7-, 4 B, RSN 7= MWL %2 Trypsin-EDTA THRLEE L T # I & 45 B
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SH 705, Poly-L-lysine (Sigma-Aldrich) Ta—7 4 7 L& AT
A4y V2l lEE LI, a—TFT 47T 4 v ald, #@ED Poly-L-lysine % &
ML, 37°C T30 A v Fax—FL7EDObL, M LFWEEAKTY &
LAWRE, %, 1 HP X2 N-2 Supplement (Life technologies) % &N L 7=

Neurobasal® Medium (Life technologies) TH;#1 A H#a % 17 - 7=,

(3) DMSO 2 &k % L fili = B 4% i /3 (L35 8

K

MM EROLE 2 L TWARWT ¢ v 3 =22 3.7x10° cells/smL 12 72 % X
E

JAMME AR L. KR 1% DMSO (Sigma-Aldrich) ##nL <. 4 H M

&t

PR AT 572, DMSO IC X » CHMMBMAZHFEAET 572D, 2 B HICH H
R EIToTe, 4 B, RS Mbasl 2. 0.1% gelatin T=2—7 4 > 7 L
THREEN T 4y va2llHBRBELEL, 2 -7 400774y vaid, 01%
gelatin Z¥#s /ML, 37°C T30 oA > Fa_"—hFLAWE, HEZ., 1 BB X

\Z a-MEM (Life technologies, Sigma-Aldrich) <THE; A3 # % 17 - 7=,

Q) "vFr 7 RkeyFEERCESLEE

M B ¥ K & 500 cells/20pL 172 2 K 9 I L .RA & L < (X DMSO % i
BIRMLEOL, MRBEELHEZEL THW2R2WVWT v o OEICEREL, M
faslZ Wk s &7, 2 H#. RA & L <L DMSO Z i L 728 L W5 H 2
. IHIC2HM, BREA MR ZZESELEL, MRALFEHEL T2DL

ARBUBOEBER, 3-2-2.(2) BEO (3) ICH#E L TIF- 7=,
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(5) RNA Hh

AGPC 7% (Chomczynski P et al. 1987) (43 & RNA it L 7=, P19 i fim
H L IE~r 2 RIE - A O %E2 1%SDS-TRIzol®iX 3 (Life Technologies)
THB L, U5FEEO e kR VazMz, mLEBICHELITZKEIC 35 F&
Ukbko=% /7 —% %z, RNeasy® (QIAGEN) » 7 Azt L7=, 77 A% %
%1% . RNase 7 U — D /KTHEH L., total RNAZEIIX L7z, 7T Hua— AT )LE

K[UKEN B K OWBEHEIC LY. RNADORE R KO E 2 B L,

(6) iR B i
fhh HY L 7z total RNA 1lug # # %! & L . High-Capacity cDNA Reverse
Transcription Kit (Applied Biosystems®) ® ~ = = 7 /LI HE VW cDNA Z &k L

e 7 9A4A~—1XT7 LT TA—FH T,

(7) & & PCREB LU E= PCR

£

Y ERPCRIZ I T Ve — A X VEXIKE T RE2HEER LI,

7E B PCR (X SYBR Premix EX Taqll (Takara) % H W\ T 247V, DNA O

R¥

g Z &/ Lz, 28, &I Applied Biosystems # @ 7500 real time PCR
system & H W7o, #E Az 7 ¥ Bl & © % {k X glyceraldehyde-3-phosphate
dehydrogenase (Gapdh) Z#W{EMH = be— & Lz AACt B2 K-> TRD

2o 774 ~—fAH X Table 3-1 12 # L 7=,
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Table 3-1. T EB L OEE PCR 77 A ~—H#l¥

Gene name Nucleotide sequences (5' - 3")

F: TGGTGGAGAAGGAGATTCTAGC

Prdm1l
R: ACCTTTACAGGCACCAGAGGTA
d F: CGTGTTCCTTAAGTCTGCCTCT
Prdm2
R: CAGATACACACACGGGACCTAA
F: CGACGTCCAGTGAGTCATTTAC
Prdm3
R: GTCCATATTCCAAGTCCTGCTC
g F: AGAAGCTGTAGGACATGGTGGT
Prdm4
R: CTTACAGAGTTGGTGCTCATGG
F: GCAGAGACACCTGTTAATCCAC
Prdm5
R: TGACTCCTAAGCACTGAAGGTG
g F: AGGCACTGTGGAGAACAGAATC
Prdm6
R: GGAAGGGACGTTCAAGTTTTC
g F: GGTACGGGAAAGAACTGACTGA
Prdm8
R: GCATCAGTGCTGTGAAGTCTCT
F: GATCCCTGTTCAGATCAGCTTC
Prdm9
R: TCTGAGCTCTTCCACAGTTCTC
F: CAGGAACCAGAAACTCACACCT
Prdm10
R: CTTCCCACACTGCAGACACTTA
F: CCACCTCCTTTTGTCCTAACTG
Prdm11
R: TCATCCTGAGGAACTTACCTGC
F: TCAGGAGAGGTGCAGAAGCTAT
Prdm12
R: CTCCCACATGAGGTTGTTGTT

F, forward primer; R, reverse primer
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Table 3-1. 1 EEB L OVEE PCR 77 A ~—El4 (Frx)

Gene name Nucleotide sequences (5' - 3")

F: GCTCAGTGGTTTGACATCCCTACA

Prdm13

R: TGAGGCTGTTAGGGTAGCGAAAG

F: CTTCATTGCCAAAGGAGTGAG
Prdm14

R: GAACCGAGCACAGTTGACATAG

F: ACTCCATCCTGACTGTGACCTT
Prdm15

R: GGGTGTGATGGAGTTTACCAGT

F: TATGTATGAACCTGACCCGGAC
Prdm16

R: AGGAATGTAGACAGGAGCCTCA

F: GAGGAACTGAAACGTGTTG
Gfap

R: TCAATGTCTTCCCTACCTG

F: CAAGTTGGAACTCTGTCGAA
Ncam

R: AACTGAACTCAGCTAGCCA

F: CCCAGCGGCAACTATGTAGG
Tubulin 3

R: CCAGACCGAACACTGTCCA

F: CCCTGAAGTCGAGGAGCTG
Nestin

R: CTGCTGCACCTCTAAGCGA

F: GAGGGATTAAAAGCACAAC
Oct3/4

R: CAAAATGATGAGTGACAGAC

F: CCCCTTCATTGACCTCAACTAC
Gapdh

R: AGACTCCACGACATACTCAGCA

F: AGGTCGGTGTGAACGGATTTG
G3pdh

R: TGTAGACCATGTAGTTGAGGTCA

F, forward primer; R, reverse primer
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(8) #HhE G

Yefa |2 1%, Poly-L-lysine (Sigma) T2 —7 4 7 Ll h "= F A L TH
FLoMlazHAvwiz, PBS T #% . 4% Parafolmaldehyde T 30 4y, i@
ZEELZ, £DO#%. PBS-Glycine (10mM) T¥# L 7=, &IZ. PBS-Triton
(0.1%) T FZ@ME L L, PBS-Glycine (10mM) T¥:# L 7=, 3% BSA
T7my X7k, —RIUKRBIGEZ1T o 1o, BEHHR. ZRIUKBOE 2170

e, BALBEELEL, Zhb T X ToOHREITEETIT -,

(9) DNA ~ A 7 a7 L A f@#hr

DNA F » 7% Illumina f: @ Sentrix® Beadchip Mouse WG-6_V1 ¥k X ' V2
Z 72, Hliumina® TotalPrep RNA Amplification Kit (Ambion) @~ == 7 /L
WZHEWIERL L 7= aRNA A 7 U X4 ¥ —3 g &, BeadArray Reader
(IMumina®) % A\ C 58 B %2 ) i %2 . Beads Studio ¥ 7 M L » THZH &
R EAL L. Bz FRIAMIT 21T o 72,

= 52, Agilent Technologies ™ DNA F v~ 7 Mouse Whole Genome Ver.2
HfE L 7=, Low Input Quick Amp Labeling Kit, one-color ® < = = 7 /LT fit \»
E L7 aRNAZ A T U XA - a8, SureScan~ A 277 LA A
Xy T &2 MV THENETERE %2 E®%. Feature extraction Y 7 M L » Tl 5 &
ZHEL L, Bis RIS 21T o7,
(10) Prdmi3 ® 7 v — =7

~ 7 AR KA S B L 7~ total RNA % $57%4 & L . SuperScript® Il
First-Strand Synthesis System (Life Technologies) % M \»T ¢cDNA % &5k L 72,

Table 3-2 I "+ 75 4 ~—% W T PCR T Prdml3 & FE # g X &, EF1
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7aE— X O T CHBL A EE 2 pNucScrlll X7 ¥ —|[ZH#i A L 7=,

Table 3-2. Prdm13 7 0 —=> 7 H 7T A ~—HE ¥

Gene name Nucleotide sequences (5' - 3")

F1: CCGGAATTCAATGCCCGCCCACGTCACTCC
Prdm13 F2: CCGGAATTCACCCGCCCACGTCACTCCGCG
R: CCGTCTAGATTAGGAGTCGTGCTCGCCAC

F, forward primer; R, reverse primer

1) b v AT =2V vav

P19 Al ~ o it Rl H M~ 27 # —8 AIZ(T, FUGENE HD® Transfection
Reagent (Promega) # H 7=, =i T 15 oM. MiE 2 WS L 7= 37 &5
Opti-MEM® | Reduced Serum Media (Life Technologies) # T J X I KX 7
% — & FUGENEHD®OE AR 2B S, MR A>T 4 v v a2 lZiMmL

2o RA WX ZHREM D (LFEZIT O BMATIC NI 27 =27 va %

P2

TV, ZO®RITAETER L7 FIECHEY RA BRI L DM o (bdh 8217 -

7= 6
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3-3. MR

3-3-1. P19 Ml oAb i R IC B 1) 5 Prdm & FRED R B X X —

(1) #f A% 0 B 53 (b 35 i

MR AL FE E R O RA R E I X OV X McBurney & @ H ik & &%
\Z 42 st L7 (McBurney etal. 1982), RA [T 0.5~ 1M, S Ja B
1x10*~5x10° cells/mL @ B THF L 7=, BT o SR 1x10% cells/mL T % #f &
ML &+ I FE S 5 2 L iET&E s o p, 5x10° cells/mL X 0 g

BRZ T NIERHICETRNERHLNERY  BERIC RAIZKEE 1uM,

v

G 45 1E 4 10° cells/mL @ S CTULFE O EBR & 1T o 72, P19 M 1T % . 7
Ay T2 CHEAELTHAT 5, oEFEOBRIE, Mg oM 2 L <
WAREWT 4y Y2 Il A BB L, RA ZIRML CRERELZITo 7, 1~2
HCMAFE L2835 L, Figure3-1b IZ/8 T L 9 efiflasl 2B Lz, Z D&
D 7o MR RS VX PLOAE L O pH R A b IC B W T HE MR ThH S (Wang et
al. 2006), 4 H R iR 38 # 17 - 7= t% . Poly-L-lysine = — 7 1 > 7 % Jig L 7=
JBEROT vy a2 CHE L, AR, MREENM OO, 1< DM
Jo & BN DA NEE T~ (Figure 3-1c, d, e), £7-. 0 H HB XX RAIE
% 1,3,5,7THHDE 5RA > MO S total RNA Z ffi il L, W55
Jis T cDNA Z &k th . il b~ — I —8BInF D774 ~—% T PCRX
JEIC R MR MR B EOREM A T o7, MRREMET 2 =2 —n1
YV THMRO~—h—8EszFE LT, £HZEi Ncam (Neural cell adhesion
molecule) & Gfap (Glial fibrillary acidic protein) % T, & H0 B 2 16 23

FHEINTWD % L7~ (Figure 3-2a, b), = @ # % . Gfap B X U8 Ncam
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IS bFE N ERICONBEENHEM L., RA BBRFEIC XL 0 MO H
HIxnhlmZrtrmgR LI, £, AofbMila~— 5 —1&5 7 Oct3/4 TliX. RA
BFE%., BEENEAD L PIOMBENRGILRENS SERE~EBITLE Z

& MWIoR S iz (Figure 3-2¢),

RA:1uM o-MEM+ 10%FBS  Neurobasal medium
-MEM+ 10%FBS

non-coated dish Poly-L-lysine
coated dish

2 %105 cells/mL
a

Figure 3-1. P19 MR 3317 2 #RREHAE 53 (L% 8 IR DAk 1

(a) WHEFRICET 2 P19OMIROKT, (b) #FE3HH, ) FETHH, (D FEI12HH,
FE6 HHICBIT D =2—n ~—F—#{5 7 p-tubulin 11l DJFLE

PERS BB A 2 IR S M OA D (e, d RED T OHIf L 7N DR MBI S
770
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14
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10

level of expression

o N B O 0

16
14
12
10

level of expression

o N B O

level of expression
o o o © =
o M B @ ® o M

o

o

3 5 7 day
(b)
3 5 7 day
(c)
3 5 7 day

Figure 3-2. flilasr{t~—A—% 7= & & PCR |2 X 2 ZEBUfFAT
(a) Gfap, (b) Ncam, (c) Oct3/4



D - BB AEFEL EANLREIMMEMROLEFELRKTL DL, 4
HHOFESERERICKERE 1%I270 5 X9 DMSO 2RI L. £ Dk, #iEH
BaefTole, HAEKEZRAMKL S BRICITMBELAFHALHET D72

B n= (Figure 3-3),

3.7 X105 cells/5mL

DMSO : 1% o-MEM+ 10%FBS  a-MEM+ 10%FBS
a-MEM+ 10%FBS

non-coated dish Gelatin
coated dish

a-MEM+ 10%FBS

=

tissue culture dish

T&%P“§

% e
il e e e B T T T ——

Figure 3-3. P19 MEfi@IZ 331 B0 ff « BFS AL AL B ERF Ok

4 B OFFEREEE OB ZIIE, DA omE s SNz, £/, ald 1 HE» O
W AT b D bITI LD 2 ANV X 7 N u v 7 CRIEHEZ T b D TH 5,
NCXT Rey TORKIZIE, 125720 500 EOMIEZ V-, b Tidao ks &
) ICTHZENTER,
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(3) DNA F v 7 & v 72 #8 i 1 72 18 = F %6 B Hr -1

F 9. Hlumina t28 ® DNA F v 7% H W T, P19 #lfn o RA BRFEIZ X 5 #h

<

A oy k@ e T OB B LT 2 AT Lo, Prdm BEis FREN BT 5 SET

B FREIIWAETOOMBIZENFEEINTWD A, 4 EMEHH L7 Hlumina
> DNA F v 721X Table 3-3 2/ " L7z 45 A SN TR Y, o
SET Bz FHEOMITIZT TS o Tz,

OHHEBEIONRAIRFE®R 1, 3,6,8 10 HHDEH 6K 1> bOMEHM»DL total
RNA Z i L., Ei#k#%. DNATF v TIC LT 21T o7, T L O, M
SALDIRIE L 2~ — I — BB F OB 2 M L, BEIE R &, ft#hiZ o
HEZ 1L LERBBEOLEIZRL TS, MERAZER T H=a—1 1,
JUVTMEDO~—H—#BRE LT, ZNZLI Neam B X O Gfap &% H v T,
MR SERNFEINTVWDINEFME L, £OR K. Ncam O F B X 6
BE2OLRE S, BEEMICECTHEML B, —JF Gfap 1 10 B B I
BWTRAEBEOHEMMAKHE &7z (Figure 3-4a), UL EORER LV KFEER
B W T RABRERIC LV PLOMI O MM D LFEE R T O TWVWD Z &R
Pholo, £, Kok~ — 7 —T&5 Oct3/4 DFBL&EIL, 0 HE &
L 1 HAWRB W TIE 20%fE £ TR T L, SO ICKFM&IEE & IR
> L 7= (Figure 3-4b), £ 7-. Oct3/4 LA ICRKRSILMBW~—h —TdhH 5
Nanog & FfH#R i & & HICEBLEN D Lic, THid, LM% Z FF o 2/
MO MR~ L R EIT LTS 2 EE R LTS, LinL, 8HED
UL LTNTIEHDLIN, Oct3/4 OFEBLENEMLTNDL I EHLbho

7"4
— o
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Table 3-3. lllumina -8 DNA F v 7 IC$5# S 4172 45 O SET Ein#f

Gene name Accession Official name
Ashll NM_138679 ashl (absent, small, or homeotic)-like (Drosophila) (Ashll)
Ehmtl NM_001012518 euchromatic histone methyltransferase 1
Ehmt2 NM_145830 euchromatic histone lysine N-methyltransferase 2
Ezhl NM_007970 enhancer of zeste homolog 1 (Drosophila)
Ezh2 NM_001146689 enhancer of zeste homolog 2 (Drosophila)
Kmt2d NM_001033276 lysine (K)-specific methyltransferase 2D
LOC385389 similar to SET domain-containing protein
Mecom/Prdm3  NM_021442 MDS1 and EVI1 complex locus
Mecom/Prdm3  NM_007963 MDS1 and EVI1 complex locus (Mecom), transcript variant 1
MilL NM_001081049 myeloid/lymphoid or mixed-lineage leukemia 1
MII3 NM_001081383 myeloid/lymphoid or mixed-lineage leukemia 3
MIIS XM_901215 myeloid/lymphoid or mixed-lineage leukemia 5
Nsdl NM_008739 nuclear receptor-binding SET-domain protein 1
Prdm1 NM_007548 PR domain containing 1, with ZNF domain
Prdm13 NM_001080771 PR domain containing 13
Prdm14 NM_001081209 PR domain containing 14
Prdm15 NM_144789 PR domain containing 15
Prdm16 NM_027504 PR domain containing 16
Prdm2 NM_001081355 PR domain containing 2, with ZNF domain
Prdm4 NM_181650 PR domain containing 4
Prdm5 NM_027547 PR domain containing 5
Prdm8 NM_029947 PR domain containing 8
Prdm9 NM_144809 PR domain containing 9
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Table 3-3. lllumina 84> DNA F v FIC## S 17> 45 O SET &fs i (Fix)

Gene name Accession Official name
Setdla NM_178029 SET domain containing 1A (Setdla)
Setd3 NM_028262 SET domain containing 3
Setd4 NM_145482 SET domain containing 4
Setd5 NM_028385 SET domain containing 5
Setd7 NM_080793 SET domain containing (lysine methyltransferase) 7
Setd7 NM_080793 SET domain containing (lysine methyltransferase) 7
Setd8 NM_030241 SET domain containing (lysine methyltransferase) 8
Setdbl NM_001163642 SET domain, bifurcated 1
Setdb2 NM_001081024 SET domain, bifurcated 2
Setmar NM_178391 SET domain and mariner transposase fusion gene
Smyd1l NM_009762 SET and MYND domain containing 1
Smyd?2 NM_026796 SET and MYND domain containing 2
Smyd3 NM_027188 SET and MYND domain containing 3
Smyd4 NM_177009 SET and MYND domain containing 4
Smyd5 NM_144918 SET and MYND domain containing 5
Suv39hl NM_011514 suppressor of variegation 3-9 homolog 1 (Drosophila)
Suv39h2 NM_022724 suppressor of variegation 3-9 homolog 2 (Drosophila)
Suv420h1 NM_144871 suppressor of variegation 4-20 homolog 1 (Drosophila)
Suv420h2 NM_146177 suppressor of variegation 4-20 homolog 2 (Drosophila)
Wbp7/MII2 NM_029274 WW domain binding protein 7
Whscl NM_001081102 Wolf-Hirschhorn syndrome candidate 1 (human)
Whsclll NM_001081269 Wolf-Hirschhorn syndrome candidate 1-like 1 (human)
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WAz Table 3-3 (Z /R L7 45 FidH o SET M5 FREDO BB LB & fif#r L 7=, 45
BAZFOREZIZ, B RBICEWTRERE{ TR0 Ton, —#
DB FITFHBEME B BICBWTREIALEILT LI ERHLNLE R T2
(Figure 3-5a), 2 b /N & — Xkl & L i 1. WM+ 260, 2. T
5H0.3., —EEICHMLLRATHAT L2000 32— 201052 &0
T & 7z, Ashll, Ezh2, MII1, MII5, Prdm4 35 X O Smyd3 28 1 & X% — > (Figure
3-5b). Smyd2 78 2 ®» /X% — > (Figure 3-5¢) TEHEN L L TWi=, Ml
F X O MII5 iX MII (Myeloid/lymphoid or mixed-lineage leukemia) 7 7 X U —
BT 5., e P MILIFAMEZE SR TRME Y "7 BEORERELR T &L
TmonTWDd, 7 A2 MHL T, RICEWTEMICEHELGLTED, ML X
H~ 7D Z21F E10.5~12 ODFICEI L D, £/, B X b H3K4 O A F LA
RBHERLELTHMOLND MIL Tod 5208 i TR AR O MR SILICEE S
52 BT T T4y a2 OMBREEBIOMEZE K ~OB G b #®E S
LT3 (Lim et al. 2009; Huang et al. 2014), 7=, MIS [ZHEMHE K & L
THOLATWDIN, I A FobldEmdMilo 8 cflmiclEsS 3252 &
X (Heuser et al. 2009), # 4 2R EHM AT — O KR L LTOEE b
WE SN TW5 (Cheng et al. 2008), Smyd3 /X b b D #M. HE . AFlE. %
FCHmMCEIALTEY, BEEBMKX T c-Met ZHBLHH T 2 2 &6 A
IR ICE ST 2R L R ENTWD (Zou et al. 2009), — . FHE
WLEWIZHEA L. Smyd2 3o bicEET 22 Ln@ESLTVND
(Kawamura et al. 2008), Z #ui% P19 i A M~k L7z Z L lc kv,
oAb EERE FORIAPME S NTZLDEEZLONLD, 3 O — i RIEE
BMAR O b ICBEFIE Prdml3 TH Y . O HFHIIRESLSEBHT L L

23HIBH L 72 (Figure 3-5d), Z OB FIXZ PrdmEMBEFDO 1 D>THYH, v U R
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eI B W TR EEL TR BT 5 Z & (Kinameri et al. 2008), £/t A kv
AFNVEEBBERLE L TCOEEZELG, 702 I VREEE= 2 —0 U R R
BIICRB T D TIX3 2% E 4 5 Neurog2 il ¢+ 2 2 ek~ T, Z v 3
MBAEBME=a—m o~z Mmil &2 LN LER> TWVD

(Hanotel et al. 2014),
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Prdm13 % & de SET i85 1-HE 45 FRFH DB & —
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(4) DNA F v 7 & v 72 18 4 1) 72 18 s - 56 Bl -2

Wiz, Agilent #E 8. DNA F v 7. Mouse Whole Genome Ver.2 % i f§ L |
P19 Mifld ® RA BREEIZ X 2 M #Id o1k, DMSO BREEIZ L 2 0 - B o
fb., TN EhomBICB T2 FRELH LT L7, 0 A HB X RA
MEFE% 2,4,6,8,10 HHDEH 6F A, 0HHI LW DMSO IEFE#% 2, 4, 6,
8,10, 12 HH®DF 7HR A » b O, & total RNA Zfilfi i L. #E#% % . DNA
F o TN KDENE AT, £FT. 7I VB RAAL T — X X—2 SMART
ZMHAWT, SET FAA v 2R oBEFE2MiTLicE A, BEELELOZH
W, TLOEEFRROP>7=, £D 5B, Mouse Whole Genome Ver.2 |2 5 #
SNTZEBEFIEFIEBHY, ZNICHFENTWZRN -7 Prdmd4, 10, 13 21 %,
BT WO W TN 24T > 7= (Table 3-4), 728, Z ® 57 O HIZ|LE s N E

HLTW2r2bobaENT WD,
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Table 3-4. Agilent t1:%10> DNA F v 7 |Z#5#{ S 4172 57 D SET &5 1-BE

Gene name Accession Official name

ashl (absent, small, or homeotic)-like (Drosophila)
Ashil NM_138679

(Ash1l)

euchromatic histone methyltransferase 1 (Ehmt1l),
Ehmtl NM_001012518 _ _

transcript variant 1
Ehmt2 NM_145830 euchromatic histone lysine N-methyltransferase 2

euchromatic histone lysine N-methyltransferase 2
Ehmt2 NM_145830 _ _

(Ehmt2), transcript variant 1
Ezh1-201 ENSMUST00000107285 enhancer of zeste homolog 1

enhancer of zeste homolog 2 (Drosophila) (Ezh2),
Ezh2 NM_007971 ) )

transcript variant 1
Kmt2a NM_001081049 lysine (K)-specific methyltransferase 2A (Kmt2a)

lysine (K)-specific methyltransferase 2B (Kmt2b),
Kmt2b NM_029274 ) ]

transcript variant 2
Kmt2c NM_001081383 lysine (K)-specific methyltransferase 2C (Kmt2c)
Kmt2d NM_001033276 lysine (K)-specific methyltransferase 2D
Kmt2e NM_026984 lysine (K)-specific methyltransferase 2E
Mecom AK052472 MDS1 and EVI1 complex locus

MDS1 and EVI1 complex locus (Mecom),
Mecom NM_021442 ) ]

transcript variant 2

MDS1 and EVI1 complex locus (Mecom),
Mecom NM_007963 ) )

transcript variant 1

nuclear receptor-binding SET-domain protein 1
Nsdl NM_008739

(Nsd1)
Prdm1 NM_007548 PR domain containing 1, with ZNF domain
Prdm10 NM_001080817 PR domain containing 10
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Table 3-4. Agilent #1:84 DNA F v 7 IZ#&# S 7= 57 O SET BinFH#E (FiX)

Gene name Accession Official name

Prdm10 AK139221 PR domain containing 10

Prdm11 NM_001177536 PR domain containing 11

Prdm12 NM_001123362 PR domain containing 12

Prdm13 NM_001080771 PR domain containing 13

Prdm14 NM_001081209 PR domain containing 14 (Prdm14)

Prdm15 NM_144789 PR domain containing 15

Prdm16 NM_027504 PR domain containing 16

Prdm2 NM_001081355 PR domain containing 2, with ZNF domain

Prdm4 NM_181650 PR domain containing 4

Prdm5 NM_027547 PR domain containing 5

Prdm6 NM_001033281 PR domain containing 6

Prdm8 NM_029947 PR domain containing 8

Prdm9 NM_144809 PR domain containing 9

Prdm9-201 ENSMUST00000167994 PR domain containing 9

Setdla NM_178029 SET domain containing 1A (Setdla)

Setdlb NM_001040398 SET domain containing 1B (Setd1b)

Setd1b AK141316 SET domain containing 1B

Setd2 NM_001081340 SET domain containing 2 (Setd2)

Setd5 NM_028385 SET domain containing 5

Setd6 NM_001035123 SET domain containing 6

Setd7 NM_080793 SET domain containing (lysine methyltransferase) 7
Setd8 NM_030241 SET domain containing (lysine methyltransferase) 8
Setd8 NM_030241 SET domain containing (lysine methyltransferase) 8
——— NM_001163641 SET domain, bifurcated 1 (Setdbl),

transcript variant 1
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Table 3-4. Agilent #1:84 DNA F v FIZ#E# S 7= 57 O SET BinFH#E (§iX)

Gene name Accession Official name
Setdb2 NM_001081024 SET domain, bifurcated 2
SET domain without mariner transposase fusion
Setmar NM_001276356 _ _
(Setmar), transcript variant 2
SET and MYND domain containing 1 (Smyd1),
Smyd1 NM_009762 , .
transcript variant 2
Smyd?2 NM_026796 SET and MYND domain containing 2
Smyd3 NM_027188 SET and MYND domain containing 3
Smyd4 BF458734 SET and MYND domain containing 4
Smyd4 NM_001102611 SET and MYND domain containing 4
Smyd5 NM_144918 SET and MYND domain containing 5
Suv39hl NM_011514 suppressor of variegation 3-9 homolog 1
Suv39h2 NM_022724 suppressor of variegation 3-9 homolog 2 (Drosophila)

suppressor of variegation 4-20 homolog 1
Suv420h1 NM_001167885 , _ _
(Drosophila) (Suv420h1l), transcript variant 1

suppressor of variegation 4-20 homolog 1
Suv420h1 NM_001167884 ) , ,
(Drosophila) (Suv420h1), transcript variant

suppressor of variegation 4-20 homolog 2
Suv420h2 NM_146177 ) ) ]
(Drosophila) (Suv420h2), transcript variant 1

Whsc1-001 ENSMUST00000075812 Wolf-Hirschhorn syndrome candidate 1

Wolf-Hirschhorn syndrome candidate 1-like 1
Whscll1 NM_001001735 i i
(human) (Whsclll), transcript variant 1

Wolf-Hirschhorn syndrome candidate 1-like 1
Whsc1l1 NM_001081269 _ _
(human) (Whsclll), transcript variant 2
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P, MBRBLOLN - BEHOMEEICE N, 15 ET X TO Prdm
BEFEMB L, BEEAMT Lo, BEIHEE, M#MIT0BREA 1L L%
HEDOEERLTWD, MEMESIEETIZ. 2 A HIZ Prdm6, 16 28, 4
HHIZ Prdm8, 12, 1323, 0 HH & L 505 EHEN LH L TWVWD Z
N B E 7o 7= (Figure 3-6a), F7-. R EZE N 4 5 LLN O & PH T
<EHr+5&, 2 HET Prdm3 28, 4 HECHRIEFEEE T EZNM e —70
Prdmi12b 73 — @B EH L TWwW/=, Prdmi5i%. 2 B B ULBRIZE E IR L
Ty 7z (Figure 3-6b),

— . D B oEETIE, 4 BHEIZ Prdmé 23— ICH BLIE N L
T 7= (Figure 3-7), £ 7=, Prdm12,13,16 (X 6 HH T @A ICREIE ML T

W7z, Prdm8 X 2 HH & 8 HH DM G THRHEEN —BIICTHE ML TV,

90



(a)

350

300 -

250 -

200 -

150 Prdm13

level of expression

100 -

50 -

(b)

<— Prdm12b

35 4 Prdm3

level of expression
)
[8)]
|

0 2 4 6 8 10 day

Figure 3-6. #fSHAR M LIBEEIZE 1T 5 Prdm s 1-RE O R LA H)
() FEBLES 50 5L ECABE) L7z Prdm 85 1-8E, (b) 4 (5 LA TS L 7= Prdm (B {5 1-HE

91



(a)

200
180 -
§ 160 -
% 140 - <— Prdm6
S 120 -
L 100 -
(o]
5 80 -
=
2 g0 - _—
40 -
20 -
0 _
0 2 4 6 8 10 12 day
(b)
30
c 25 Prdm13 Prdm12
o) 20 -
o Prdm8
@
o 15 -
© )
3 101 . \
a . -
0 : -

Figure 3-7. /L « ‘BRI LIEBERIZ I T 5 Prdm &1 HED S HZEH)
(@) Prdmé OFsHL/ N — 2 (b) 25 {ELAN TS L 7= Prdm &1{s 7-#

92



Wz, MM E b ERICBIT D SET BB FHICOWTHIT Lz L2 A,
Prdm s FHED B DEATIZ L » TH & 22 & 72 o 72 Prdm8, 12, 13 O #E 5 1 %
AR bEETHY, ZOMD SET B FHOEIITRKRE LI L TV
- 7= (Figure 3-8),

— . D BB OEBBIC O W TN Lz & 2 A MRS L iR
TOFEREFEERIC Prdm B+ THREBSNTEX AT I v 7 BB ELERT
SET E iz FlxMti /e 2- 7= (Figure 3-9a, b), L2»L . I L1L 25 fF LA
WO T+ 5&, FE%Z2HHBIZBWT Prdm2, 3,15 1 X O Setdlb @

FEH BN WA L Tz (Figure 3-9¢), Z 41X DMSO IR IC L v 3

4

ShlebosEZDLND,
LLE o Ry 6 Prdm B As 13 P19 M i o> #h 8 i i o3 {b 6 L OV ff - F A%

ot RICE D THERET 2 Z &R,
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(5) FRFEMIIL LB AR I B 1T D E & PCR T & 5 % Bl AT

FERE PCR IC ko THBEME 2L ERIZCK T MM~ — 0 —E8I& T
BoORB &% BEXUKE CTHREA L7 (Figure 3-10),0 A HEB X " RAEFE % 1, 2,
3,4,5,7, 9 HHEDE 8K A » b Ol 5 total RNA & fli i L, ##:5 KJi
T cDNA Z & % . PCRIX L ZAT o7z, £ OFEHE . Gfap £ L ' Ncam i DNA
Fy7ORMELFEK, FAKRBE EBIZHAEN/HML TV, £, M
RIZIKLS BB T 5 Tubulin 3 & R BICHEVIERENEINT 5EH@ICH -
oo FHRR RN SO M R AT BRI O ~ — b — A5 T TdH B Nestin (T, H % #l fa
SAENEL I ONBERENED T 5, SR OMHHFTHRTIE, 2EFEI3IAH
WP HRBEENEINL  Z20%DLTNICHADTLHEVIRALHN AL N,
Fo, KRofbMile~——Toh D Oct3/d 1, DNA F v 7 EZH\WIm BB 5

RO R L FE. 2MEFE 2 0B TRWMIZEREL B LT,

0o 1 2 3 4 5 7 9 day

Gfap _
Ncam
(R ppp——

Tubulin 3

Nestin - -
Oct3/4
Gapah | M A

Figure 3-10. ff#&HfE~ — B — % F 2 108 B PCRIZ L 2 38 BURMT
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/I N
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(Figure 3-11), = O fEH . Prdml, 3, 11 [Z RABEIC LV W1 TR DB H &
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Plb. i@ Rics g2 Prdm #E#is RO BLIZ 2T, IHlumina
fhk L O Agilent #:® DNA F v 7% H W TN 21T > 724 £ . Prdml13 i
[Mlumina 1, Agilent ¥ & HIC— WA R BHAEZ - 2R L TEBY, i
YE B PCREMTICE o Thb MR INT, £72, Agilent ttoF v 72 H Wiz
BN T Prdml3 & FIME DO R BLAZH) % /8 L 72 Prdm8 3 L O 12 (X, Illumina
trtoF v T7EHWERITTEZEALORBITIRE I 2o TR, ¥ EE
PCRICEK 2B CIEHBH I THY ., Prdm8 5 LU0 12 & Prdml13 & [Al £k
2. P19 Mg oMM pbicBE L TWd 2 EN @Ik, £, SET
in FREEEICOWVWTR TH D L, Hlumina (0 F v 7 & W\ 7= @ Tk
Ashll X Ezh2, MII1, MII5, Smyd3 72 & pfk e ic >N BB & L H L-E
Bt Sz, Agilent O F v 72 W7o iffr TIERBEITZEMHLL T

W7o T,
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3-3-2. v UAREBIOREDHAMIEKIZI T 5 Prdm B iz F #E O B
PERBIVCEREPCRZMAWVWT, vV ABREBLOKAEOEMKICE T S
Prdm i& {5 + #f @ 3 B M 2 17 > 7= (Figure 3-12,13), M JH W 72 #L A% 13.
oM, B, B, il g, Bl K OB 7THEE TH D, AT O K5 R Prdml0,
14, 16 DX 92, LOMMICIBVTHITZLALERIAL TV RVWELRTFLH -
e, MEOHMM TR EIEITLI2EBLETFOH o7, Bl IEX. Prdm2 13Tk .
Prdm3, 5 (I /ifi & B &, Prdm6, 11 Il CMi< BEEH L T\, 13 & A ED Prdm
BETFHRRELIY BHREMOMBE TR EIHLTBY, KEAICEETDH D

EnmmIh,
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3-3-3. P19 M @12 B 1F 5 Prdm13 o #& fE g 47
DNA F v 72 H Wk FREMITOMEI R ERE LB EICE W
T Prdml13 NELBRIEWR B N Y — 2 oRm LTV 2 &5 P19 i o # £ 4

H

&r

SALEB R I B W T Prdml13 O B 5 BN R 7=, & 2 T, P19 #ll fu o 4 % i

J

&r

AL B VT Prdml3 BRI B S &, MR oLICED XS
BROHDLONHNDL Z LICXBEERT 2 A7, XL DIZ, Prdml3 o it R
HEH=a A 727 FE LT, Prdml3 % P19 #ifid @ total RNA 7> 5 RT-PCR
WX - THME L, EFL Y m € — % @ F i i Rl 5 B Al g2 72 pNucScrlll 7 7 X
IR Z—FIZH AL, PLOMI~D 7 F 2 I K DNA B AFMHFIT., Kk~
RET AT 2 varREERFTLEMER (T —F R, EAYDRLE A
FHR OB S5, Promega £ ® FUGENE HD® Transfection Reagent Z i\ 7= U
N7z varviEnk@EeHBrL, A LEZ, k., PI9 Mila~D7F T X 3
N DNABE AL 30~40% Th o7, FRL7ZTTAI FDNAZURT =
7 va U iEIC Ko TPI9MMEICE AR, Mx ORMFETEREZITV., E& PCR
KD~ — T — s ORI 72 58 B AT 0 M i o0 T BB 8L 4212 K o TR Rk A
fa bk eE Mgt Lo, BEBA X, AR (non)., RA IRBE O A (RA).

Prdm13 & % % B (Prdmi13). Prdml3 % @ ® ¥ H L & 512 RA % I &
(Prdm13+RA) O 4% TH Y. 0,1,3,5 BI R T7THHDODS KR A > hTH
7V v 7 %47 > 1=, Figure 3-14d {2 Prdm13 i %l % B © Prdm13 mRNA & %
BHErrLlt, RABZEICELY, gid LM, 5 HEZE—2 & L7 Prdml3
DB M S e, — 7 Prdm13 @R BB L4 TiX. 1 HBIZHB W T Prdml3
ODREANMRE SN, 2L, BALZT T A KDNA XSO Prdml3 % H
FRLTWSEEBEXOLNRLDN, ZOXRBIIT3IHACEIREEAT, EALE

77 A FDNABRHEKRLEAREBELXH D, K- T, 77 A3 F DNAH AZ
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&% Prdm13 o i Rl 5 BT — @A) 2 I O Prdm13 BHREAZ/FEV H L2 2
L%, &bic, 77AIFDNABEAZ, RAZIZFEZE LM TH 1 HA
TOPrdml3 ORBENRO LN, SHICRAKCEZFEELEEZE X LN D Prdml3
DHEBNI~5 HHTHERE ST, 206 XD, Prdml3 ® 7 J 2 I K DNA
BACI2BHEBEINEZE TWNDLIEEZLND,

B AE S MIT I T D R oy IR BB & MR AT L 72 R & Figure 3-14a, b, ¢
R L, =a—nwr~—0 —#ETF Necam ODREZ 25 L RABEZEIZL -
T, BE%S AR COTMICRHEESA, 7THARREERANDKELS EHFLTW
7=e —JF. 77 AIFK DNA HAMBTIX., RABHEARLOMBICENTD
Ncam OFBHE /BB SN, SHICEOHRIIT 5 ARICEVWTHHEFICHKRE S
N, ZOREIFT, 77 A1 FDNAF AL L > T RAREN 2 < TH AR
bRl Ef szl EzRrL TS, £, TNETNOHFHFITEIT S
MmO F2848 L7 2Ah, 772 FDNAE AMRICHENT, 5 AHIC
MR EEOMENHR TE - (Figure3-15), &5, Z U T7TMla~— 07—
7 Gfap O BB REZ M L7- & 2 A, Gfap DR BLIZT 7 Z7 A I F DNA O &
ACFEFELTEBLS, 7 7 MESMIE RABBZEOALICIKFL THESN
LD EMIIB I,

PLE. Prdm13 i R FE B EROFE R LV, Prdml3 (== — 1 > 3 {biCHRE
TOHEBRBRFTHLZEDHONER o, =7 . Gfap 2 FFE L2V &b
VT MESEICITEENRE SIS, ZV T Mgt xFE T 25 R

T LOMAEMERICEYHEENICZ Y THRSIICEET 22 ERR®BINT,
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3-4. B

3-4-1. P19 A L i BT 5 Prdmz B & SETEIE FREB L OB E L~ —D
—BEFHOREBICHOWNT

DNA F v 7% T, P19 Mifld /r b2 k1 5 Prdm & & & SET Eix
BEDORBLURAT 21T o 72, T OFER, Illumina tL & DNA F v 7 % 72 3 Bl
FEAT TIX. Prdml3 DM R BB AR Y — v 23T 2 ERH o n Lo, X
EANEDBIEFPOHEEHEBELA4AMBUANTRERALILT ST, Prdml3 (X 6
HEICB W T L0/ FICRBL &SN L7, PLOMMICHE VT 6 B H & 13
AT 4y v aREICHEAEL, MREEZMITILED IR THD, £72. 6
HHURE, 3HENEMT D Ncam =° Gfap & K xtic, BEEN DT 5 2 &
235 Prdmi3 (XM R MR LI W CTEE R Y 7 FIVIR T Th D A REME
N D,

Prdm13 LIAMIZ B & DO BN A bz Eis 1 & LT, Ashll, Ezh2, MIIL,
MII5, Prdm4, Smyd3 B L O Smyd2 & > 7=, ~ v 2D HAE#% Oy eic B
5.9 % MIIL (Lim et al. 2009) <°. I =1 A RO {b<°idE Mo Mg o 3 285 i
B8 59 % MII5 (Heuser et al. 2009) 7Z¢ &, EEZN/HIM L TW BB FI2IX.
FHAELCHRICEGS T 200 GENRTWE, —FH, BEENHD LLERKRT
LT Smyd2 8% 5, Smyd2 [T o LB G o fh, 25 Al &A= T p53 @ 370
BLXO3NEFEBOY v U EEEATF AL, ps3 B T OIEM & MMl 24 5
ZENBH SN ER 5 TS (Huang et al. 2006), p53 iX A F LB & Z T 5
BRI R N 2N EE L THRFICHETE N,

F72. DNA F v 7B L O E & PCR ICK D2 RELMIT OB, Kot~ —

B —& L THWEZ Oct3/d4 5 X OV ksl jld ~ — & — Nestin ® B B A # (2 > »
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T, HIRIEWEB LN A b, BHE ., Oct3/4 1T U &3 5 KRR I
H5 285N FIZ. MRS RNERICONREEDODH DN AELNLD, LL,
A BT - ZRBEN T, MRS EERECENT, DbTFrTEH D
MEBEDHIMT DI H > 72, T, MM ok TE o7z P19
Mo — A L7z7=® b Lk v, —JF . Nestin i, # % fa 5y 1k 23
EDICONFEHEENHADT 208, SEHOMEITTIEIBEICHIHML, Z0
BTN LTDHENI BT =R HE LT, P19 MAEIT AN, MRk
AAIZ ML ATRE R AR E R DEM TH D L FFFIZ, LDHERHBITH R D
HHPMEROEMATLH D, Lo T, P19 ML RA BREIC X 5 0LihER
WTIE, AR ESIOTRERTORBEEzF -7l Td b, FHEPETIZ
DL, AREN SRS~ E SR EATE D, T DO XD R AL —
vERLEZEEZOND, T L TCHOMFHEEENIT, MRERBHEN = 2 — 1
R7ZVTME~E LTI &1L, Nestin ORBBENH D LD LT

BEhid,

3-4-2. P19 Ml IZ 35 1) 5 Prdml3 O BEREIC D W\ T

P19 e o> #h #% HE MR 43 Ak~ D B G- 23 /R 2 S 4172 Prdml3 (-0 W Tt R 38 B
Ma 277 FaFRL, B MRIIE~OEBEZH T, ~v— I —Eis
TH MW PCRAENT OFER. 77 A I F DNA E A ClL, Ncam (X RA I
BRLOMBIZENTHLREADZBRM I, ZORELIX RABRED A OMIL L
kgL, RV GHE) tEE Tz, ZHhix” 7 A KR DNAE ALK
HZPrdmi3 O EAN I HBHO R WHHIcE -2 L ICERT D aiEELD 5,
—J7. Gfap O B BLIRREIZ 7 7 2 2 F DNA O A ZITIKFEE T, RABREIC X

STOHRFEINDIZENL Prdml13 X7 ) THI oL ICIZTEERE G L Z2W
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RN B D,

MR FEHIZ L > TRB I Prdml3 ORI~ 5 %233 %
WCITHERBIEEERNLETH D, AFEICEBWT, siRNAZHWE /) v 7 ¥
VA TE T, FMITAEKT 52, PIOAIE ~D siRNABEAFIERED
G2 L. Prdml13 siRNA (QIAGEN) %3 A L. RA T X % # £ 40 K 4 {b
FHEEAToLN 5 BICHEB EF T2 Prdml3 o R 0 MIZRD 5T,
RPFHECED ) v 7 X0 ERIFBEBETIERIL TR, 4%, HET
HE—XFTO siRNA BB a2 A NT7 7 M EMABIALVTELREKROERS,
TALEN ZFH L7 v 7 7 U bl OERIC I Y Prdml3 OB % 3 %
NN B D,

Za—mryBIOZY TMEIE, LEORTEME> S ST 5, 2 ORI
MAIZII Lo, BOWMMZBEVIRL CHREEZHMOT., SR THEIBIRE
T, 1o0@BfiEE 1 oO=a—u UHiBMEE SV ET, AIFIFSH
CAHEEBYEBETH, B E=ma—a o~k d 5, & BITHAERKNE
o 7 U THIBEMBE NSO bR LD, 20K RMMRBEAEDHH L
XX NRT v A& 2545 F & LT Notch 285 5 4L CTWw b, Notch iV
v R Toh 25 Deltall ko TIEM LS, Hes DEEE 2 i& ML $ 5, Hes iE =
a— 8 Ui BENICE T S5 < bHLH T K F# O TIi5 2 HE T 5
TLTHRSBMEOMBICEEL TS, 22 —ar~05 b EIRET D
bHLH 85 & [K 7~ (21X . Ascll, Atohl, Atoh3, Neurogenin2 2 E2X3H 1V . Wi
LARBME NS =2 —m o~ aRIE L. 7Y 7 M~ O 5k 8l E
AbFFoTWnd, £/, Zh b bHLH TR 7 #X. HD WEF K 1 & D
MAGLRICEIV=a—a 0o T X4 T7EHEL TS (Ross et al. 2003),

— . 7 U 7k~ ® 4 {biX LIF (leukemia inhibitory factor) 2% JAK/STAT #%
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ez LTSTAT3 &# U UV E{fb L. ZhXBN~BEH L T STAT3-p300 & & &
ZIEK L, Gfap 7 m £ —Z IZH G L TG 2EMHIT 22 LItk TRIES
D, F o AR HE R I2 X 72 5 < Notch/Hes #% % 2% STAT3 Z G M1k L |
VT~ ERET DL E W LMNE RS> TS (Kamakura et al.
2004),

Prdm13 77 2 X FDNA B A L5 BRERERP O/ ONLLMA R LT
BAEBI S L 72 o TV DA IR o0 (L B A oD Jn WL 22 BL 1T . PR R I 20 {b~
Prdmi13 O &I oW T WS 2D AR FZ 2 bhiz, 77 23 F DNAE
A E2B@EHERAOFKERETIZ, 77 A1 F DNA HEAKGFHIC=a—nr~
— A —To s Ncam OFREN ELEH L2 &6, Prdml3 28 = =2 — 1 vk
EIZoBLBEELTWLZOTERYWALEEZLND, LAAL, =a—r B X
7V T7Mansk@oniBMidronitd 22, =a—m riaofkz i
L7 U7 Moy 2 3+ 2 bHLH RS G K f O FLEN 5 Prdml3 & = = —

SACREZ T TR 7Y T MRS IENICEE T 5 2 E RIS D,
£ 7. Prdm |X DNA IZf & 3 % zinc finger KA A V2o b, = a2 —
A s L<IE 7Y 7ot 2 6l 5 285K’ 1 & LT, MRS

G LTWDHRBEENREZEZLND, S HIT, @HE O RABREIZ XD MM
fad 3 AbFHEICFB W T Prdml3 AR L7 RBL AN Z — X 5 A LI 6 AH
e —27 a0z, FEKEEE & IR ENBHD T 5 (Figure 3-4d, 3-5a,
3-11d), Prdmi13 RNz G K & LTk < b, —BmMicRAEN LF T
H5ZETEORIIHLS Za—m 07 ) TS b Ol E &0 X 5 I HEF
LTWDDTHAD D, Prdml3 T, EH =z —n 7 U 7 Hillz =2 — FF
HMETOEHBER L L TRELL O TIERLS, MM EREERT

LMONRTFEZHET LAY —BIzsFOAENESLEZHNS, Chang
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Hanotel & (X, bHLH B #z 5K o 1 >, Ptfla N #FF+ 5 GABA fEEhtt = =
—n VA VBIEEE S 2 — DT 22 Prdml3 2N 5 5 i K
L LTCBET D EHELTEDY (Chang et al. 2013; Hanotel et al. 2014), K&
WFFEIC 3 1 2 Prdm13 28 #f % i il 43 b \C P B2 RO ICBERE 9 5 & v O @i 1X . P19

MRS DLEIZLETITELI~D LIV,
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AK#FFRIE, B AN AF AL VX7 ETHD Prdm #Eis 1 284 o Hi
DR BEACENT, EOXHSRZHBELERTLI2PHLNCTDLIZLEH
& LT a T2, Prdm Z > X7 BEIZAFVEREBIENEEZ G T 5 SET
RAAL P EREZRT XV BRESZAHT S5 PR FAA 2 A, DNA A& ME
/T 5 zincfinger RAA V2RO LE2R/RBMET 22 2ETHD, b
FCIE 16 M., v 7 A TiX 15 FEH O Prdm BEFAFEE SN TWDH A, #
MICHEMITENTVWIBEFIIELEE CCHL., ZZTERFREICE VT, X
laevis IR IZ BT 2 B A TO Prdm EE T O RBL 2 @EEMICHIT L, T O
MR A S E 2 MR L EE A T RE 22 P19 M ME & JH W T Prdm B AR @
FeBLE L OHEREIC S W TIRT 21T - T2,

HW2ETIE., £, EEEPCRICE - T X laevis I IR DK ERT —
W28 5 Prdm 5 B ORBBENT 217 > 72, £ O H . X. laevis B> 3
TOPrdmigE{z 7+ I5FE A MM AmE THRI L TH Y (Prdml, 2, 4,9, 11, 15
T, RPEHRRE LTHALTWELZD, SBERNPOREICEDLDL Z L1 H
Bt ipolz, &HIT, WISHIZ X - T Prdm & s+ O 3 BLAL#E 2 f@dr L 7= &
ZAH, TRTCOBRBTRHEARBEAERAT — U CHBFERMNICHEBEL TEBY
FATE R O ME CHREEL TV Z ERRB I, o, FHSA . B Al
M. L RN, M EMRRAERR IS VT Prdm BB T ORBLIEE TH
D . X. laevis W IR O # I A 2B W T Prdm &1 713 B 2 #EGE & FF o 7] BE
PERRIR S LT,

B3 ETIE., SOICHEMARMITEZIT >0, 2L AT DMk, P19
Mgz ARl X OmMiasibick T 2 21T -7, P19 AL RA

BREEIC LV MR ~, DMSO BREEIC LV Lol - B R~ L #F5 E % mTgE 72

K

Mt THo, €2 TPIOGMBEAHFRT 5~ v 2OMESE@EEIZEIT D Prdm
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B TREORBZMT T 5725, DNA F v 7% H ™ THEEED &S 5% B iE
WraiT->iz, £ OREK, ML s(LF#FE% 4 HHIZ Prdm8, 12, 13 O R EH 2
—WHICFEIND DL NE RS, FEKL 4B BT b2
Bt 2 & S CB Y . Prdms8, 12, 13 (XM iR M b O BRAEIEIC N U 4
— S LTHERT 2 EBnmRm@EnTe, — 5T L B85 HE%ICIT Prdmé
DRFBN —BICHFE S, Prdmé B0 - BRGSO EEIC N Y F—
ELTHERT 2R @b RSN, S 51T, P19 Ml o # M 4 (k12 36 17
% Prdml13 OEHRE Z fif B3 25 7=, Prdml3 /s 7 % i 3 Bl X & AP R0 B
DAL ~DEBEEZMRH Lc, TORKER, Prdmi3 BRI B H 1T =2 —n > 51ib & FF
HOICHFETIRELR DI LB LML R ST,

LLbEL ARESCTIE. X, laevis FIHIAR &~ 7 2 P19 #ifa o f i 43 b % & A v
T, RN AF AL E /)87 F Prdm O 38 Bl & #6e fF B 2 17 W\ #4531k
FRICH R M MR W T Prdm B FOREERBELZF LI EZH L
AT LTz, AdmXX O RIT, FEA BRI T DMk D 5 5 g BT I
BhHMAZLELL, TV =2XT 4y Z7HEPMRSIEPLREICEETSD
L2 B MNTFLbDOTHL, ki, BEERS 7 n~F A EMBERK 7 &
Z—Fy hEe LIZAIEMEREOFERSFIZCEWTIE, =8V 2XT 4 v 7
fEHOY 7Fa 77 I IR EBERBELR>TWVWD, BAORETHKD kv
TThHDLINAEIEILD ET DA REBROBEHRFOEBLICLZE Y 2 2T
4y ZHIEBEDLL RN TETHEY, SHIINOFAENS EA
DA =L, BERDPHBICELIRLARGEICBNT, =Y =X7 1 v 7l

HEMO SO RDMPANRKROENATND
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A

KT, FHEDNIUNKRERERE VAT DEMBIAN VAT LAMBFHERAES T,

A AT A TR W TT > T2F5E Td 5,

KR ZAT O HIZ D, RARZBROI R 55, HMsELZ B £ Le, AREddz. AR
AT MBI TR B A W L B E3, B KO IR EE . IR & AL IS 2 5
WXl TOEICHMET, BELIIELENTIES o2 i, EHLE
NWEEA, H7EE L LT, NEDREL L TREFPHZ T EISo{3ADZ L%,
INMNEDNEDORE L, TWNKFOLIZI R X S FHEL TWHE WV EBnET,

H % OWFFEI B2 LRI B 2 RS, MIEA1T O I DREAE 2 T Z& -
7o R A BRI IR < B L £

R SCE RS £ LI M A BRI L DHELZ R L T £,

AR LRI HBMEE T, ZIKICh- ) TXEE2BY £ L-HIFEER, ZOE
RE, AT, JRSERICE EILHE LT £,

AMFENZIRIT 27 7 VU Y AT v FIWTZEER, 38 KT DNA F - TEHTIZ DN T <
DIZRATHEE LI LOSK, HEENK, §LZBAARIIEHLE L ETFET,

FEMER, BEHARKZIZICO, O LOMEAIEZINT T 72 S o 7oA miE i
IR DR, FH OB, £ L TRADERRICE EH#HZ L ET,

%Iz, RVHE. BoOMERW< K9 ez En D Ko Eum< SR L, i

&
RSP TSNS OBEZR L, #FFLHELET,
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