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gene panel Seq.

3 Tan GY, Peng Y, Lu C, Bai L, Zhong JJ. Engineering validamycin production by tandem deletion of
y —butyrolactone receptor genes in Streptomyces hygroscopicus 5008. Metab Eng.2015 (IF: 8.258)
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12 Zhang Y, Xie S, Zhou Y, Xie Y, Liu P, Sun M, Xiao H, Jin Y, Sun X, Chen Z, Huang Q, Chen S.
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HmER (EEHDNA)

BEERAEL: A, AN

P SRAREE 0D 260/2801& M 7£1.8~2.0 2|8 ; RNA R Z&BRT % ;

B RE  RARRERMET50ng/ul;
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¥ fRin i : DNAEIEH (-20°C) ; FEiEkd A2 Al parafilm 8 O &m0, LB 54,

SEBURE

LETTER

doi:10.1038/nature23286

Derivation of ground-state female ES cells
maintaining gamete-derived DNA methylation

Masaki Yagi!, Satoshi Kishigami?, Akito Tanaka', Katsunori Semi', Eiji Mizutani?<, Sayaka Wakayama®?, Teruhiko Wakayama®3,
Takuya Yamamoto!* & Yasuhiro Yamada!

Derivation of ground-state female ES cells maintaining gamete-derived DNA methylation@ &0 B B
FRNFFRIR AR, 201 TEARRAF R RENature EFIRE LB XEAREARNNEMRERT Mekl/2
1 Gsk3p #l5 (21) #1 2 M HIEF (L) LAEBRY 2i/L MEAET40M0 (ES 4BFR) RIS H I SZRIDNARE(LER
SHBERAEZIN, BE2FH (P3) #EM2i/L ES AUESEAFHMNDNAREMREHEAI UL ERER
HRREE2i/L ES AR BT RER VIR R ERE R ER R B F T &,

2iRT{R it e rR ARG AR (ES cell) BOD A ZEME Db (FE R IMER2I/LAIEENE A/ EREBTARR
25 DNAR BRSNS, B 5T 2 ENEERERTERR.
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=] (0 TR 1] I (]
o I
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47,452,097 Chr7 69,930,592
[ 1 H O ERH- 2 HOL O EAVEH e
Nav2 Ano5 Oca2 Atp10a  Ndn KIf13 Igfir
SR, AL BUENTER KX I (ICR) 752i/L-ES-drived differentiated cellsF{isR#EF R ITRRIBIRS. BiZ

&, BT EEREAAHN L5118, 2i/L  ESAMRRIDHMRMAE L B . ER/SFEE RN
2i/L ESHIMER] LIEIEACFFBIDNAREACREFH BB D R BBEE AN, LI KT eIEF/G, TILEFFM
gnfe], M RRRETFARRR DRI ICRAYZE R, B SRRP3ETHARY 2i/L ES AAMREIBER AR R IR BN
A,

! ‘air 75.1 (x2) . 64.8 {capiured regions)
ES call 20LIF 2L ms XX p3 120/MSM (/") Methyl-seq Hiseq Pair T0.7 (=2) BOS 59.4 (captured regions)
ES cell 2ILIF 2 #23 XY p3 120/MSM (R/d")  Methylseq  HMiseq Pair 96 (x2) 893 83.1 (captured regions)
ES cell Serum/LIF SL#8 X pa 128/MSM | R/ Meihylseq Hiseq Pair B (x2) BES8 B7.7 (capiured regions)
ES cell Serum/LIF SIL#38 f+4 p3 129/MSM (R/8")  Methylseq  Hiseq Pair 77.3(x2) 896 B6.1 {captured regions)
ES cell Serum/LIF 2UL-5L #15 xx pi+pid 1Z9/MSM (/") Methyl-seq  Hiseq Pair 91.8 (=2) 883 T8.2 (captured regions)
MEF MEF medium 2IL-MEFs 201 pE+pt 120MSM (R/d")  Methylseq  Hiseq Pair 81.3(%2) 889 68.1 {captured regions)
MEF MEF madium MEF#4 Xx p1 129/MSM (/) Methyl-seq  Hiseq Pair 90.8 (=2) 207 T4.0 {captured regions)
MEF MEF medium MEF#2 Xy p1 120MSM (/d")  Methylseq  Hiseq Pair 89.4 (=2) B85S 74.2 (captured regions)
ES cell 20LF 2L #15 X% p3 129/MSM (#/d) WGBS Hiseq Pair 173 (x2) - 47
ES call 20LF 20 #23 Xy p3 120/MSM (2/8%) WGBS Hisaq Pair 116.9 (=2) - 55
ES cell Serum/LIF SL#38 XK p3 120/MSM (R/d") WGBS Hiseq Pair 7B (2) - 49
ES cell Serum/LIF 20L-51L #15 XX pi+pid 129/MEM (2/4") WGBS Hiseq Pair 107.9 (x2) 4 4.5

XEPEERREUHANFRIENSETECFEMBERNFN2ERERFEALNF. LLRAFRNAVK
ESARXERIIHRRMNF IR, T/ BRBRNF I, NFRE, BRNERE, AR5 RHERIET1E
LT o XERPEMFA20GHNFIIEE, CCALRBITIRESI~T8 28], AREMRAR AT RFTA MR
BT, EFFEI20GHVNFF SRS, COLRBYTFIIRETL60~902 180

RS H 4k Yagi M, Kishigami S, Tanaka A, et al. Derivation of ground-state female ES cells maintaining gam-
ete-derived DNA methylation[J]. Nature, 2017.
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MeDIP-Seq (Methylated DNA Immunoprecipitation Sequencing) , BT EDNA R HENF . SoA5-F &
FATEE T A B RAEMEIE R EWNERAR I, AN EENA BRHTEERBNF. 25 &0 EEEESE A
8, PRl EEE R, B ERE 7 PSR KT L1 NIDNARIEIE R B RS,

HRAZDNAE —3» DNARRKE —» MEXEXRE —» 5SmCES

v

EHNEEPCR €— N EEFKS <« PCRYf 1%

AR

RYGEEE
KR ERL, HEIATHITEIE
Eb 3 2 ERLH
peak &
/ REAENEFRE HRBHGRE
ERRREUKERE . RENSHRA
A ER= EBRDMROTMARE —> LBEH
' e
SEFHBENY % FDMREIGOFIKEGG
KFBERER BEROM
AE
KBERPENEMK
FER R
B BRI

12



B i TNERSERADR
Bl —=wnsEEEmns

HmRR (EEEDNA)

¥ SHAEEE : OD 260/280fE RN 1£1.8~2.0 22 /8] ; RNA N &R 5

B RRE  EREAMEF50ng/ulo

HREE 87T FREBRDT5ug.

B BB AREIEH203ETE (pH 8.0)5,

B RIEH: DNAMERIEH (-20°C) ; BEEEid 2HiE AparafilmiFE OB, UBHEISH.

ROIREHT

BRFH TTET2IEZDNAZRENREThAERS UHEHB B RBNE

Follicular helper T (Tfh) 4RA87E B &% 8% (Gla: RAMLBURGE) PEIEENIER. EERETHEE
RREB (R H TThAERNRY 1L, HEZTBIMMRL/lpr  /NERRARRMAIDRBEE L. AL, 8HIMEERT
TET2 SHIDNAZE B B L. EENaClhB/F, sh2d1a, map3kl, spn FMstatSbMFRAEEHR, BEREspn®Z
TET2HN E#EEIZ ZMRANNER T EHIE R B SR BN EDRIG, EN RS ARG R AR IGEK
TR T EEREAR.

JRC &L : Wu H, Huang X, Qiu H, et al. High salt promotes autoimmunity by TET2-induced DNA demethyla-
tion and driving the differentiation of Tth cells. Sci Rep.2016.

72bs O 16 mM 80 mM 160mM
L — ks o wEre e, 3 T

ctd  Nacl . ' o
1.2 PI =
i &

Annexin V
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HGF
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PROXZ
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MAP3K1
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1c0S
ILER
TBN21

TRF4
FOXPL
RO

NaCl #-F#IDNAE F R F8pnf ik 7 &, BI85 5455 iE 5%
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