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i LB 1 L A EF 7/ R
a8 R HIRIEERARIE"

I 78 B 0k KAk Axi-

(PR B2 e, RN EYIHOR E K B iS50 %, JEAt 100094)

HZE  H RT-PCR 519050 B4 $E e BT (KM) AN SR AL BUIES B ATIERI I IR 230 A RNA I, sk i
HEAL LT tert {EIX BB ZUh AT #65%,  HARTPIEMI 4125 3) PMD 18-T 2 ARJ5 )7, 4555 251 cDNA /741
—30. PMSG/hCG B EHEIN /7 153k A KM /)N BUSCAOE BEI LR CZB ¥R S5 32 IR (KM @ x KM &), IR
P Tyrode’s WM ALIE T )5, KM H30 RT-PCR, [N 20 4T tert FERFIFE R IER hpre (M5OI, 5T BANFE
iR UL, 4RO REAN A (15 h-post hCG, 10/10) #BAFEAE hpre s, Hoh, HAF 40% (4/10) B[RS AELE tert s AR.
J5E K% T 1540 3 (20 h-post hCG,  6/6) F 5L K% 15 35] (30 h post-hCG, 8/8) HIZAEEN, LK K& & 2-C WK IE G
(35 h-post hCG, 7/7) #AREE S, tert FEN, HAT hprt mRNA F74E; 2-C Wil (50 h-post hCG)INF, WAk Pl 7] I 44 5%
(4/8) Fll— AN Fk ] PG S (4/8) IR R IR 25 1 50%; M 4-C By Bt (65 h-post hCG, 4/4)FF4fi, FL$E 8-C Fir B (75 h-post
hCG, 4/4), ZMMHTEL (93 h-post hCG, 4/4), HZBFERHBL (118 h-post hCG, 4/4), FT A WG #B [H] ) 4% 55 tert
Rl hpre S, 1 HAL AT W R T 5. LA 20 #W G B BN EAT RT-PCR K3, JRAZ W1, TR AZ e TR Bie v 4y
SRBEA tert FENH sk, HAH hprt mRNA, {H/Z, 76 2-C ARG [RIAS IS T hpre 1 tere PiFP mRNA. 25 R 3%
W, FEFHER hpro 70 G R REA RS2 RE W7 ), DA JIG R & T R v S AR e SR 409 51 BEAH I P AR AE 1) tert
mRNA 732K SRR AR, KA S, R FERIZATE 2-C B TT A% 5% tert mRNA, 55K P32 W7 1T, 45 ks
%, NG SE R4 DNA 75 2-C HLIIFFUGE TR 8, ThESER tere AR MLIN FFUR LS, vl it 5 MG & 5 41 3 1) 4
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*ﬁgiﬂ /J\L’E*Flu gﬂuéﬁﬂﬁﬂr %Hﬁ’ terl%[il; hprt %Iﬁl’ ﬁﬁ&*jﬁr RT-PCR

FROES Q27

i oL T ER A A A A0 T T i R I S e S il
(telomerase reverse transcriptase, TERT) Fll RNA #
Bz 4 ¥ (telomerase RNA component, TR) #4J 1% 4>
il . iy R i 0 ok AE i B €8 44 K i 1 3 B DNA
(TTAGGG T 5 ¢ 41l) Sk AR 47 358 5 41 Jia v i 4 14
e, Bk g apR Rk AR RS . EATRR M, A BIR
/NI TERT WSS AN E AN, EATH R
A 56 AT B 49 o I o Ty, i A 8 1) 3 08 A e B 1)
WEEHLE, E RIS T 2547 /E TERT W&,
W LN N, L 2 T i b B 12 1) 4 45 1
M. AETEHANL IESIEE A AE, JLAR A 2
i e AN 2 008 i b P B LG B BR tert BEIA
Jiis  SEAR N BRI T AT AL 2R O 2 v b W 1, R
R HRARIER, AT, it
A S L Kb T MR OF R DN YRR B PR R BB B
A, bR R LU R, — ELHEEN, SR e R
B EAC, XLCOR RN NSRS 5, Skl g 1 A
4-C IR P EH H D, 52 i, Xu FBTk

L, RGP A A O BRSO 1 R R
WA, RIS PR SR B PR AR 8-C B B LA S A ED R
WA s S, B RS AR W/ BRI oG T
tert F DRV SR 4RI . R AF 9 6 B 30T iR 1)
Gy, JESTAR RIS 43 B 2 MU G B ) il B,
FHUHE S | () 0] B, il ] BEAE AR AL 1) B
BRERI RS, 2555 m s g5 K. K,
A2 [ Daniels 45 Ut 7 (1) 4% 2 BRI i ()
RT-PCR 7M1 /515, 454 AN/ tert (GenBank
AF073311) Al hprt (GenBank BC004686) JE X /741,
DL BN BE0 i sl WG AR i, ST T tert F1 hpre
FEIRIAE /N BRUOE RN BiR A AR i R b g e i X, oA

*[E % HARARLEFE 4 BT H (30270647), dbat i A 2R FHA S 4T H
(5012007), A A5 4 A ] 5 i i, S 60 s S0 U AR ] % v oK
“863” IRITIH (2002AA206311) 1.
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NI AR SN ALK A 3l swhife 2 L e sh )
LSy pIREE e

1 #RFTTE

1.1 FEAFRNEER

SEHSHH 6~7 JEES B HT (KM) /MR, T8 A =
RGO S L, AE 20~22°CIHE,
WA SR, JEEIR 6:00~20:00. G KT 77 H
CZB"™, 5.56 mmol/L D- #4374k, 4 g/L BSA; JWjih
#: /F W 4 20 mmol/L HEPES-CZB, 5 mmol/L
NaHCO;, {HA#E W7 IR Tyrode’s ¥, %3¢
BR[12] ik 77 VA Bl

BREF R W AL, WA 25 530 B Sigma 2
). 5 RNA 17 G4 4> %5 DEPC (BBI A ) 4b
FH, PCR 5|44 i e DNA I 7 b i 10 2 7
5E K.

1.2 A
1.2.1 /PRAZUS RNA FIFEHCK H A B e,

SMENE FIALPE /NS RS B B A
I i 55 6 4 2R O3 ol A VR R S, H] TRIzol
(Invitrogen 2~ W) VLI AL ZLE RNA. K409 ok
FETHE RNA WKFE, #E£3E4T RT-PCR.

i F 514 T1(5" AGCATTTCACCCAGCGTCTC
3") Al T2 (5" CTTCAACCGCAAGACCGACA 3'),
NSRS L B IR IR 2 2R RNA,
H RT-PCR J" H% terr mRNA Ji B{ (GenBank
AF073311). HAKT7 V5K, 1~2 pg 4148 RNA Fl
1wl 5% T2 (10 pmol/L) ¥ &, 70°C £ 5 min
Ja, WMIHETUK B, ERNARRTIA 200 U x4
% M SuperScript I (Invitrogen A 7] ), 5 wl 5x
ZE MO, 1.25 pl 10 mmol/L dNTP, 1 wl RNAsin
(Promega A F]), MW ZE K AL 2 25 pl, AR5
50°C f4if 45 min, 70°C 10 min, 5¢ & [ 55 il .
B, WS pl B RFSE =), 510 wl 5xZ2ih
W, 4 ul 2.5 mmol/L ANTP, 1 pl Platinum Taq
(Invitrogen 2 Al), 33 wl X ZE/K L& 1wl 5149 T1
(10 wmol/L), 1 wl 54 T2 (10 wmol/L)5¢ 4R A,
] GeneAmp PCR system 9600 (PERKIN ELMER A
F)VBEAT tert FE K B PCR 37 14 (94°C Pl A% %
5min J5, 40 MG, HHE94°C 30s, 57°C 30,
72°C 60's, ffij5 72°C 10 min, 4°C 1 h). H 1.5%f
DUEHEEAT DNA BRI VK, Ry =4, JIf H
A7 FH 2500 A 2R B B Vs DN IR BGR 7 (b o
RAWACA F]), (BB 40 284 RT-PCR =4,

B % 2 PMDIS-T #ifk (K& 5 4EY TREA 7))
S5 N
1.2.2 /N EUGRESH K VR JiEy ) o 5%

6~7 JH W ) KM BERL, BV 7.5 U 11
PMSG (R F m W E A A +w]), 48h )5,
R TS 7.5 U 19 hCG (7 3 T W& b W AT BR 2
A )HEAT BB ACHE Y. 584/ AR S hCG )5 15 h,
M GRE WAL G I - BRREAN M - B 54E, B 37C
i) HEPES-CZB, % 300 U/ml i% B Jii i /i ,
R¥E S min, LBRON 40/, HEPES-CZB ¥t 3
WJe, ¥ PBL o] DLIY) B RE4H e 8 N\ CZB #5597
W, BEA3TC5%CO, M, HERLBRIEH .
34> PMSG/hCG e £ HE N Ak 2R/ L, FE7E
W hCG JG LRI 3~4 JIREH) KM P LA 28, 1 I
hCG J 20 h, M AT FIA BE B i 50 4 b i S 2
¥5O, I 37°C ¥k ) HEPES-CZB, 300 U/ml i% W
Ji IR I, 2 R UM 40 i, HEPES-CZB ¥t % 3
W5, K2k N CZB, 5.56 mmol/L D- 4 %
Wi, 4 g/L BSA BiFR¥, BN 37 CIHILI 5% CO, 15
TR, FEFEMAG I, A 24 L5 97 i (Nune 22
")), IR RN 600 wl, FESL 40~50 MOENG, B
o 300 wl A7l . 23 54 hCG J5 20, 30, 35, 50,
65, 75, 93 A 118 h Inf, Jp Wiz . iz
M. 2-C HLH. 2-C Wi, 4-C. 8-C. ZMLFIHE
R B AR AR IR, & DL BB W A

ZWSCHR[ 1210k J77%, T Tyrode's %
(pH 2.5) ¥ i UNBF 20 B A Ji 140 328 W 7 OB AL 4 11
N BRSBTS B AR SRR R IR G, 10 HOk 1
A, 4 nlJEAE 37°C AR R PE Tyrode’s
e NS, BT AR S, K =
Hepes-CZB ¥ 1 All,  JF H.F PBS (Hyclone 4 7i)
T 1% BSA WIRVESR, ARG 7 B SRMEE 2 Al
25355 B Al 1) B RE 4 B B B BE R G, N Sl
VKHT ) 0.8% Igepal (ICN 2~ 7]), 5 mmol/L DTT,
1 U/ul RNAsin (Promega 2 7)) W, A
RNA Jiff [ B PCR & {E-80CUKA I A7, M
HE4T RT-PCR.

1.2.3  UBE4H LRI AR i 1) RT-PCR.

25 BRI B Al () O BEAE M ECE R IR, MR RS
80°C i A 5 min, K]0 RT-PCR — %3 7
% (Invitrogen 23 7)) K47 4 59 REAH i F1 IR i v 119
tert mRNA. 5 1 % PCR {549 T1 A1 T2, Hix
A N 997 bps fB 2 % PCR 1§ 51 ¥ T3
( 5" CATTTCACCCAGCGTCTC 3') # T4 (5
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CACCTGT CACCAATCTTT 3'), H kx & H
524 bp. [FI), 4 T RIS BEK RT-PCR [F 8 545,
FEZE 1 B RIZE 2 %8 PCR N AR & 3898 s 14 H1
(5' CCTGCTGGATTACATTAAAGCACTG 3') Al
H2 (5" GTCAAGGGCATATCCAACAACAAAC 3'),
HEAT HE FK LR hprt mRNA (GenBank BC004686) (1)
RT-PCR™, HFr4&H5 4 352 bp.

S AR 158 PCR I, O AR R 5l B
REYN A sl 6 48, 4 A 514 (1 wl 10 mmol/L
T1, 1 wl 10 mmol/L T2, 1 wl 10 mmol/L H1, 1 pl
10 mmol/L H2), 1 wl SuperScript II Mix (& [ % 5%
1§ SuperScript Il A1 Platinum Taq /), 25 pl 2xZ&
R K A, SAARFRR 50 Wl AE 1% T tert
cDNA J7 Bt (1) PMDI18-T ZARAE by BH 11 %k FE A4
B £ 6k B8 500 Platinum Taq i, AN 0N % S
RT-PCR [ N ()4 )&, SO°'CHLE 45 min, 95T
4 min, 94°C 15s, 57°C 30s, 72°C 1 min, 3%t 35
AMEFR; 72°C 10 min; 4°C 1 h.

B2 5% PCR IV, MNARRET 4l 2 14

RT-PCR ) S 754, 0.3 pl Platinum Taq B, 4 pl
2.5 mmol/L dNTP, 4 5[4 (1 ul 10 mmol/L T3,
1 pl 10 mmol/L T4, 1 pl 10 mmol/L H1, 1 pl
10 mmol/L H2), 10 wl SxZZ il AR KL, &
PRFLUA 50 wl. BHAEXT R A 7 B 42 PMD 18-T 2%
PRI tert cDNA 7Bt BRI ZH SRR A2 R B 26
1 % PCR B ¥ XS ¥ 4 wl RT-PCR 4 5 7= 4. J]
1.5%1) 3 IEBE DNA B2 HL vk kil PCR 475877 4).

2 & R

2.1 ImhUEEEL IR F RIS

I BERE PCR, e T 5149 T1 1 T2 st
1B KR B2 57°C. RT-PCR 39 B0, /N L2 AL
(B 1-1) BRAECE 1-2)0 B REE 1-3) TR 1-4)
R (B 1-5) AZAPEA tert FER I 5%, 974

PR 997 bp, TR SE R — S [FISBAE 997 bp
Hbr k77, £ PCR W 1) % 52 ] DL IF #ff Hb 41 2% 2
PMD 18-T #fk (1K 2-2, 2-3), FFHIl e 45 1Y
S5 (AF073311) — 2, /2 tert FER 7 BL.

997 bp

Fig.1 Transcriptional activity of fert gene in mouse adult
tissues
Total RNA isolated from the indicated wild-type mouse tissues was
reverse transcribed and then subjected to PCR amplification and 997 bp
tert PCR product was obtained. M: DNA marker; /: testis; 2: spleen; 3:
kidney; 4: liver; 5: thymus.

M 1 2 3
bp

3700
2650

1050
997

Fig2 PMD 18-T plasmid constructed with tert cDNA
fragment of mouse spleen
M: DNA marker; /: 997 bp tert PCR product obtained from the tissues of
mouse spleen; 2: 2 650 bp and 1050 bp fragments were obtained after
Sal 1/ EcoR | digestion of PMD 18-T vector containing tert cDNA
fragment. 3: 3 700 bp fragment obtained after EcoR | digestion.

2.2 tert/hprt FEE 7 R FA O EF 4B ARFIRE B A 4 T 12
R SRIE M

RT-PCR 45 IR (£ 1), I PMSG/hCG i %L
HEONSRAT I 10 A4 23 5533 BH 5 (1) B B BER i

Table 1 Summary of tert/hprt transcription analysis on single-copy matured oocyte and preimplantation embryos in mouse

Number of embryos expressing tert/hprt genes at various stages

oocyte

pronucleus(early) pronucleus(late) 2-C(early)  2-C(late) 4-C 8-C morulaec  blastocyst
(15 h-post hCG) (20 h- (30 h- (35 h- (50 h- (65 h- (75 h- (93 h- (118 h-
post hCG) post hCG) post hCG) posthCG) posthCG) posthCG) posthCG) post hCG)
tert*/hprt* 4 4 4 4 4 4
tert”/hprt* 6 6 8 2
tert*/hprt- 2

tert”Thprt™
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40% (4/10) (1) BF-RELH L [7] I A7AE tert FERVFN hpre F
DRI 1) % S5 K (tert Thpre, 3K 1, 3-2) + 14 A
60% (6/10) ) GF £ 41 i HRESRAT hpre 1) 2 e 5 7
Y, YIEAE] tere [ HARSAT (tertThpre, K 1, K
3-3).

/12 3 4 5 6 7 8 9 10 11 12 I3

Fig.3 Analysis of nested RT-PCR pattern of tert/hprt genes
on single-copy matured oocyte or preimplantation embryo
at various stages in mouse
The 524 bp and 352 bp bands corresponding to the PCR product of the
tert and hprt gene fragment, respectively. Transcripts of hpri were
detected at all stages of preimplantation development analysed and
oocyte (15 h-post hCG). I: reaction lacking reverse transcriptase as
negative control; 2: tert transcripts were only found in 40 % (4/10) of
matured oocytes; 3: no tert transcripts were detected in 60 % (6/10) of
matured oocytes; 4: embryo at early pronuclear stage (20 h-post hCG,
6/6); 5: late pronuclear stage (30 h post-hCG, 8/8); 6: early 2-C stage
(35 h-post hCG, 7/7); 7: half of embryo analysed at late 2-C stage
(50 h-post hCG, 4/8) shown expression of tert and hpri genes
simultaneous (lane 7); 8: 4-cell stage (65 h-post hCG, 4/4); 9: 8-cell
stage (75 h-post hCG, 4/4); 10: morulae stage (93 h-post hCG, 4/4); 11:
the blastocyst stage (118 h-post hCG, 4/4); 12: the positive control of zert
cDNA; 13: DNA marker.

B KR JIG () 8558 RT-PCR 45 BB 1&] 3 (4~11)
R s, BARskE, NIKIE R A% (20 h-post
hCG) FIZZXEIN(E] 3-4, 6/6), JEUT 454 1 JR A% 15 34
(30 h-post hCG) 152 K5 0P (Kl 3-5, 8/8), UMK E
% 2-C 19 (35 h-post hCG) LG (E 3-6, 7/7),
FEF LD hpre (WG S IE AR tert 5
(tert/hprt?). 2-C B3] (50 h-post hCG) I, B4 I i
(4/8) IIHEA ZH DNA FFA6 A 3l  [A) I T 454 5% tert
FERAT hpre FER (tert'/hpres, B 3-7), &80 A R
e g Horp 1 AR (tert /hpret,  2/8;5  tert'/hprt =,
2/8). M 4-C By BX(65 h-post hCG, & 3-8, 4/4)TF4h,
£, 45 8-C Br BE(75 h-post hCG, &l 3-9, 4/4), FMt
JEBY B (93 h-post hCG, Kl 3-10, 4/4), H &%
Ffr Bt (118 h-post h\CG, [ 3-11, 4/4), FifHIMENG
HB R 3 5% tert KN hpre FEN (tert /hpre?), 10 H. 5% 5%
AP RT G, UIRIRR B 5 SR

TCWRSE hprt I 52 tert [ KT AR =, 28 1 %
PCR 3 GEY 34 2 tert F1 hpre FER K174,

LLEASZ ARG G 2-C L] (1 3-4~6) IIIRNR A
RIS, HAUEBH T hpre mRNA [FAF1E, WA K
tert FE R IR 36 5% (tert Thpre?). DREIE IR Ko, Al
Fl 20 MR B HEAT RT-PCR I, J5i#% 530 (14 4-2)
UG AZ I (K] 4-3) (1) 520 R i TR TS 3R AT tert
ek, WA hprt ¥ RAETE (tert Thprt). {H3E,  1E
2-C HIHHIKT I 2] T tert mRNA [ AF1E (tert /hprt
Kl 4-4).

Fig.4 Analysis of RT-PCR pattern of tert/hprt genes on
multi-copy (20) embryos from 1-C to early 2-C stage in
mouse
The 524 bp and 352 bp bands corresponding to the PCR product of the
tert and hprt gene fragment, respectively. /: negative reaction lacking
reverse transcriptase; 2,3: no tert mRNA was present in multi-copy
(20 embryos/sample) embryo samples at early and late pronuclear stage;
4: embryos at early 2-C stages shown ter: transcripts; 5: the positive
control of tert cDNA; 6: DNA marker.

3 it it

AR SCAE T RT-PCR A F M R, R T # R
=Yk T cDNA TS &L R4, FATTR I
T WA — 5T, RS BRSO
ANFEIAN G b, o DURRE =K B W H A 2l
J& cDNA [ 8845 9L, 1 A 2k K1 41 DNA (17~
Vs S5, & RT-PCR 528, #zHE T
SIS0 Taq B, 05O SR IRIB 0 sty 2551
BATHIIL 997 bp M1 B, W3 H AR = H K
T tert 1] cDNA, 1MAZIEK 4] DNA. &5, 9
B P28 B S ve T PMDIS-T #8044k &, Jf Hit
T T FEAEEE, 5 GenBank JE 0 & 41111 /0 i
TERT ff L W) cDNA 751 (AF073311) 54—
B, RUIRATHA SEIRATF I tert FER #5574
S S 2 R, tert FEAE KM /N LI 52
i RMEL BRI R RR S 2 P A 2 B B
K, 5 C5TBL/6J il /I BRI S R 50 5 /D B9V ) 52
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i TS CBFAE R R 2 2R R SR A b 4
FH—35, R tere FEDRIAE /N BRUZH 2 b 1R 2 SR e A
EXESIN

ARG R KL, PMSG/hCG HEHEYR AL P )
40% 1) B 20 59 BE 40 Ho [5] I 47 75 tert A hpre [
mRNA, 60% (1] O BEAH il 51 24T tert 1] mRNA £
16, HEE JCvEHED 38 B Fp 22 S 10 JsL AL Al THAE
P M T R B R BOPE R, 0 OF R A0 i L
BAR, T8 ten SEH ) mRNA &% I 5%,
Eisenhauer Z57 I, BRI AT BEAN AP, tert
mRNA KK ARG, Kk, FRATTHER, ASA77E
tert mRNA [¥1/)> 55N RESH M WY 0% 08 T 1 B 471 o
REAH . Wit L300 ) B O BEAR b, A AR
KERID AR mRNADS, 11 tPAUS, g 7 G 5L
DRI A 2 s R X 75 ) REJS A 2 ) mater!”, 5 RN
R4 F AL AR S 1 dnmt ] U845 B REA BS2 K IS
X2 mRNA A TF LA 15F B (00, AT A AH B (1) 1)
e, ZHMKERBILMEEERE. A4 R K
L, SRR I 32 R 08 B tert mRNA A7 7E (K
4-2, 4-3), [k, X FAELFA tert mRNA (1) 5F R]
MK, XL mRNA 75528 G IR B g, 750y
FUFT A WA S AR 2 S IR A D ) i
Wity tert FEDAIAE 2-C WLIITFIR LS, ARG, 4
SRR HCE A BRI R (K] 4-9) , WoRIEA I
RALLE 2-C A BE O & IF an a8, i Ho2 R H1
FRUR I Bl SRR/ BRUVE G I DR 4 1) 85 S AE 2-C A3
TFUE A B 0929, ge s F5 DRI A0 IR LS I 52 TR 4
Ja B JE SRS 45 18, B AEABRER RO £
BT UESE.

S N ZEFE S RT-PCR 20 #7 & B, #5553k
hprt mRNA {77 T A7 G RFA0 A1 LI IG A A 1 %
ANBY B A AT, /I BRI 4 30 51 B4 i v 2
H hprt mRNA 17176, B, A FFRIED hpre 4
J& TGP REGH b s S A B DU RESE IR, B2 K O
1 2-C I IEAG (K 3 4~6; Kl 4 2~4) FAEAEI
hprt mRNA, [ K51 G0 REAN M, 1 AS 2 JI fif 5
[KIZH DNA #5174, BRI hprt mRNA —
HYEFRFR] 2-C FLH, R G 36 DR 20 T U A s BT 1)
hprt JER A ik, AE 2-C WR3Y, BRI hprt mRNA 7]
RECL o A MR, IR/, SR G 3 R 4 1
SRR AT e A B A A RIS, hfgdt
BRI PR sl tH B 5. AR S, 2-C B IR )i
AT 50% [A] I % 5% 2 Ff mRNA, 75 4k 50% U 5%
HIHA 1Rl mRNA (1), ATAgsl 2 XANRK, A

KRG TR A AR X A U s e 1 AN SRR
R0 0 TR EE A B IRk U, S ARSI
IR E T2, W H - ELAE RN 50X P D g S
K, I BB G A M 38 2, e sim Rk i
WIS, H B ) RT-PCR 5t ARSI £1]

B FE ) A= P24 2 PR PR A0 B v B A I, B
T et P A T S A 0 A 1) LA A AT R A
221 O BRI T g A T, iR R T R S 3
T2 ML R R R K, 3 A PSR R A HE A AR i
KA F 3 P s, T 2R K — B . 48k, &8
IS FEIFA R e B ik K E, HAT, AR
o Forb O, fEMR IR R E HIRE B, X vk )
SEAWE AT EE, AT WG R a2
AR AR E . I, ARSCHENT I tert 55 D REJE
IR B S e s, T LUK /N B EE 3T
R A0 Jf i bor (1) 2 S SERLIAR AT 25 (1 2%

2 % X
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Gene Transcription of Mouse Telomerase Catalytic Subunit in
Preimplantation Embryos”

WANG Yu, YAO Hui, AN Xiao-Rong, CHEN Yong-Fu, GOU Ke-Mian™
(State Key Laboratories for Agrobiotechnologies, College of Biological Sciences, China Agricultural University, Beijing 100094, China)

Abstract Telomerase is a ribonucleoprotein complex that elongates telomeres, allowing to stabilize the ends of
chromosomes during cell proliferation. Here nested PCR method was used to describe the transcriptional patterns
of mTERT (mouse telomerase reverse transcriptase) gene, encoding the catalytic subunit of mouse telomerase
expressed both in murine adult tissues and preimplantation embryos cultured in CZB medium from zygote to
blastocyst. The analysis revealed that the mMTERT mRNA expression in adult tissues, such as testis, spleen, kidney,
liver, and thymus. For single-copy zona-free oocyte or embryo samples, the tert transcript in 60% (6/10) of matured
oocytes (15 h-post hCG) had been not found, while the transcripts of housekeeping gene hpri located in all matured
oocytes (10/10). No tert mRNA was present in single-copy embryo samples at early (20 h-post hCG, 6/6), late
(30 h post-hCG, 8/8) pronuclear stage, or early 2-C stages (35 h-post hCG, 7/7), although the hprt mRNA
transcriptions were found during this period. Interestingly, the embryos at early 2-C stage expressed of tert and hprt
gene together in multi-copy (20 embryos/sample) embryo samples. Half of single-copy embryos (4/8) shown
expression of two genes simultaneous at late 2-C stage (50 h-post hCG), while the other half of them (4/8) only
transcript either tert (2/4) or hprt gene (2/4). Expression of tert and hpri genes were detected simultaneous in all
single-copy embryos developed at 4-C (65 h-post hCG, 4/4), 8-C (75 h-post hCG, 4/4), morulae (93 h-post hCG,
4/4) and blastocyst (118 h-post hCG, 4/4) stages and the level of transcription increased. These results suggested
that tert gene was began to express in embryos at early 2-C stage during the process of embryonic genome
activation and the level of transcription was increased during embryogenesis.
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