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Table 1,Btrain,plasmid and bacteriophage

Strain Genotype

Ksoz SupE hsdR gal metB

IMtar ¥-(traDzs proAB* lacl® lacZ
AM15 SupE endAil hsd R4
gyrAgs relAt thiA(lac proAB)

BHBzss8 Nz2os recA(Aimma4s4 cltsbz
redEam Sam/))

BHBz2s9%0 N205 recA(Aimma434 cIishz
redDam Sam/A}

Plasmid

pUC1p Amp*

Bacteriophage

EMBL3 A{Aam32 Bami sbhIii*bise
(polycloning site int2s nin44
trpE polycloning site]KHs¢
chiC srld4® nins srlAs®)

Miimpis

Mi1smpis

ILRARMBRLASE].EHBEKMRNascA
HMercle 277 5 IR EE Y 5 Sigma £
dl. BRI AR & HPromegaits]
e

3. HE WEHILI: BAEREE
(PGH)CDNACGRZ), e WG 3% &
KHEE1—5 SRERMNFS: 5/TT-
CCCAGCCATGCCCTTs/ (i 5 4otk

FIF1o914E 8 A 9 HIlEL
FREFBGERESEXEERE

ournals. Im. ac.

cn



4 B TE, ABRERNEEREERRNEREASS SRS 318

B .

4, FARE: F 55 7 He-2P)
dATP.: #FLF], 4R 2 Ha-2P)
dATP y-(**PIATP: EmAl LR A
Ale

(Z) K&

1, EARDNAMIRE: 5 KRS,
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REUFF3: 2 F0tE T & B9DNA,. #
FIREA RS, FRREE 5 DI RIE
(& 1), '

Bl ERREER
Fig 1. Dot blot hybridization for positive
clones
Upper line:five positive clones:EMBL3-
pGH1, EMBL3-pGHz, EMBL3-pGHs,
EMBL3-pGH12, EMBL3-pGHi1s, Lower
line:left, EMBL3s DNA,right,pGH cDNA

(kb)
21,2 menn

545 ——
428 —

B2 Smal &R

Fig.2 5ma ] digestion patterns of positive
clones
1.4 EcoR I -Hind [ markers,
2,EMBL3-pGH:553, EMBL3-pGH3s
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2, EgtpfiSouthernfs:s ¥ . H
Sma I 3FEMBL3-pGH3(E 2 tf B47.")
DNAZ: 47 B8 4, W % & (& 2)LipGH
cDNAZY #8413 f7SouthernBl 75, I
BRI R R AR 3), JHIEERER G
A —Sma I I,

B s Smal B1ESouthern i

Fig.z Southern hyhridization of Sma |
digested EMBL3-pGH DNA
1,4 EcoR [ -Hind markers;
2, EMBL3-pGH15,3, EMBL-pGH3a
Two bands were observed in both
lanes 2 and 3
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DNA, S-BIRES I e 1 #4817 3 &
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HTHERERE, 3BT & &pGH



4 1] % HE: BEETHEAREZEERNTTERES RS 321

ASma T fr 5 -3 # FF 5. iil4kbfy
BS54 L 2ratkad, SHH 1A
Z7%, HWIRERE M RpGHE HSma I
MATHAFEA. MWVizefgZt®A F %]
WUEH, Smal g LA BRESN
1.64kbZ, TN & M §Smal fr
B LEFEAIN A B S akb, W I, EM-
BL3-pGH3 8 & HpGIIHE ESmal fir
B F S, MiVizeE ESmal
PR By Y B R B2 0. 86kbik A,
EMBL3-pGH3&Southern Bl B =i 5
—A AR B, HI&Smal frsFiFs
MR- B pr gy Sh14kb, T RSmal fir K
Tl EEFAI ol gE R SE B0 . £ pho
¥, EMBL3-pGH3Hh 4454 KpGH
HEH,
HTEVizeEEFF SR F — 1T
Poull frps, BS&LEENTFHELZNE
%, FBPvul 8 fEMBL3-pGH3, 3 fi
SouthernElik, ZRIPWAFHIEREE
4), T J1,EMBL2-pGH3H 7 & gypGH
EFRRBRA—APvul 15, #HPvu-
I s T ¥R B, B mEM-
BL3-pGH& FpGHE R K3/ -1 iy 4 3

B 4 Pvul B#5ESouthern i

Fig.4 Southern hybridization of Pvul
digested EMBL3-pGH. DNA
1,A EcoR | -Hind f markers;
2, EMBLs3-pGHz;3, EMBL3-pGH3

FERl, 3ERTEE A 7SR B pCHEE .,
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Fig,5 BSal] digestion and Southern blotting patterns of EMBL3-pGH3
1.4 EcoR I -Hind [ markers;z.digestion with Aval .3.digestion
with Sal 4. Southern hybridization of Sal] digested EMBL3-pGH3 DNA
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Oir nuelleotides sequeénce determined upstream from Smal site in bGll gene
5! —m=ee=GRAACATGCCCACCGRCTAAGACAGCGCACGYGAGCGCAG-GAC GTG GAG CTG CT6 C6C

~===~==QGGGGACGCCCACCGGCEGAGGCAGCGCATCTGCCCECAG-GAC 6TG GAG CTE CTG CBC
% The pGH sequence reported by Vize
Intron Jer=v=eeec—ce-- -asp val glu leu leu arg

T1C TCG CTG CTG6 CTC ATC CAG TC TGG CTC 660 CCC GTG CAG TIC CIC AGC AGG
TIC TC6 CT& CTG CTC ATC CAG TC6 TGG CTC GGG CCC GTG CAG TTIC CTC AGC AGG
phe ser leu leu leu ile glu ser trp leu gly pro val aln phe leu ser arg

GIC TTC ACC AAC AGC CTG GTG TIT GGC ACC TCA GAC CGC GIC TAC GAQ AAG CTG
GTC TTC ACC AAC AGC CTG GTG TTT GAC ACC TCA GAC CGC GTC TAC GAG AAG (TG
val phe thr asn ser leu val phe gly thr ser asp arg val tyr glu lys leu

AAG GAC CTG GAG GAG GGC ATC CAG GCC CTG ATE CAG
AAG GAC CTG GAG GAG GGC ATC CAG GCC CTG ATG C6G~GT~----intron 4-----CAG
lys asp leu glu glu gly ile gln ala leu met arp

~(GAG CTG GAG GAT GGC AGC CCC CGG G====---3' TACCGAGCTCGAATTA==r=remmewew
~-GAG CTG GAG GAT GBC AGC CCC CGG G apl9
glu leu glu asp sly ser pro arg

He WAFFASHER

Fig.e The nucleotide sequence upstream the Smal site of pGH gene
The arrow indicates the sequencing direction

ERhE6.
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Cloning and Partly Seguencing of the Porcine
Growth Hormone(pGH)Gene from Pituitary Gland

Yang Qing Zhu Baoli  Zhou Shunwu @i Shunzhang
(Laboratory of Animal Biochemistry, Beijing Agriculfural University, Beijing)

The high molecular weight DNA. was isolated from porcine pituitary
gland,and the genomic library was constructed using A EMBL3 as the clo-
ning vector, Five positive clones were identified by in situ hybridization
with the full length pGH ¢DNA,Dot-blot hybridization,restriction analy-
sis and Southern hybridization showed that one of the positive clones
contains the whole sequence of pGH gene,Tow positive Sma I fragments
were subcloned, one of which contains the upstream sequerice from the
Sma I site of pGH gene and subsequently were partly sequenced, We also
compared the sequence that we obtained with the reported corresponding
sequence of pGH gene,
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Porcine pituitary gland; porcine growth hormone gene; DNA sequen-
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