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FEA KT 1 80T 0.5 WA KA 2 5+
1.8 cDNA 5RENF

c¢DNA e % E Research Genetics Inc., H
i 7 & (Promega A ) Hh#d . 4lifk, ABI
230 70 .
1.9 EMEEFESN
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FIBH G 17 76 S WA I 40 AR HNE1 A 3R 0Kk 58 24,
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Fig. 1 Differential expression of EST AA773454 in HNE1 .

NPC biopsies and human normal embryonic nasopharyngeal
epithelia by RT-PCR

HNE1L ; 3 : NPC biopsy : 4 :
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Fig. 2 Differential expression of EST AA773454 between
human embryonic nasopharyngeal epithelia and HNE1 by
Northern blot

N: human embryonic nasopharyngeal epithelia; T':
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2.4 EREEXEERNENEEFESN
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;- B-actin

muscle; 7: kidney: &: pancreas. 2.5 NAGIS % & Egu%iﬁ*ﬁgﬂgﬂ li]:l H"J %1&5 53
ERSRELEN

pa 1B
23 Jg‘gﬁiﬂﬁiizﬁzﬁsm*fﬁi , DNA EIELE B 5% 6 4F B 0 0 41 0%
i ﬂqALf_ﬁ S 15 e F_':}_{J J%LHLD\]A XFAhJE L DNA 354 KU 800 2 28y, i W
o AR 802bp 1) DNA JVI8, RGBTy \773454 15— BRI A T ASER AL, JF L
Em}{NAGIS. -;f.ﬁzﬁfﬂ—ﬁ227aamjfc%¥£|ﬂ-wsﬁf.§é, 3 44i AL RPLG (I 6). THHALAR B HT %L
ST polyA JERUEATS (1 4). BT HNEL s E LRI R (7).
GCACGAGCCCCATTGCAGCCGCAACCCTGTCCTTGTCAGAGGAATTGGCAGGTATTCCCGATCTGCCATG TATTCCAGAAAG
_ M Y S R K
GCCATGTACAAGAGGAAGTACTCAGCCGCTAAATCCAAGGTTGAAAAGAAAAAGAAGGAGAAGGTTCTCGCAACTGTTACAA
A MY K R K Y §$S A A K S K V E KKK K E K VL ATV T K
AACCAGTTGGTGGTGACAAGAACGGCGGTACCCGGGTGGTTAAACTTCGCAAAATGCCTAGATATTATCCTACTGAAGATGT
P VG G DK NGGTI RV V KILIRIKMPRY Y P TE DV
OCCTCGAAAGCTGTTGAGCCACGGCAAAAAACCCTTCAGTCAGCACGTGAGAAAACTGCGAGCCAGCATTACCCCCGGGACC
[’RKLLSH_GKK]’FSQHVRKLRAS]TI’GT

T L 1 L L T G R H R G K R V.V F a0 s s o
CTGGACCTCTGGTCCTCAATCGAGTTCCTCTA CGAAGAACACACCAGAAATTTGTCATTGCCACTTCAACCAAAATCGATAT
Ik SR R RT H Q K F V. I A T S T K I D 1
AGCAATGTAAAAATCCCAAAACATCTTACTGATGCTTACTTCAAGAAGAAGAAGCTGCGGAAGCCCAGACACCAGGAAGGT
S NV K1 P K HL TDAYU FKKKIKILRK PR HQE G
GAC }A'I“L‘.’I‘TL‘(jA.(‘.ACAGAAAAAGAGAAATATGAGA'VFALXKJA(}(}\G(I)CAAGAT'TUATCAGAAAGCF{ T TGGACTCACAAATTT
E,1 F b T FE K E K Y E I T E QR KT D QK A V DS Q1 L
TACCAAAAATCAAAGCTATTCCTCAGCTCCAGGGCTACCTGCGATCTGTGTTTGCTCTGACGAATGGAATTTATCCTCACAA

P K 1 K A1 P QL QG YL RS V F AL TNUGTI Y P HK
ATTGGTGTTCTAAATGTCTTAAGAACCTAATTAAATAGCTGACTACAAAAAAAAAAAAAAAAAA

L V F =

Fig.4 Sequence and ORF of NAG18

[ : leucine zipper pattern.
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NAG18: 6
AC009245: 115836
NAG18: 66
AC009245: 115896
NAG18: 126
AC009245: 115956
NAG18: 186
AC009245: 116016
NAGIS: 246

ACD09245: 116076
NAG18: 306

AC009245: 116136

NAGI8: 366

AC009245: 116196

NAG1B: 426

AC009245: 116256
NAG18: 486

AC009245: 116316
NAG18: 546

AC009245: 116376
NAGIB: 606

AC009245: 116436

NAG18: 666
AC009245: 116496
NAG18: 726

AC009245: 116556
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ga 365
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gagccageattacccccgggaccattetgateatecteactggacgecacaggggeaaga 116195

¢ 425
ARRRARARRRNR RN

geggtggttttectgaageagetggctagtggettgttact tgtgactggacctetggtee 116255

LT !uilll'ill!!illl [HTTTEE

SURRRRRRRRARRNN Y

aas 485
FHTTEETT

tcaatcgagttcctctacgaagaacacaccagaaattitgteattgecacctecaaccaaaa 116315

aaga 545
RRRRRRRMARRRRNARRARE

tcgatatcagcaatgtaaaaatcccaaaacatcttactgatgettacttcaagaagaaga 116375

05

FECCEEELEEEE TP T R TR P LT EE e

agctgcggaageccagacaccaggaaggtigagateticgacacagaaaaagagaaatatg 116435

PECCREEEEERCEE POEEEEErr BT P e E e e e e

agattacggagcagtgcaagattgagcagaaagctgtggactcacaaattttaccaaaaa 116495

i

CEEREECREEEECREEEEEE e P EEEEEEEE TEEE TEEEEEE T
tcaaagctattectecagetecagggctacetgtgatetgtggtigecctgacgaatggaa 116555

fatgtcttaagaacctaattaaatagctgactac 784

ttateste
PECLEEECCETERLCEEECERREE TR R PR LR s Trreet
tttatcctcacaaattggtgttctaaatgtcttaagaacttaattasatagttigactac 116614
Fig.5 Homology analysis of NAG18
#%: ORF region of NAGIS.

2001;

28 (5)



2001; 28 (5) S FES5EMEHERE

BTBTBT BTB T BT

Fig. 6 Southern blot of NAG18
T: NPC biopsies; B: paired peripheral blood.

1 23 4 56 7 8 910 1 12 13

. i

Fig. 7 Methylation analysis of NAGIS8 in HNEI cells

I, 3, 5,7, 9, 11: Mspl digestion; 2, 4, 6, &, 10, 12,

13: Hpall digestion.
3 it it
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WA A S SE R 181 S B S0 A6 LOH 4
INF 4.1 M. BB R LU 7q32- ter KR
At M 25 AR 5 ZU B 1% 12 DX 7 A7 4 R 400 900 i
AL A S A B A I g /N L[] R 2k X A7 T D7S500
~ D78509~ D7S495 Z [alff kAt b, K STS J#4)

Prog. Biochem. Biophys.

+ 715 -

VERBRET i w2 07 TiZ X 1) BAC Wb, IFFIH &
V- iR 32 SREWE A5 ZR Gu AT I T s A T X A 1 30 A
ESTs [FRIE/K I, T i 31— 5 S W i 52 1EAH OC
[} EST AA773454, 4314240 0l JUAE S 9 41
JOANTE RS ALZA R (A o T IR 4128, cDNA Wb
MFF3iAF 4K 802 bp IMAEN NAGIS, J&—AME
BT 7q32 [ 5 MRS AH DG FE R 5L M i 2k 1K
545 684 bp M5 B HESL, 4ahd 227 DL IR,
AR PE R R AR, e TR, HemiSX S A
o R HEBLIL (leucine zipper pattern), Ui HH 1%
FERE S DNA Bkt A7 R SE A,

AW RN S AL B’

TAXREB107 JE[R i S [P, TAX J2 AR T 42

HlLes 1 WA &S, Sl 59 R
IKK 8 A H i #5405 A i e sk I 7 NF-xB, 1
N T 40 1 i ob 47 3 45 SR A el i EB
ARG ) BUR & A LM P18 i #0% NF-kB 1 2
L5 b ik 5 R %2 TAXREBI07 f& DNA
gitwEn, ST AR T 1M & s EE 1
A i 5L 7 31 1) tax-responsive 1 58 1 JCAF 1 C
XA, WIRHERES S T tax M FM
s It R R

FHIE AT L, NAGI8 & [A 7 S Wl i 21 2 b R Ik
B s A S i 5 DNA 455 A0S DNA 1)
Hesk, FFAESE R DIRL) 25 9 H BEA0 A0 A i 4%
A S WA ) A A R e ke AR . kA, 2R R &%
HgiE A5 A RPL6 LA K 4 it ™ 4 i JiE [+ 5,
R ZIEIIR fE — R EORSF I IR, HOf DNA 2%
A2 R AT R R AL A Y.
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Primary Study of Nasopharyngeal Carcinoma (NPC)
Associated Gene on Chromosome 7q32- ter

ZHANG Xiao-Hui, LI Zhong-Hua, ZHANG BrCheng, DONG Li, ZHOU Ming,
CAO Li, TANG Ke, LI WerFang, LI GurYuan™

{ Cancer Research Institute,

Xiangya School of Medicine, Central South University, Changsha 410078, China)

In order to clone a novel putative NPC associated gene on the smallest common deletion region of

7q32-ter. BAC clone was screened by PCR using STS D7S509 probe. The uprregulated expression of 3 end

expressed sequence tags (ESTs) localized within this smallest common deletion region were screened in NPC cell

line HNE1 and NPC biopsies using EST-mediated positional candidate clone and bioinformatics. T he full length

c¢DNA of candidated EST was cloned through ¢DNA clone sequencing and bioinformatics. Southern blot and

methylation analysis were used to study the machanism of up-regulated expression of NAGI8 in NPC. The

results showed that the fulklength ¢DNA of NAGI8 is 802bp, its encoding protein is 227 amino acids. It is

highly homologous to human and mouse TAXREB107 and RPL6. Loss of gene copies and aberrant methylation

are not the machanism of its uprregulated expression. It can be concluded that the gene NAG18 located in this

region may be a putative NPC associated gene. It is a highly conserved gene. It may participate in T ax- mediated

tram activation of transcription.
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