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1 #MEFTE

1.1 ##

1.1.1 41235 RNA FE5 I H Clontech 23 ).

1.1.2 T RBEAAF. & A0 RS N D). ANTP.
TagDNA 2 & i Fll pfu 24 18 H TaKaRa 2 A 5
RT-PCR kit Ji{ ¥ pcDNA3.1D Fl1 % 4% ik 7l
lipofectamine™ 2000 14 F| Invitrogen A 7}; pGEM-T
easy BUAN H Promega A H]; & IENIE (Western
blot) I —Hih B, —=H14 HRP brid i -FEPL
RZ i EPUA, W H Dako A H].

1.1.3 PCR 5|# AT, 5149t EigA TAY) T4
FERMS A PR A A G, M i Bl e A s R
HRRAF 5ERL.

1.2 A

1.2.1 RT-PCR 4 34 A\ Bl £F 4 A0 AH OC DA . A
NCBI il %5 %% 111 Blast £1% GenBank A EST %#i
i, I N EST SofE AR R iSBLP® JLIC, 41
J¥ % %5 BI760250. BI5S17797. BI518221
BI761276 %%, iX4% EST 5 414> 5 K T A\ 45 -
B ARE 2L FRATIHEWT, 5 OK R iSBLP® W] JE A

cDNA J3 %] fil A AMCase = & A7 L. Al H
oligo(dT),, s BT 4G 5% 5, 514 HS1, 5’ cat gac
aaa get tat tct cct ¢ 3" F1 HAST, 5’ agg tca ggt tta tge
cca gtt g 3" 1 T PCR, ATMNBEFA12i1433] T PCR
7, AR N Jig R A 2R AT BT PCR 7).
i B 41 2143 2 ) RT-PCR 7 4 ) ¥ %) Fi Ok
TSA1902-L. TSA1902-S (Saito 253248, F45 4
AB025008 il AB025009)"'LL &2 A AMCase (Boot %5
$AZ, JP A5 AF290004)0 5 FEARAL, D8tk 34T
PR 1 h A )5 A0 RS 14 HAST LA
N'E R W s W) k4T PCR, 43 B 1) P 41
JERPFH) G AR 1 H1 . Rk WX L8 Fp 41 1) vl
P, FATEE 5 A0 L0 51 kAT 85X PCR 971X
SEJE B I35y i BY, HexF1S. HexF2S. Hex1S Al
HS1 73515 Ex8R, 5’ gat caa caa gee cag get g 3’ H
Ty N, 4321 PCR W 5 23 ) AE
HexF1S. HexF2S. Hex1S. HS1 Fil Ex5R, 5’ gag
agt ttt cag ctg get gtt ¢ 3’ LA J Ex5F, 5’ cat tgg agg
ctg gaa ctt ¢ 3’ F1 Ex8R, 5’ cag cct ggg ctt gtt gat ¢ 3’
BEATER 2Dy .

Table 1 Specific primers used and the length and GenBank accession number of acquired sequence

Forward primer Name
1 HS1: 5’ catgacaaagcttattctecte 3’ CHI1"
CH2"
CH3"

CHS
CHR"

2 HexF18S: 5’ gaaacctcctegtetgtgeac 3’ CH4
CH6"
CH7"
3 HexF2S: 5" gaagcctttgtgataaccacaga 3’ CHI1"
CH2
CH3?
CHR"

4 Hex1S: 5" getttccagtetggtggtga 3 CHI
CH8"

Length GenBank accession number
1214 AY911311
AF290004
1302 AY825504
1188 AB025009
1354 AB025008
1141 AY789445
1482 AY911310
AF290004
1341 AY789444
AF290004

Y The sequence acquired was not the full sequence submitted. ? Later we cloned from human kidney library and obtained the

sequence as it.

1.2.2 w A RT-PCR F=# ). th 1.2.1 5 211
RT-PCR ¥ 55 pGEM-T easy &/ 4%, ik bH 4k
oo BEREA TN .

1.2.3 AUE B50r. MR R . S 4)75)
LA T TN & T EREITE, 1E http:/www.
ncbi.nlm.nih.gov/BLAST/ &1 AN [ (1) 54k A 1B AT
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g 3 1Ry 41 1 AE A http://www.ncbi.nlm.nih.
gov/gorf/gorf.html AT AN 41 (1) LL XS A A http:
//www.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.cgi; %
i 7 51 LL X5 AE ftp:/ftp.ebi.ac.uk/pub/clustalw/index.
html?ZEAT, AFHI /& ClustalW 1.8 JiiAs: SEDH ) &)y
T #£ http://www.cbs.dtu.dk/services/Promoter/ I 1T
T, KR A A Promoter2.0; ¥ % K 1 &5 & A
A R AE A http://www.gene-regulation.com/pub/
programs/alibaba2/index.html ' [f] AliBaba2.1 £ )7
1 http://www.cbrc.jp/research/db/TFSEARCH.html
1) TFSEARCH 727

1.2.4  7ESUAZ AN L R 1 I 1R 3 1 5 BN 2R A ).
_F %% 51 %) HuKFFor, 5’ gtc gga tcc cac cat ggc caa
gct cat tct 3'; HuKMFor, 5" gtc gga tce cac cat ggt
ttc tac tce tga gaa ¢ 3' 1 HuKSFor, 5’ gtc gga tce cac
cat geg tga age ttt tga gea 3" 405 FUFG 1Y) 5 gte tet
aga ggc cag ttg cag caa tta ¢ 3' I 9 AL &% G b5 X
4K [f) PCR 7*#J ChF. ChM Fl ChS. PCR /=4 Fl
JAURL pcDNA3.1D 1§ il BamH T F1 Xho T W1k, 2%
Jo HEAT E B R AR B MR v BE R %, 49 3
ChF-pcDNA. ChM-pcDNA F1 ChS-pcDNA BH % Jit
ki, HYEAZAIN N cos-7, JIkL pcDNA3.1D 1k )
X PRI EA T e . o 1 D B bR R AR A A T 04,

2 & X
21 WEIYERML T RESEEE RS9

MNE AU RNA FE 53R 1S 2 A~ RT-PCR
AP 1), P74 CH6. CHT A1 CHS 8741 3 il 55
TSA1902-S. TSA1902-LUFI A\ AMCase® 1)) 41—
. 7% CHI. CH2. CH3. CH4 Al CH5 LL & Hif
S AR R AN SRR ). &5 5 )R] R
30 PCR #EAT T #fiiE.

Blast 7} HTiX 28 P 1 o, AN 1 5 G ffk )
contig NT_019273 f & IX L5471, I HIXLLJP AR
A AE A A LD AL S mRNA [ 44 ) B ) A48 S 4.
Tk 0k I PR AL A R R R, B g ok
NM 201653 F1 AK098814 [£] 73 7} />3 Filb A 75 F
% contig W, HI A AL WE W GBI W R I8 B
WU, 54 Sugano FlI Suzuki H HORL I v B 1S 2.
XL 7 N I DR AP 51 () LU B A o T 1k A
AT N1 S5k, Jre THN (B 1), B
SMNET - WE Tk, WER 2 FoR. BRANE T 7 R
ST 8 LKA 1 RSN T 1a Z IR &7
JLAth B A4 RS2 A 47 5 38 T A GT-AG BY 1) 3 )
(K 2).
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Fig. 1 Exon-intron structure of the deduced gene

Exons and introns are represented by boxes and horizontal lines, respectively. The swarthy areas of the first and second exons represent

the variant exons imposed. The start and stop location of each exon in contig NT 019273 is indicated on the top, and the similarity of

each exon to corresponding genomic sequence is indicated as % in () below the exon number.
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Table 2 Exon-intron junctions
Exon Exon 3’ exon junction Splicing donor Intron Splicing acceptor 5" exon junction Exon
number size/bp size/bp number

1 89 -ccatagtatg GTGAGTGTAA- 19449  -CTCTATTTAG aagcctttgt- 2

1 89 -atgacaaagc GTGAGTGTAA- 19517 -GACTGCAACC aagcctttgt- 2a

2 93 -ctcetcacag GTGGGTTTGT- 1196 -TTCTATCCAG gtettgteet- 3

3 30 -ttgcagetcg GTAAGTCATG- 471 -CTACACACAG getetgecta 4

4 202 -tgaaaaataa GTAGGATGAG- 2148 -TGTTTTACAG gaacagccag- 5

5 57 -ggactgcece GTAAGTCTTC- 673 -TCTCCCTCAG tttcactgcee- 6

6 166 -cctggtgcag GTGGGGAAGG- 298 -TATTTTACAG tgaggaaact- 7

7 139 -tattactgag GTACATATTCT- 1807 -TTATTCTGTA gaaatgegtg- 8

8 125 -aactgtcaca GTGAGTGATG- 180 -CCCACCTCAG gtacctggac- 9

9 124 -cctcaatgtg GTGAGTCCCT- 383 -GACATTGCAG gattatgtca- 10

10 186 -ttactacgag GTATGTAGAT- 441 -CTTTTGAAAG atctgtacct- 11

11 120 -cgatattaag GTAAGATCAG- 87 -CTTTAAACAG getcaatgge- 12
12 142 -cagagtgcaa GTAAGTGACT- 744 -TATGTTTCAG gttgecacgge- 13

13 345

HA75¢% CDS 194> ¥, CH1. CH2. CH3 Al
CHS, HZJEMR) 754l H ORF finder F2£/7 3T T il
. FATAEAR VeI ey 1 1 o] B 26 1 2 1 5 (0 iy 32
T, X IX e gL L R 7 41 fl CH6. CH7. CHS FiI
CHY W& 5 7 5 AT T A B, RILIX L
cDNA JFAI R 43 A~ 3 2% (K 2 F1iE 3): a. CHS,
BIN AMCase, & HAMNEF 4. 5. 6 18 MASH

SAET 7, MAMET 2 PR EIERR, KN
476 NRAKER, HFAHWRGESIKTE), BN b
21 N IERRAIRG, O a0 236 21 41 A 5
b. CH1. CH7 f1 CH9, ANEFAANET 417, HE
AHINET 6, IR MNINE T 6 TTih, AR
FHABAESIKTH], 4Kk 368 MR c.
CH2. CH3. CHS5 Fl CH6, REEHNET 6 iS1

CHI1 ‘Ela‘ E2 ‘ E3 ‘ ‘ E5 ‘ E6 ‘ ES ‘ E9 ‘ E10 ‘ Ell ‘ E12 ‘ E13 ‘
— <«

CH2 \ E2 ‘ E3 ‘ ‘ ES ‘ ‘ ES ‘ E9 ‘ E10 ‘ Ell ‘ E12 ‘ EI3 ‘
= <«

CH3 ‘ E2 ‘ E3 ‘ ‘ Es ‘ E6 ‘ E7 ‘ E8 ‘ E9 ‘ E10 ‘ Ell ‘ E12 ‘ EI3 ‘
— <

CH4 ‘ El ‘ ‘ E3 ‘ ‘ ES ‘ E6 ‘ ES ‘ E9 ‘ E10 ‘ Ell ‘ El2 ‘ El3 ‘
CH5 ‘E2a‘ E3 ‘ ‘ E5 ‘ ‘ E7 ‘ ES ‘ E9 ‘ E10 ‘ Ell ‘ EI2 ‘ E13 ‘
—> <«

CH6 El

‘ES‘E9‘E10‘E11‘E12‘E13‘
— <

cH7 | El ‘ E5 ‘jﬁ ‘ES‘E9‘E10‘E11‘E12‘E£‘

CHS ‘Ela‘ E2 ‘ E3 ‘ E4 ‘ E5 ‘ E6 } E8 ‘ E9 ‘ E10 ‘ Ell ‘ E12 ‘ E13 ‘
—> <«

CH9 ‘ El ‘ ‘EZal E3 ‘ ‘ ES ‘ E6 ‘ ‘ ES ‘ E9 ‘ E10 ‘ Ell ‘ EI2 ‘ EI3 ‘

>

<«

Fig. 2 Schematic representation of the alternatively spliced RNA molecules derived from pre-mRNA molecules (top line)
and the protein isoforms predicted to be translated from these splice variants (bottom line)

The coding region of those that have complete CDS are indicated by arrows. Note that (1) CH8, human AMCase, ID AF290004 that includes exon 4, 5,

6, 8 and excludes exon 7 codes amino acids from exon 2; (2) CHI, CH7 and CH9 that exclude exon4 and exon7 but include exon6 code amino acids

from exon6; (3) CH2, CH3, CHS and CH6 that exclude exon 6 or include exon 7 code amino acids from exon8. Their translations are all stop at the

same site at exon 13.
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Exon 1
gaaacctcctegtetgtgeacgaacaggtggecgactetggageccaggetgttgetttecagtetggtggtgaatectecat 83
Exon 2 (CH8-ChF)
84 agtctg|aagcctttgtgataaccacagaatcagaacatataaaaagetctgegggactggtgetgactgeaace atg aca 163
M T

Exon 3 Exon 4
164 aag ctt att ctec ctec aca glgt ctt gte ctt ata ctg aat ttg cag ctc glge tet gee tac cag 226
K L I L L T G 1 V L I L N L Q L 3 s> A Y Q

3 4 b b

227 ctg aca tgc tac ttc acc aac tgg gcc cag tac cgg cca ggce clg ggg cge tte atg cct gac 289
L. T ¢ Y F T N W A Q Y R P G L G R F

290 aac atc gac ccc tgc ctc tgt acc cac ctg atc tac gee ttt get ggg agg cag aac aac gag 352
N L D P C L C T H L T Y A F A G Q N N E

3
Exon 5

353 atc acc acc atc gaa tgg aac gat gtg act ctc tac caa get ttec aat gge ctg aaa aat aalg 415
[ 1 1 E W N D V T L Y Q A F N G N K

Exon 6
ga ggc tgg aac ttc ggg act gee celt tte act 478

416 aac agc cag ctg aaa act ctc ctg geec att g
T L L A G G W N F G T A P F T

S Q L K 1

(CH1, CH7, CH9-ChM)
179 gece atg gtt tet act cet gag aac cge cag act Ltc atc acc tca gte atc aaa tte ctg cge H4l
A MV > T p E N R Q@ T F T T S VvV I K F L R

S
542 cag tat gag ttt gac ggg ctg gac ttt gac tgg gag tac cct gge tet cgt ggg age cct cet 604
Q Y : F p_ G L F D W 1Y S G S P P
Exon 7
605 cag gac aag cat ctc tte act gte ctg gtg cag|tgaggaaactaaagtacagagaggatttaageaacttgeee 678
Q D H L F T L vV Q

679 aagatcacacaactagtaggaatcataacttcctetgeagtttggetacagagtecattgettetaageattacactaggetgee 763
Exon 8(CH2, CH3, CH5, CH6-ChS)
764 cgttattactgag|gaa atg cgt gaa get tit gag cag gag gec aag cag atc aac aag ccc agg ctg 830
E M A F E Q E A K K P R L

831 atg gtc act get gea gta get get gge ate tee aat ate cag tet gge tat gag atce cce caa 893

MV T A A V A A G I S N T Q S G Y E T P Q
Exon 9

894 ctg tca calg tac ctg gac tac atc cat gtc atg acc tac gac cte cat gge tec tgg gag gge 956
L S Q Y L D Y I H v M T Y L H G S W E G

957 tac act gga gag aac agc ccc ctc tac aaa tac ccg act gac acc ggc agce aac gee tac cte 1019
y T ¢ E N S P L Y XK Y P T D T G S N A Y L

Exon 10

1020 aat gtg | gat tat gtc atg aac tac tgg aag gac aat gga gca cca gct gag aag cte ate gtt 1082
N vV v M N Y W K DN G A P A E K L I V

1083 gga ttc cct acc tat gga cac aac ttc atc ctg age aac ccc tce aac act gga att ggt gee 1145
G F P T Y G H N F I L S N P S N T G I G

1146 ccc acc tct ggt get ggt cet get ggg cece tat gee aag gag tet ggg ate tgg get tac tac 1208

T s ¢ A G P A G P Y A K E S G W Y Y
Exon 11

1209 gag | atc tgt acc ttec ctg aaa aat gga gec act cag gga tgg gat geec cct cag gaa gtg cet 1271

E [ ¢ v F L K N G AT Q G W D A P Q E V P

Exon 12
1272 tat gce tat cag gge aat gtg tgg gtt gge tat gac aac atc aag age ttc gat att aag | get 1334
Y AY Q G N V W V G b N T K S F D T K A
335 caa tgg ctt aag cac aac aaa ttt gga ggc gcc atg gtc tgg gee att gat ctg gat gac ttc 1397
Q L. K H N K F G G A M V W A | D L D )
1398 act ggc act ttc Lgc aac cag ggc aag Lit ccc cta alce tee ace clg aag aag gee cte gge 1460
F_C N F P | S T L K K A L G

b ¥ L

Exon 13
1461 ctg cag agt gca algt tge acg get cca get cag cee att gag cca ata act get get cec agt 1523
L Q@ s A S C T A P A Q P T E P I T A A P S
1524 gge age ggg aac ggg age ggg agl age age tel gga gge age Leg gga gge agt gga tte tgt 1586
G S 6 N G S G S S S S G G S S G G S G FC

1587 gct gtc aga gcc aac gge ctc tac ccc gtg gea aat aac aga aat gee tte tgg cac tge gtg 1649
A V. R A N 3 Y P V. A N N R N A F W H C V

T

1650 aat gga gtlc acg tac cag cag aac tgc cag gcc ggg ctt glc ttc gac acc age tgt gat tge 1712
N 6 V T Y Q@ @ N € Q A G L V F )

1713 tgec aac tgg gca taa acctgacctggtctatattccctagagttccagtetettttgettaggacatgtigeececeta 1789
C N W A =%

1790 cctaaagtcctgcaataaaatcagcagte 1818

Fig. 3 The cDNA and amino acid sequences of the CH1-3, 5-9 that have complete CDS, which reflect presence of

splice variants

The positions of splice sites are indicated by vertical lines and were elucidated by reference to homo sapiens chromosome 1 genomic contig
NT 019273.17 (Hs1_19429). The bold italic fonts represent positions of the respective transcript start sites. The signal peptide, the catalytic center

for chitinase activity, the hinge reqion and the chitin binding domain are indicated by single underline, box line, dashed underline and double

underline respectively. Their amino acid sequences are same from C-terminal with different N-amino acid initiation. All these protein molecules

consist of N-terminal region and C-terminal acid chitin-binding domain of 45 amino acids long and 65 amino acids long hinge region in-between,

the chitin-binding domain and the hinge region are same to each other, the catalytic regions are same from their C-terminal with different

N-terminal amino acid initiation site. Their translations are all stop at the same site at exon 13.
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SR T, gD SRR AN T 8 FFR, AL IR
JFPHIARRAGESIKTH], KN 315 NaLR. 1X
L8 cDNA [F14gufih ¥ 28 b F A8 1 13 11— 47 s Ab.
XU A B C ke 2 AR R, JUR N sl
FERREC AR AT SN fR 7 S5 MRS RUVE IR, XLt
H AT EAT N sl s PR AR C i el 45 A
AR A RN EE G LT RS /3, Wi 2 8] i
65 N FEMR A IR BE X ARG, 456 LT 45
Py SR BS i DX A B — 3, e A 36 PR AN C i
EAH A, U N o s R IR AL AN |, Wi 3
Pi7s. IR 2 SE R P A M L s 7R, R S AT
N 3 T A AR A0 S8 AN TR, AEL I 44 R AE 0 4 AR
AT

WA 1 FISME 1 AT 2 kb BT FIH T
JAET AT, SR SR, KRBT, F-—pa
M TR F 45 G0 kR, AR 1 BifR K
DL TATA R CAAT #4584
2.2 EEZMAE T EIRR RIK

ARG T 3 B IEEA, Y cos-7 45
BT FUREE A, SWonEAHEARE TG 3
s a. 5% HuKFFor F1 15 #1444 ChF-pcDNA
2R W B IR, AT RN 55 ku;
b. 514 HuKMFor #1151 ) 4 ChM-pcDNA [f]
R EA RN RIE, ANrmBIfsr, 51
BN 45 ku; c. 514 HuKSFor AR ¥i7 5] #0044 &
ChS-pcDNA [ 4 i H A4l N 3Rk, A7k
SN, 3T L 40 ku (K 4).

kn M 1 2 3 4 5 6 7 8

118.0 —
87.0 —

47.0 —

36.0 —

26.0 —

20.0 —

Fig. 4 Western blot analysis of recombinant protein

M: Molecular mass marker of protein, the molecular mass as indicated at
the left; /: Supernatant of cos-7 transfected with pcDNA3.1D; 2: Cell
lysis of cos-7 transfected with pcDNA3.1D; 3: Supernatant of cos-7
transfected with ChL-pcDNA; 4: Cell lysis of cos-7 transfected with
ChL-pcDNA; 5: Cell lysis of cos-7 transfected with ChM-pcDNA; 6:
Cell lysis of cos-7 transfected with ChS-pcDNA; 7: Supernatant of cos-7
transfected with ChM-pcDNA; §8: Supernatant of cos-7 transfected with
ChS-pcDNA.

39’

GG EE BT, BAIMNE AL RS
RNA Ff i sd b 21— 4175, R4, X407
FIRA T REk B TR, i T el AR B i
AN R B BY DIAR S, G e B ) AR S AR 21 ol A
IR P 37 A -, T 5 S A A A
ALK (K] 2). T s, BRANET 7 RIS EF 8
DA ARG 7 1 FANE T 1a Z A&, HoAb
AN 52 AR p5 3 1A% GT-AG B YIUUGEE 2). H AT
PERB 7y B s L R P R B B U)K 43 #R8 F &
Z L) GT-AG M, HEWHAEDH S GT-AG
ANFIEIYL, eSS 7 F1 8 Z I N 1 BY )
M GT-TA, 4N 1 F2a Z A8 4 GT-CC,
BTAVF RN [P IX L cDNA J@5H, AR 1 F 2§
PG DU Al 57 un A R TR Y, A4
K2 0L LA R B ) 7 20, A TR A
HEAT 73 T AR SR

JSEAFAEIX LB U AR e, HUE: X 2E B )47
SRR PE RO N A 3R, ARChRid N
ChF. ChM FI ChS, XLe8 iRt C
Uil A AR A ), U2 N i S R AT 4R 07 AAN [
SEEEIAST RV R, IR S ER S AT N i
P iE PEEB AT AN C i iy 45 NEIERR A R4 AL T
JR SRR, P Z 10 65 AR FEIR ALK I B i
DAHRE, 256 LT 0TI 2 A8 Sel R B e DX A B — 3%,
Pl e A S A AN C i AR ), B0 N o B 1R
Gy GE VA=W NN A g =R S A IR AR S A
AT N TR AN B P AR, H 2 Ya A AE
HIAR KA (K 2 F1EE 3). ChF il ChM ) N % &5
AU T TR B S 1k 0 55 (AT PE O R R 57
W PEA bk L (DXXDXDXE), 1fif ChS it = i 2
ChL #5111 N % 100 N2 HE/R /ChM 1) N % 53 4
AHEEMR, AHAX AL (] 3). B SR ChF
ChM #B L A B 4 Ab 08 P b0 19 08 57 08 PR A7 R
(K1 3), {H ChM & 6= J# 34 ChF & N %i 87
RIEMR, XFNF A AR O] B 5 B0X P A i
PR 2257 YR IX =& ML 751, ] LA
ChF £ 27 W B e 4M Y, 1fii ChM AT ChS U7 4
ML AT I RE, BRI Rk =) 8 1 o B R s T
Xk R DA X = A R T e R
Al AT AL

Saito 45 1R H J5U A 2% A8 UF S 9 B TSA1902
(CH6 #1 CH7) AR T4 (044 1p13. FIEEPE 20 )7
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G WoR A4 R 2 — 30 B oh 7 B
FEBVEAT IR 8 87 20 BT W AN R g JE 307 X8k 3R
AV A5 B % o b, R v B AT B T aX Lt
cDNA J¥51, H Al i A 1R 2 ) 3o 75 g v, 41 -
U LK 2L S5~ 2[Rl — WU e s AR AN IR B 9] 07 X i)
), WAL R 2 5l AR 85 2 Hir kI,
TR 2 (1 B D) A e dd,  Horp— S8 ORI R R 1
AT HE 00 1) A= W 2 TR 9, i AT — L8 )3 ok
mRNA [f] nonsense-mediated decay 1 7 % 5 & 1k 7K
re2n, CHS, BN AMCase CUAff 52 DL A i E 2L
PATIHAE, CHI, fRWIHEth & LLE A B U7 Ih
BE. AHE, FRATIA B 1K L 43 1 5 B 3 R 1 5
PATAEFFE D Bk S R R, SRR R
FUBIM SUE BLRNA JE S 5 3R 08 5 s fh 40
W8N, DASOIXEE Sy B RN K IA, A 1Al
W A7 A5 A, B EEREAT HE 0 (0 41 M R 1) g
WF5T.

WX L F BI04 2 B
T8 126 (4 U0 1 AT 5 A8 AN 7] 2 SLRAN [ s R A B A
], B TP E A ARG C i LT R4S A 45 F ik
PSR BEDX A R[] 1) N ity 2 Ik IR 2 G 37 A5
A RE FEOAN R A K & A e R LR N A
ANF RS E PERULT BRBGHEA IS e, =2 SR A1
BF ST BB R 1] 253K 26 i .

IR HIRS IR 2 0 2 A AR TR T ATTAENL
W R ARFE S RE. BATWER, £ NFHR
CH1~8 HAA[FEKI-13iE5 L & CH1 F1 CH3 1
7 il £ 2 T ¥ e 4 1 08 (BRdli R K 3K); Saito
ALK I ) TSA1902 (CH6 A1 CH7) mRNA 74 fiti 21
U R IL, (R FRATARBE M AN 4121 cDNA
(J&) B Clontech 2~ ) v [% % % 3 K. CH8, B A
AMCase /£ BAILNREKE, W58 EEY
AL, T E AR ZURAROK -2k R W & A7 T g
Z: 5 i CHY, 7EWEN B3 il Rk K B
W, BIFSES S Th2 4 H A5 (02w 03, 1 AT 7E
W it 55 2 il v e 4 W % 3 CHI R CH3 (1) &
ik, WRIXEE ] BEAE AR N I AT Gz 48 LAA
(1) oAt T L T .

AT T IRIZEES> T 10 A2 Dy it LA S AE RS il
FFL A T 1 .
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Cloning and Bioinformatics Analysis of
Human Lung Fibrosis-inducing Factors®

CHEN Xiao-Hua?", CAI Guo-Ping'?
("Department of Biological Science and Biotechnology, Tsinghua University, Beijing 100084, China;
? Life Science Division, Graduate School at Shenzhen, Tsinghua University, Shenzhen 518055, China)

Abstract Chitinases are ubiquitous chitin-fragmenting hydrolases, however until a few years ago that chitinase
like proteins have been found in mammalian. A silica-induced bronchoalveolar lavage protein (iISBLP¥) with
fibroblast growth promoting activity in silicotic rat, which had high sequence homology with members of the
mammalian chitinase protein family has been previously purified and characterized. Bioinformatics analysis
showed that several human EST clones from pooled colon, kidney or stomach matched the rat protein sequence.
Thereafter clone from human kidney RNA samples with several pairs of primers was managed and a set of
sequences was obtained, whose cDNA and amino acid sequences have high similarity with each other and several
human chitinases in GenBank. Comparison with human genome sequence suggests that these molecules may be

from variant transcripts of same a Pre-mRNA. Here the characterization of these sequences is reported.
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