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Transcription of the type-II procollagen gene (COL2A1) is very specifically restricted to a limited number of tissues,
particularly cartilages. In order to identify transcription-control motifs we have sequenced the promoter region and the
first intron of the human and mouse COL2A1 genes. With the assumption that these motifs should be well conserved
during evolution, we have searched for potential elements important for the tissue-specific transcription of the COL2A1
gene by aligning the two sequences with each other and with the available rat type-II procollagen sequence for the
promoter. With this approach we could identify specific evolutionarily well-conserved motifs in the promoter area. On
the other hand, several suggested regulatory elements in the promoter region did not show evolutionary conservation. In
the middle of the first intron we found a cluster of well-conserved transcription-control elements and we conclude that
these conserved motifs most probably possess a significant function in the control of the tissue-specific transcription of
the COL2A1 gene. We also describe locations of additional, highly conserved nucleotide stretches, which are good
candidate regions in the search for binding sites of yet-uncharacterized cartilage-specific transcription regulators of the
COL2A1 gene.

INTRODUCTION

Collagens, the major structural components in many different
human tissues, form a large family of proteins with a wide variety
of functions. Over 25 genes coding for collagen chains have
already been characterized and localized in several chromosomes.
Types I, II, III, V and XI, which form the subgroup of fibrillar
collagens, exhibit remarkable conservation of gene structure but
very diverse expression patterns [1,2]. Type-I and type-III procol-
lagen genes are expressed in several tissues but the ratio of these
proteins varies considerably from tissue to tissue [3]. The
regulatory mechanisms mediating these complex expression
patterns are only partially understood, although a considerable
amount of information on the regulatory elements in the pro-

moters andfirst introns of these genes has accumulated [1,2]. The
aI(H1) procollagen (COL2A1) gene demonstrates a highly specific
tissue expression. The gene product, type-II collagen, is only
found in cartilages, nucleus pulposus and vitreous humour [4].
Difficulties in analysing these tissues probably explain why much
less is known about the regulatory elements of this gene. The
current information comes from sequence analyses [5-7] and
transfection experiments with constructs containing short seg-
ments of the promoter and/or the first intron of the gene [8-10].

Since type-II collagen is the major structural component of
vertebrate hyaline cartilage, it is not surprising that the cor-

responding gene (COL2AI) has been linked to different cartilage
disorders. These include both hereditary chondrodysplasias
[11,121 and an inherited predisposition to an acquired cartilage
disease, early-onset osteoarthrosis [13,14]. The mutations charac-
terized so far in these diseases include point mutations, deletion

of an exon and a partial duplication of an exon in the triple-
helical domain [15-18]. In one case a point mutation creating an
effective null allele (nonsense codon in the triple helix) has been
associated with the Stickler syndrome suggesting that under-
expression of the COL2A1 gene alone can result in a disease
phenotype [19]. Therefore mutations in the regulatory areas of
the COL2A1 gene, resulting in deficient expression of an allele
could predispose to late-onset cartilage diseases. A prerequisite
for a search for such mutations is detailed knowledge of the
regulatory regions. Here we report the complete sequence and
structural analysis of 1.3 kb of the upstream promoter and the
entire first intron of the human (4.1 kb) and mouse (3.8 kb)
COL2A1 genes. Our strategy to identify significant regulatory
regions is based on the assumption that highly conserved regions
between mouse, rat and man can guide us to functionally
important sequences.

MATERIALS AND METHODS

Cloning strategy
Human. A cosmid library was constructed of partially SphI-

digested DNA from an individual heterozygous for two intra-
genic polymorphic restriction-enzyme-cleavage sites (Hindlll and
PvuII) in the COL2A1 gene [20]. These polymorphic sites
facilitated the recognition of the two alleles. Fragments of
20-30 kb in size were ligated to a cosmid vector derived from
pJB8 [21]. The library containing approx. 700000 clones was

screened with a radiolabelled 4.5 kb SalI-BamHI fragment
from the 5' end of the COL2A1 gene [22]. Forty positive clones
were identified. The two alleles were identified by amplifying

Abbreviation used: COL2A1, z1(II) procollagen gene.
t To whom correspondence should be addressed.
The sequence of the human COL2A1 gene has been submitted to the EMBL Nucleotide Sequence Database under the accession number X58709,

and the sequence of the mouse COL2A 1 gene has been submitted to the GenBank Nucleotide Sequence Database under the accession number M65161.
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h -1142 tgqggagaag ----oagtt tgq-ctaagq tgagaqagg- -gcgctcacc gqggaaggtg aqg-t-gagg --cggcaa -- ------------1101mr -1103 .a. .c. .0c etec... ...... g.g.....t g.g.a.a.9g .a.t....t . ..9-.... tc.a.gg.ta qgggaagact tggagaatga

h -1075 gcggagggct --agqggqcc gactgggaaa ttctggcgc- ttctceecgg ctcacagaac tc-g-ccagc tggatcggcc t00ccgatcc ctq-ccaggg -1001r -996 t.q. qgt..t. .a. a.. a.a ..c......t....t.cc ....a... .ga.t......g.c.. .agac. .t . g
mt -1003 .-.tt.qg.. -gg ...* .at a...a.....c....t .. .999gcc....g.&.. oqa.t......g.ca.. .agac. .t .. .g. ..a.

h -981 ccgoagcagt gaccaaccgt ccotgqcoaa agct-gctct acgacggoog goaagtgcoca ctcoocgggg gactcccgga coocagocag gaagagcaga -901r -902 *.. .- . .g&. ... .9C .t..... otocas..ta agg.oa,... ...t. .a . .t .. .t.a. . .tqg ..... o...C.a -905 . .t...-.... ...a..9.... c.g.t....tcca.. .ta agg.ca. .. ...t. .a .. .t.* t.a. . .tgg........c..

h -882 caccacgtct gagcctggag ctagacagtc ceccoacagc aqgcaqcttg caccgtttag tctoggc-tc cotccgtcot ctgtggotct ttcagtcccc -801r -804 -.tt.g-a.- a..t---- ---.---- t..aat.c.q ct---..g.. .gg-a...t. .tg...tg...g..tq. ...ca.t..c ..t.....at -806 -. .t.g.a.- . -------.*tat-- .t-- .. . . ..ggg. .tg. . ..ca.tc.c g.t.....

h -783 ttcccagggc ctgoccotgc ccoacaco
CIisi

ttcacacagg tctccttctg tgcaqtaaca caccagctot tttcctggct gtcggctcag ccaacttcgg
.0..... 0.C.0.t....g.q.t.....ac.o c...t.a. .c acaca.a.ct . -g.C0..... .....C.. g... .tt ....ac.c g..,* a. .c ac.cq .-...

h -683 cctgtgctcc agaggaagco ttcaacgoag agctggatgg gggagggqt- -ggagggoag tog-ctgtga acgtccaggt ggqjagtotgg ggaccaggtar -636 . .ccgt..a. ct. .attttt . ...ta. .t- .t ..t..... ....t a..ga ..*t. -g.tt. .c.. g.C .......,-.ca ocga....m -649 ..cc.t..a. ct...cctt- ..t.t....t- ..t. t....t a..g....t. *9.t.ccc.. gac .-........Ca o.gg1 ...

h -586 ctgcagggaa gg-gotaaaa gatagigtogg ggtaacoott cagatctggc tcagctagcc tgtotccaag atttaggact ctgaatotct gtgggotcctr -539 . .-.c.ca.. * a..*.qgg.q... t. .aa.. .------ ------
--- C.-.. ......t. ...ggcag.. tccat.ag--mt -553 . .-.c.ca..*.ac..ggt. .aa. *.. -------------.-. -.. ..c.....t. ...g.caa.g tccat..g..

h -487 ecctgtcceo actcccaaac gcotgacgog gtgocccc-- togocotoog ctgctccttt ct-accgctt tocctcctcc
r -466 .ttata.ttt ggct ----- ------0c.0 .oo-. .taaa --ct. .c.at .o.a .. c.- . .tt.tcogc .ta. .t.gt.
at -478 .--atg.ttt gg. .. .c0.. * .acct.c.o .cot. .taaa .--t. .c.at .oo.a.....tg.tco ..tgj.tgct-

h -390 ttggtctagg gototcggoc tgogcototg caaac Icc ccccatcga gaactoogag gggaggggcc
r -381 cga.,;. ..aa . .. .cat.t at.... ....- aaotooga......O.a ...
m -388 g.9..a.a a. *.oa..-t .at ..........:....d..t...c..a.........a....
h -297 900 atgt 9gg9g9c a9gogg-cag ccggg9ttt ggggggcagg 99-ccatctc tgcgcc gc toaggc oaotoggogo actaggggtg
r -286 t4-t ..t.t.9g... t...aa..gg ...c.a.c..

a..g..
.to

I.4
....... ....g...a. A-tc .-

ctocoatgtc ttttcogtcc
....to.o. .. .o.a.c.t

gga.--ca ggcccttccc

c. .tgctc.a cc.....

-701

-601

-501

-401

-301

-201

h -199 9 ~ a agogtgactc ocagagaggg gggtcoggct tgggcaggtg cgggoaotgg cagggcccag gogggotoogd ggocg gttcaggtta -101
r -194 . .....4 -.. a.-c.a.. c.a.t....0 .t .... t .... t.... tcc.a. .tg. .&.a.......... ... to.....

s

h -99 cagcocagct gggggc-agg Ic~ojggtt 4gg gagttcgcca gootogaanag gggoo-gggog c Ia a ogggcgogoggc ggggagaaga -1

Fig. 1. Sequence comparison of the COL2A1 gene promoters
Line h, human gene sequence; line r, rat gene sequence (from 5); line m, mouse gene sequence. The nucleotides of each promoter are numbered
on the left, the consensus nucleotides on the right. Only nucleotides differing from human are shown in the rat and mouse sequences; identical
nucleotides are marked with a point (.), and deletions with a hyphen (-). The sequences were aligned with the PCGENE program. The potential
Spl-binding sites (S) are boxed. Also marked are the TATAA box (T), two enhancer core elements (E) and a conserved pyrimidine-rich sequence
(P). Marked with horizontal lines are the partially conserved AP-2 site (A) and the locations of the two putative silencer elements (CIISI and CIIS2)
described in the rat sequence. Over 500 bp of human promoter sequence upstream from consensus position -710 represents previously
unpublished data. Only 217 bp of the mouse promoter have been published [24] and from consensus location -227 upstream the sequence
represents new data.

the DNA spanning the polymorphic Pvull site directly
from lysed bacteria of the 40 clones by PCR [23]. The primers
used were 5'-GGGAAGTGGAGTCCTTGTGG and 5'-
TTGCCGGGAGCACCCTAAGG and the program for the
amplification was 95 'C for 1 min, 56 'C for 1 min and 72 'C for
1 min for 30 cycles. The PCR products were digested with Pvull
and analysed on 1 % agarose gels. Both alleles were isolated and
these cosmid clones were subcloned as EcoRI and Pvull re-
striction fragments into the pGem3Blue and pSP72 vectors
(Promega, Madison, WI, U.S.A.) respectively to obtain over-
lapping subclones.

Mouse. The genomic sequence of the mouse COL2A 1 gene
was obtained from several overlapping cosmid clones [24]. The
entire gene and approximately 1.3 kb of upstream promoter was
characterized by sequencing. The sequence reported here was

obtained by using the original cosmid clone and 20 subclones in
the Bluescript SK - vector (Stratagene, La Jolla, CA, U.S.A.).

Sequence analyses
The subclones of the human COL2A1 gene were sequenced

using the SP6 and T7 sequencing primers and 12 additional
oligonucleotides, and the subclones of the mouse gene were
sequenced using the T3, and T7 sequencing primers and six
synthetic oligonucleotides. The sequencing was performed using
the Sequenase reagent kit (United States Biochemical, Cleveland,
OH, U.S.A.).
The structural analyses of the human and mouse sequences

and the previously published rat promoter sequence were per-
formed using the SEQIN, NALIGN and NMATPUS options in
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Table 1. Location of recognition sequences for transcription factors in the promoters of the human, rat and mouse COL2A1 gene

The locations given indicate the 5'-nucleotide of recognition sequence in the consensus sequence shown in Fig. 1. c, Coding strand; n, non-coding
strand; *, one base mismatch in the recognition sequence.

Location of 5'-nucleotide
Description of

Sequence factor Human Rat Mouse

TATAA
GGGCGG

CCAAT

TGAGTCAG
G(CG)(CG)(TA)G(GC)CC

CAGCTGTGG
GTGG(AT)(AT)(AT)G

GNNTTGGTGA

TGGGAATT

RNA polymerase II
Spi

CAT-binding protein

AP-1
AP-2

AP-4
Viral enhancer core

-28 c
-80 c
-115 c
-119 c

-28 c
-80 c

-119 c

-198 c -198 c
-234 n -234 n

-473 n
-210 n
-869 c

-555 n
-128 n -132 n

-168 c
-241 c
-253 c
-321 c

-794 n -794 n
-792 c -798 c

-949 n

-1024 n

-71 c*
-296 c*
-444 n*

Transforming growth factor-,8
inhibitory element

-902 n*

E2A (EIIaE-Cfl)

-1077 c*

-156 c*
-71 c*
-296 c
-411 n*

-28 c
-80 c

-119 c
-132 c
-198 c
-234 n

-869 c

-168 c
-241 c

-794 n*

-949 n
-995 c*

-156 c*
-71 c*
-296 c

-726 n*
-868 n*

-182 n* -182 n*

-1114 c
-462 n*

-621 c* - 748 c*

the PCGENE program (Version 6.25, IntelliGenetics, Geel,
Belgium).

RESULTS AND DISCUSSION

The promoter region
For the analysis of the promoter region we sequenced 1542 bp

of the human gene and 1103 bp of the mouse gene upstream of
the transcription initiation site. These two sequences were aligned
with each other and with the published 995 bp rat COL2A1
promoter sequence (Fig. 1) [5]. Some of the putative regulatory
elements in the human promoter between nucleotides - 694 and
-1 have been reported previously [6,7] but no evidence for their
functional significance is available. Within this 694 bp sequence,
nine differences were observed between the new sequence and the
previously published data [7].

Since functionally important regulatory elements are con-
sidered to be well conserved during evolution, we performed a
detailed comparison of the regulatory motifs of the promoter
regions of COL2A1 genes between mouse, rat and man (Fig. 1).
Experimental evidence supporting this hypothesis comes from
the work on chimeric mice which express a human COL2A1
transgene in a tissue-specific manner [25] and from studies on the
expression of rat COL2A 1 promoter/enhancer constructs in
chick chondrocytes [9] and in transgenic mice [10].

All three genes were found to contain the same canonical
TATAA box, important for binding of the RNA polymerase II,
in an identical location between nucleotides -28 and -24 (Fig.
1). No CCAAT box, typical for most eukaryotic genes, was
found in the immediate upstream region in any of these genes.
The mouse and rat genes have a CCAAT sequence between
nucleotides -869 and -865. The functional importance of this
motif may be minimal since in the human promoter it is replaced
by CCCCA (Fig. 1) and all of the flanking sequences are greatly
divergent from the consensus sequence [26]. Another CCAAT
motif is present in the non-coding strand in the rat gene between
nucleotides -210 and -199 in a region of marked divergence
between the three species analysed (Fig. 1). Three GGGCGG
sequences were seen at identical locations in the three promoters
at positions -80 to -75, -119 to -1 14, and -198 to -193
(Fig. 1). An inverted Spl-recognition sequence (CCCGCC) was
also observed in all three genes between nucleotides -234 and
-229 (Fig. 1). The fact that these sequences are conserved
between species and especially in the absence of the CCAAT box
means that the four Spl-binding sites (GGGCGG) probably
play an important role in determining the basal promoter activity.
The 'reverse CAT box' (GGTTA) reported in the human
promoter between nucleotides - 105 and - 101 [7] is found also
in the mouse and rat gene. However, since no factor capable of
binding to this sequence has been described, its importance
remains unclear.
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1 gtaagtettc
..gc.

101 taaaacggct
88.

200 tcggtgccca
164 . .a.. .agag

300 aatgggctct
243 -----.t.a.c

400 gaacttaggt
298

499 caaagcagag
378 .... gg.c.

599 gctctttag
467 . .ag-.c.cc

699 ataaagggta
559 t..--...c.g

799 tccccgeggt
640 --..... aca

ceccgccgct gcctgcetgc ctgctttcca tgcgtccctc ageatcettc tccecggccc getccagetc tggageccgc ggetccgggc 100
.g .... c .. .. .. a.t.c. .....ac.--- .....t.a .....t tt.c .....a. tc.a....tac... ----a-ta. ..g.t...g.t

cccggggtcg tagcgcgccg acttaggcac aggacaegea gaagttcacc aagaagagtt ctgccaatca agac-tctgt cccagggtcc 200
----aa ..c .a-... .a. -..a t g.tcct.a ...... g.g.a. c.ca. .t

tcgcagttgc aagtatttgc aggtccctac gttgcgetag aatactgaac ttgcaaagtg ttggctegga gaagtttgcg cacagatata 300
..a.ga .gact ..ct.g. .a----.. c.-a--.g.t a.....c--

--
-aa. cgc.

tttccaccag ctttgataat taggegcaca tgcacacagc tegcetettc gaagcacttc gagttcagca aaaacagatc tcaactcatc 400
c....t. ...ga..--. c.ca.-----

gaagtaggaa agagagagcg cgacggggag caagcaaacg ccaaagggtt gacttcacag cct-gtccaa ggcttggtgg ctggtgggct 500
-.... a.t.. a ------ ------g .t.c ..cat a t.g .g. .a.ac. .ca.aa..

ttagacaaag gggactaaca ctctgacact ggtgggetga aatccaggc cacaaagaac ggcttccgat aggccetctg agacetcagc 600
c --a c .... .a a - .t.e.g. c.. .t...c

ggtaccctce cccteecag gga geaaggtgca gccctagcgc tcatctcgac ttccctccgt ccgcetgcgc ctctcttctg 700
a.tc.. g.tat.ag..... c-. -t ...... .....a.- - ..g.c.tt. ..tgaaa.-. g..tct.ec ..tg.c. c.

cagaaacttc cagtaggaga ggccatctga aagacgataa cattccaacc agaccgtget tttcaaatgc cccgaaaat agegeccect 800
...--- -- -

a...t.g... g a. .. c gt ..cc.--- ....a...a

cttaccecat tecccgccgc cecgaggtac tacaatgagt tacttttcta aattetggaa ctcacegagc caggctgcgt ggtgtgtgtg 900
.ac.a.ac. ---.tata . ....-----......a.--a ---------- ---------- ---

h 899 tgtgtgcgtg tgtgtgtgtg tatgtgtgtg tcagggaagg ggagcaggct ggtcgattgc taeggttgct acaactattt caaccggtat agttagagat 1000
m 694 -- - a..-..c--. c

h 999 ggctcttgta --gtcg-ggt ccaaatgctg ttcggactgc acctttetac c-cctcettt ggtaaggtcc actctggg a atattca ggacaaacga 1100
m 750. agc.... tagc.tc... .... .g. .---.c .. .. c.t c.g ......a... C....

h 1095 a gtattagg tagagaggat ttttttttcc acgtgtttgg geacgtttcc gacggetggg attccagccc tgtcttt--- -gtatgttac 1200
m 847 1......c--..a ............g.a. g. ctc t.

h 1191 agattgtaaa tcaatcgcag agggaaactc ttcggc---- -gggggaaat aaaagttc-t ctgccttcga ggetctgtgg gccctctect gccaccaggc 1300
m 943 .e.c. .t t. g .-.t .qacagt a ..t..gg.. ac.e. e.c. t.tt. ....c

h 1285 tgtttccagg gatagcgtgg aaggeggcgg gctcaggcgg gctttccggt ca--ttagcg cagcgg --gggc agggctggag ctgcggcgc 1400
m 1042 ... c. gt.a ... gctt.a. a. c.g. a.... .tct.....t.t tg ... accc ggcggg..a... agg.ga....

h 1373 agetgcgagg agccgggagc agga- - gactctg--- -gccgggtca ccggtagtg cgetaagctg gaggc--gcg ctc-----Ct gg-gcattt 1500
m 1142 t. .c. a c ...gat ..c.ctttcc c.c.ceg c..a....gg .ag ...g.c. a ca ... ct.ct... t. .gaget....gg. .gggg

h 1454 gaggaata-c ageg--tga ctatacgtgg cctggactca gactgactat attttt-gta ctaaatttac aagcaeacgc cc-acaaagc tgtcttcttg 1600
m 1242 .t ..ggggg. t. .aag ..t t.g ..t.... t...aga.ag c. g t.c c.t..a. .c... gg.

h 1548 actgacecct gcettagtga gc--aatgga attagctggg tggetttaaa ataattetca aattctccat ccggtattag ggtegcttgc ttaattaggc 1700
m 1342 ..c.gt--g. t.t ...tg.. ..gc.g.... g.g.a...a. c.t .....--.. cget. g t taa .gc.. a.g....c g.gtca

h 1646 ggtagaggtc tctc--atcg ccgeatcttt cctgggaggg agtga-ttcc acagcttc-t ccg --- ---gcc caaacettcc 1800
m1 438 aag.... tc.ct. tc ..ta.c.. --.tt. c a tg. at.agtgtgg gtgggtgggg ggaggtt.t. t ..a t.

h 1718 agtcgctcct cctcecagag g-gagtgtga ttetgcatcc gagag----g ctgattttgc gccctggagc atcccacctt ttata-actt ccec- 1900
m 1536 g...t..tac ga.c.tgc.t ct..cca..c cc.cc.cc.a a.a.aaatc. t..g....a. a...ca.ctt gc.t....aa .ggc.g..ac ...a.aetct

h 1807 -gcctggggt cagc-ggacc caaa ggacgt ggaa atgcgcagtc tgcgtggacg tcaggaatgt cagacaceta gagetcggoc acacccetcc 2000
m 1636 a ....t..ta. ca.a ... ... ac .. .... c. At. t-. t.... ... a... .... ca. g.g.t...

fiC
h 1905 tetecatctt tccacgagtt tgagaaactt actggcggcg gcgtCt t ectctgcatcagag cectcgect- ccgaaagtgc cectggctca 2100
m 1734 ... g.... gt c... aa.a.a. a....t ....... tg... .t. .g

h 2004 gg-ggagaga tctcaatec ett.gtgag gettttgc *tgggagat tggeagegat ggettceaga tggggetgaa aegctgeccg tatttattta 2200
m 1834 ..a. ag. . c g.... g . .... ac .... . l .. .. . .. . .......... ......... .. c. . .. . . . . .

h 2103 aactggttcc tegeagagac ctgtgaateg ggetetgtgt gcgetegaga aaagcecat tcatgagaga cgaggtccag tgggttetet cgtactc.ca 2300
m 1933. ...tg..g..a t .a ..c.. .c.c --a.c

h 2203 gaceecc-tc tccacaatg c-.----- -cccctgtg ceegcc gccaccctc gg-ctccagc cctgcgcaga 2400
m 2031 ... c ...t acagctc ccgeetcat cceceeec a t. ....C. ..g ..e.....e.

h 2271 gcggcggtga agcaaaacag ttccgaaa gaggtagctt tttaattggc ttgccacaaa ga tacggcectg cggtaatgag gggaaccgga 2500
m 2131 ... ac..e...g .g................. g.ga.g .C
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h 2371 tcaggcgcgc cgggatgcta tcggcagccg ttttggagca gcaattatgg tggtgctggg ctcctccgtc cacacctagg ggatccggtt acggcgctgg 2600
m 2231 ..g.g .-g. a t.t .. c c.. c.t . c a.. .g .t. .t. .ga .cg. c. . ..t a...t...

h 2471 ttctg gggcagtcat ttaatcccac ttttcactct cccggtgtct
m 2329 . t . t.. a.. t. a.g.a.

gtgagc--ga g--ccgtgtc cagagccgca gccaca--ga gtcactcagc 2700
..ct. .tg. .gg.t. ..... g...c ........aa... ....

h 2565 ggctcttaca cccagcgcag cctggccccg cccctgcgcc ggcgcttccc g-ggccgccc ttccccggga aatctgatcc gcacggggag tggcccctct 2800
m 2429 a. c. g ..... a.cc.t ..tt ..... c... .gg... ta ..g t-. ..g ..c.c... a ..tttcacga c.ca.

h 2664 cctagcattt ccccctctcc tccctgggtc ctcatgggcg aggqtqggct ctcctgtaqt ctgggctgqa qcq-cattaa ccqatgcccc ctctc=caca 2900
m 2526 ....g t.t.qqq.tg .. .-.a..ca g. .t. a.ta.a.t ..c a.ttct....a..a.a.a..- ... t..c..g ..tt.- . t. ac....ag.g

h 2763 ccttcctcac cqcctgcatt cc----actg
m 2622 ata.taq.g. ...tg.ggq. qggqaa.g..

c---tccagc t--attttaa cq-gc-qgqt gtqtccccgc aacttctgta ttttccc--t ggaatcect- 3000
qgat.gg... cta.gq.gq. g.a .a...a ..a....a..g....gacc .. .cg t.

h 2849 caccctcctg t-gattatct tqcccaaagg ctagqgcggat ----ttcttc tagtgggaaa qtaaaaagga -acgtttatc tttggatttt
m 2722 ..g.t ..tcc .c .. .. t.t . ata... gggt.. ...g..t.a t ... ..C.

cactctcttt 3100
.g.c. ..c..

h 2943 aaagagcagt gggcaggctc gtttctttct ccgcct-ctq qgtttqtggc tctttcctat tattcatccc ctqctgctgc tattgccttg gggattttga 3200
m 2821 g.......a. C. C. .c a.. ca .... .. c ..t .a...tt... c.c. .t..t .a.

h 3042 tgagaaaaac acgct--ggg cgctccctac gacgtggtgc gg-ctctaca gcccttggct qctaaggagc gctcttgtca gcacaggttt catttgcagc 3300
m 2921 ...-. gcc. .....c..a ...... . t..c... .- ...c.t.c. ...q.t.c

h 3138 atgaattcca gacggcagqg cgctggtgga g-gagactag tccctgctat tcttcctctg cagtcttgga ggaggccagg cctggactgg -caatcttag 3400
m 3011 c a.q.t.c.. c..ga . -..-t.a-. t.. a.c -... t..a. t. .g.

h 3236 ccctagccag gtattcaacg acccctgctc cccaaactgg gg-tgctgtt ttcagatgga ggcagggcct ctccaggcag ggcetacaggt ggaggtcagc 3500
m 3107 ..acga.t.c...g.gaa t.tt....ta ....t.t..t ..c.... a.c. tca. a.a.t . ---....... ........c c-.

h 3335 actgggggcg ctttggctcc actggcctcc taagcagttt attagcctgc ccaagcccca aqtgtattgt ttgaatgggt ctatccccct ccccaaattg 3600
m 3193 -..--c .ga.- ---.....g. cttt.......

h 3435 gtcctaattc taatatggtt caaagaatga gacaagatcc taattctaat agctcqtctt ttcaccc-cc tttcttatat acctattttt ggagcctcac 3700

h 3535 tgcttataga ttccaatttt tgtaggtaga attttctaca ttccctctga atgttagttg tcagttgtat ttagctaatc ccataattcc cagaggaagg 3800
m 3251.c...g c.--t. t.c.-.c.a. aa.... ttq.t. t. t.a

h 3635 cagaagaaag aagacttctc tqctcctgqg ctgqtgqaag ggagqgtctcg ccatttttct qtctcctttc tttttatagt cccagaattc ctattcagaa 3900
m 3329 .a...-- g. .t.t ..t. t. .g.a.tt aga...tccc .ctat.t.tt --t....... ..a.t..cca .c....ct.c .......gc.

h 3735 tatcttgtct cctcccttcc gctcaccctc --caact-cc ctccacccac tccatcacct ggtctccccc qtattaggtg ggta-aagaq aatatagtat 4000
m 3424 c ... a.--.. - a. .t.gtt.. ac.a.. ..t.c.tat .....tc ..c ---. ... --.a.-.c.. c-a.g..a.gg

h 3831 agtaaccccc caccttcatt gctgggtcaa gattttcact gqtgaataga caaca-tgqt gcaaggtgca taata-aata ttt---gttg aatacatgga 4100
m 3514. ag. t..c. t.. ..tc ....cc.... ccaccca.c. t.c ..g.ct. .. .ca. a. ..c.t.... gc.act..a. .. ....a

h 3926 aaaatcaatg atgttttagg aaaataattt ttaagttcta tatgtccag- gtqg------ -ccccagcct -ac-attctt cagcatttg- ---aattctg 4200
m 3614 ..g.ca...t ..... tca ...c. .c.g. g.c. ag cc.... ttg.t .. ..tctqct a. t..c..c c..c.. ..cc t. ..

g act....a..

h 4012 tcaaqttqac tgcaacctct ctctttttct ctctggctcc ccaccccctc cttcccttgg ctctctgctt ctccctcccc acccttggtg cagm 3714 ..... t.t .a. t...c .. t t.- g ..... .a.g.c..cc..... .. .. ..
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Fig. 2. Sequence comparison of the first intron of the human and mouse COL2A1 genes
Line h, human gene sequence; line m, mouse gene sequence. The nucleotides numbered on the left are for the individual sequences; the consensus
nucleotides are numbered on the right. In the mouse sequence, only nucleotides differing from human are shown; identical nucleotides are marked
with a point (.), and deletions with a hyphen (-). The sequences were aligned with the PCGENE program. The potential recognition sequences
conserved in man and mouse are boxed, the letter above referring to Table 2.

All promoter sequences were screened on both strands with a
panel of recognition sequences for known regulatory elements
[26]. Several elements were found, but most of them are in
locations not conserved between human, rat and mouse pro-
moters (Table 1). This indicates that these sites do not represent
key regulatory domains. For example, the human promoter has
a nearly consensus AP-1/jun binding-site sequence between
nucleotides -555 and -548 in a domain which is lacking in the
rat and mouse genes. Several putative AP-2-binding sites were

also found, but none were located in conserved domains of the
promoters (Table 1).
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A novel CTC factor capable of stimulating transcription of
type-IV collagen genes has been recently described (E. P6schl
& K. Kuhn, unpublished work). The binding-site consensus
sequence (CCCTYCC) of this factor can also be identified twice
in the promoter area of human COL2A1 gene (Fig. 1). Neither
of these, however, was found fully conserved in the interspecies
comparison.

Since all three promoters analysed share regions of con-
siderable homology (Fig. 1), we paid particular attention to these
in our search for potential recognition sites for transcription
factors. Two conserved viral enhancer core sequences were found
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in all three promoters at nucleotides -71 to - 64, and at
nucleotides -296 to -289. One of the two pyrimidine-rich
sequences (ACCCCCTCCCCT) reported earlier by Ryan et al.
[7] at -364 to -353 is located in a conserved region in all three
genes whereas the other one (TTCCCTCCTCCCTCCC) at -431
to -416 is not conserved.

Analysis of the promoters for stem loops revealed a large loop
of 40 bp with a stem of 1 1 bp and free energy value of - 137.3 kJ
between nucleotides -323 and -362 in the human gene. The
corresponding loop cannot be expected to be formed in the
mouse or in the rat gene owing to several mismatches in the stem
structure. These types of loop have been proposed to act as
enhancers for transcription [27]. Although the loop structure is
obviously not well conserved, its location adjacent to other
regulatory elements suggests that it might be significant for
transcription of the human gene.

Using constructs with fragments of promoter region linked to
a (chloramphenicol acetyltransferase) marker gene, two putative
silencer motifs have been identified in rat COL2A1 promoter [9].
In our comparisons, the putative silencer regions between
nucleotides -734 and -708 and between nucleotides -456 and
-439 (Fig. 1) show, however, considerable variation between all
three species, except for the CIIS2 motif (-456 to -448) which
is present in both rat and mouse genes. Thus the significance of
these silencer elements is doubtful. Since reasonably good tissue-
specific control of the human and rat COL2A1 promoters has
been experimentally shown in transgenic mice [10,25], other
important silencer elements in the promoters should be searched
for from the evolutionarily conserved regions. All the conserved
regulatory sequences identified in man, rat and mouse are shown
in Fig. 1.
We conclude that in addition to the TATA box and the four

Spl-recognition sequences, the completely conserved motifs in
the promoter include only two enhancer core elements and one
pyrimidine-rich region. Since so many other conserved regions
were found in the promoter, it is likely that novel regulatory
motifs will eventually be identified.

The first intron
Evidence has been accumulating for the presence of tissue-

specific enhancer-type elements in the first introns of some
collagen genes like COLIA2 coding for type-I procollagen and
COL4A1 coding for type-IV procollagen [28-31]. Horton et al.
have used marker-gene (chloramphenicol acetyltransferase) con-
structs to demonstrate that a 550 bp region of the first intron in
rat COL2A1 gene contains a tissue-specific enhancer [8]. The first
intron in COL2A1 gene is remarkably long, 4105 bp in man and
3802 bp in mouse, when compared with the other introns of this
gene which average 410 bp in man [32]. Consequently, it is highly
possible that the first intron of the COL2A1 gene contains
regulatory elements for transcription.
Our original motive to sequence the first intron of the human

COL2AI gene was a suspicion of a non-functional allele in
a patient [13] (M. Vikkula, A. Palotie, J. Ott, L. Ala-Kokko,
U. Sievers, K. Aho & L. Peltonen, unpublished work). When
comparing the sequence obtained with the published sequence
[7], we found both alleles of the patient to exhibit 117 single
nucleotide differences, one additional stretch of 30 nucleotides
and a reverse orientation of a 291 bp EcoRI fragment.
Consequently, any search for an intronic mutation became
impossible. We confirmed that the additional 30 bp did not
represent a polymorphism of this gene by sequencing of both
strands of both alleles and by PCR analyses of several unrelated
individuals (results not shown),Since all the sequence given he-re
is obtained by sequencing twQoalleles, the discrepancies cannot
represent exgeptionally high individual variation in the intronic

Table 2. Transcription-control motifs (from 1261) identified in the human
and mouse COL2A1 sequences

Transcription-control motif Factor

A G(CG)(CG)(TA)G(GC)CC AP-2
B CAGCTGTGG AP-4
C ATTTGCAT Octamer (NF-3 binding)
D TGTTTGCT LTF-E-Site
E TGACGTCA Cyclic AMP-response element
F GTG(GC)GGTG Sterol-dependent repressor
G TG(GA)(AC)CC LF-A1
H GCGCCACC fos BLE-1
I TGAGTCAG AP- 1
J TC(AC)(CT)TT f-Interferon silencer B
K TGGGAATT E2A, E4F2
L TTTCGCGC E2F
M (GA)TGACGT(GA) ATF
N GCCACACCC CACCC-box
0 TCNTACTC C/EBP
P GTGG(AT)(AT)(AT)G Enhancer core
Q ANCCTCTC(TC) Lysozyme silencer
R (AT)T(CG)TGGGA(AT) APRE-2
S AANCCAAA Keratinocyte enhancer
T GNNTTGGTGA Transforming growth factor-fl

inhibitory element
U GAAANNGAAA(CG)(CT) VRE

sequence. When comparing our 4105 bp sequence of two alleles
we found only two polymorphisms: one in position 1807 (G or
A) and the second in position 3192 (C or A), altering the
recognition site of the restriction enzyme MnlI.
The overall homology between the sequences of the first intron

of COL2A1 gene of man and mouse was as high as 71.6 %.
Additionally, the 4105 bp intron contains several clusters of
300-400 bp where the homology is 80(90% (Fig. 2). We tried to
identify the putative transcription-control sequences in the first
intron by searching first for the homologies of 69 known motifs
listed by Locker & Buzard [26]. The motifs identified on either
strand in mouse and man are individually listed in Table 2 and
marked in Fig. 3. A cluster of regulatory elements is recognized
in both species in the middle of the first intron. The interspecies
comparisons revealed that only a few of the elements were
conserved and most of these sequences were located in the cluster
region. Three conserved enhancer-type sequences included two
elements classified as general enhancers (the NF-3-binding factor
and fos BLE-1) and a liver-associated enhancer element (LTF-E-
Site). 8-Interferon silencer B element was found twice in this
region. In addition, one ATF element, conferring cyclic AMP
inducibility in viral and cellular genes and an LF-Al motif, an
element reported to bind liver-specific factors, were found in this
region [26]. These well-conserved consensus elements are marked
in Fig. 3.
To conclude, we have tried here to identify homologies to

already known motifs regulating transcription in the promoter
and first intron of COL2A1 gene. The significance of the motifs
found was evaluated on the basis of their evolutionary con-
servation. Only a few enhancer and silencer motifs could be
unequivocally identified on the basis of this assumption.

Cartilage, however, is unique among connective tissues in
having a collagen composition very different from all others.
This could indicate the presence of specific hitherto uncharac-
terized transcription factors in chondrocytes regulating the
cartilage-specific genes. Considering the very restricted expression
pattern of the COL2AI gene, it is also conceivable that novel
cartilage-specific regulatory motifs exist in the conserved regions
of the promoter and/or the first intron of this gene. Therefore we
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Regulatory elements of the type-II procollagen gene

(a)

F G FR G NGD GG F G
BCDE PPP P A ECC A A C P P PCA
AA A AHIJ K LM JOHAJJ RK JA JJ J

1700 1800 1900 2000 2100 2200 2300

(b)

J
H A

P JPA JN PP P 3I
SG AAJ JI I F

RAD FF FMCD AAWGQR A AA DR F

1500 1600 1700 1800 1900 2000 2100

(c)

t

Fig. 3. Transcription control sequences found in the first intron of COL2A1 gene

The homologies (allowing maximally one mismatch) to the elements listed in Table 2 are marked schematically in the human (a) and mouse (b)
maps. Conserved elements are shown separately in (c). The region in the middle of the first intron revealing a cluster of these elements is magnified
below each schematic presentation. In these regions the reported character of each element is also given: T = enhancer, I = silencer, -. = promoter
element, ? = not known.
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conclude that the conserved regions described here are good
candidates when searching for binding sites of cartilage-specific
transcription factors-in the COL2A1 gene.

This work was supported by the Academy of Finland and the Paulo
Foundation. We thank Dr. Benoit de Crombrugghe and Dr. Darwin
J. Prockop for helpful discussions.

REFERENCES

1. Bornstein, P. & Sage, H. (1989) Prog. Nucleic Acid Res. Mol. Biol.
37, 67-106

2. Vuorio, E. & de Crombrugghe, B. (1990) Annu. Rev. Biochem. 59,
837-872

3. Sandberg, M., Maikela, J. K., Multimaiki, P., Vuorio, T. & Vuorio, E.
(1989) Matrix 9, 82-91

4. von der Mark, K., von der Mark, H., Timpl, R. & Trelstad, R. L.
(1977) Dev. Biol. 59, 75-85

5. Kohno, K., Sullivan, M. & Yamada, Y. (1985) J. Biol. Chem. 260,
4441X447

6. Nunez, A. M., Kohno, K., Martin, G. R. & Yamada, Y. (1986)
Gene 44, 11-16

7. Ryan, M. C., Sieraski, M. & Sandell, L. J. (1990) Genomics 8,41-48
8. Horton, W., Miyashita, T., Kohno, K., Hassel, J. R. & Yamada, Y.

(1987) Proc. Natl. Acad. Sci. U.S.A. 84, 8864-8868
9. Savagner, P., Miyashita, T. & Yamada, Y. (1990) J. Biol. Chem. 265,

6669-6674
10. Yamada, Y., Miyashita, T., Savagner, P., Horton, W., Brown, K. S.,

Abramczuk, J., Hou-Xiang, X., Kohno, K., Bolander, M. &
Bruggeman, L. (1990) Ann. N.Y. Acad. Sci. 580, 81-87

11. Francomano, C. A., Liberfarb, R. M., Hirose, T., Maumenee, I. H.,
Streeten, E. A., Meyers, D. A. & Pyeritz, R. E. (1987) Genomics 1,
293-296

12. Knowlton, R. G., Weaver, E. J., Struyk, A. F., Knobloch, W. H.,
King, R. A., Norris, K., Shamban, A., Uitto, J., Kimenez, S. A. &
Prockop, D. J. (1989) Am. J. Hum. Genet. 45, 681-688

13. Palotie, A., Vaisanen, P., Ott, J., Ryhanen, L., Elima, K., Vikkula,
M., Cheah, K., Vuorio, E. & Peltonen, L. (1989) Lancet i, 924-927

14. Knowlton, R. G., Katzenstein, P. L., Moskowitz, R. W., Weaver,
E. J., Malemud, C. J., Pathria, M. N., Jimenez, S. A. & Prockop,
D. J. (1990) N. Engl. J. Med. 322, 526-530

15. Ala-Kokko, L., Baldwin, C. T., Moskowitz, R. W. & Prockop, D. J.
(1990) Proc. Natl. Acad. Sci. U.S.A. 87, 6565-6568

16. Lee, B., Vissing, H., Ramirez, F., Rogers, D. & Rimoin, D. (1989)
Science 244, 978-980

17. Vissing, H., D'Alessio, M., Lee, B., Ramirez, F., Godfrey, M. &
Hollister, D. W. (1989) J. Biol. Chem. 264, 18265-18267

18. Tiller, G. E., Rimoin, D. L., Murray, L. W. & Cohn, D. H. (1990)
Proc. Natl. Acad. Sci. U.S.A. 87, 3889-3893

19. Ahmad, N. N., Ala-Kokko, L., Knowlton, R. G., Weaver, E. J.,
Maguire, J. I., Tasman, W. & Prockop, D. J. (1990) Am. J. Hum.
Genet. 47, A809

20. Vaisanen, P., Elima, K., Palotie, A., Peltonen, L. & Vuorio, E. (1988)
Hum. Hered. 38, 65-71

21. Ala-Kokko, L. & Prockop, D. J. (1990) Matrix 10, 279-284
22. Sangiorgi, F. O., Benson-Chanda, V., de Wet, W. J., Sobel, M. E.,

Tsipouras, P. & Ramirez, F. (1985) Nucleic Acids Res. 13,2207-2225
23. McCabe, P. C. (1990) in PCR Protocols - A Guide to Methods and

Applications (Innis, M. A., Gelfand, D. H., Sninsky, J. J. & White,
T. J., eds.), pp. 76-83, Academic Press, San Diego

24. Metsaranta, M., Toman, D., de Crombrugghe, B. & Vuorio, E.
(1992) J. Biol. Chem. 266, 16862-16869

25. Lovell-Badge, R. B., Bygrave, A., Bradley, A., Robertson, E., Tilly,
R. & Cheah, K. S. E. (1987) Proc. Nat-l. Acad. Sci. U.S.A. 84,
2803-2807

26. Locker, J. & Buzard, G. (1990) J. DNA Sequencing Mapping 1, 3-11
27. Muller, M. M., Gerster, T. & Schaffner, W. (1988) Eur. J. Biochem.

176, 485-495
28. Rossow, C. M. S., Vergeer, W. P., du Plooy, S. J., Bernard, M. P.,

Ramirez, F. & de Wet, W. J. (1987) J. Biol. Chem. 262, 15151-15157
29. Bornstein, P., McKay, J., Morishima, J. K., Devarayalu, S. &

Gelinas, R. E. (1987) Proc. Natl. Acad. Sci. U.S.A. 84, 8869-8873
30. Sherwood, A. L. & Bornstein, P. (1990) Biochem. J. 265, 895-897
31. Tanaka, S., Kaytes, P., Vogeli, G. & Kurkinen, M. (1990) Fifth

International Symposium on Basement Membranes, abstr. 2.21,
Biocenter Oulu, Oulu, Finland.

32. Ala-Kokko, L. & Prockop, D. J. (1990) Genomics 8, 454-460

Received 9 October 1991; accepted 22 November 1991

1992

294


