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Sequence of the porcine transforming growth factor-beta precursor
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AX gt-10-based cDNA library derived from polyadenylated porcine ovary mRNA (1) was
screened by hybridization to the human transforming growth factor-a (TGF-,) cDNA insert
of X BC (2). Two strongly hybridizing recombinant cDNA phage were sequenced (3,4) and their
cDNA sequences were in absolute agreement. The longest cDNA insert contained in Apigfil is
1,604 bp and encodes the complete porcine TGF-0 precursor (Fig. 1). Comparison of the deduced
amino acid sequences for the human (2), murine (5) and porcine TGF-0 precursors shows that
the N-terminal third of the precursor is virtually identical while the middle third is somewhat
less conserved. The C-terminal third of the precursor which comprises the mature TGF-0 mono-
mer sequjence is again very conserved. The RGDL sequence (residues 244-247) which could play
a role in cellular adhesion is present in all three precursors (6,7). The polypeptide sequence of
the mature human and porcine TGF-3 is identical. The porcine precursor sequence contains only
two potential N-glycosylation sequences instead of the three corresponding sequences in the
human and murine TGF-P precursors.
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Met Pro Pro Ser Gly Leu Arg Leu Leu Pro Leu Leu Leu Pro Leu Leu Trp Leu Leu Val Leu Thr Pro Gly
401 CCC ATG CCG CCT TCG GGG CTG CGG CTC TTG CCG CTG CTG CTG CCG CTG CTG TGG CTG CTA GTG CTG ACG CCT GGC

Arg Pro Ala Ala Gly Leu Ser Thr Cys Lys Thr Ile Asp Met Glu Leu Val Lys Arg Lys Arg Ile Glu Ala Ile
476 CGG CCG GCC GCC GGA CTG TCC ACC TGC AAG ACC ATC GAC ATG GAG CTG GTG AAG CGG AAG CGC ATC GAG GCC ATT
50 Arg Gly Gln lie Leu Ser Lys Leu Arg Leu Ala Ser Pro Pro Ser Gln Gly Asp Val Pro Pro Gly Pro Leu Pro

551 CGC GGC CAG ATT CTG TCC AAG CTT CGG CTC GCC AGC CCC CCG AGC CAG GGG VAC GTG CCG CCC GGC CCG CTG CCT
Glu Ala Val Leu Ala Leu Tyr Asn Ser Thr Arg Asp Arg Val Ala Gly Glu Ser Val Glu Pro Glu Pro Glu Pro

626 GAG GCC GTA CTG GCT CTT TAC AAC AGT ACC CVC VAC CGG GTA VCC GVG SAA AVT GTC GAA CCG GAG CCC VAV CCA

100 Glu Ala Asp Tyr Tyr Ala Lys Glu Vol Thr Arg Val Leu Met Val Glu Ser Gly Asn Gln Ile Tyr Asp Lys Phe
701 GAG GCG GAC TAC TAC GCC AAG GAG GTC ACC CGC GTG CTA ATG CTG GAA AGC 6GC AAC CAA ATC TAT GAT AAA TTC

Lys Gly Thr Pro His Ser Leu Tyr Met Leu Phe Asn Thr Ser Glu Leu Arg Glu Ala Val Pro Glu Pro Val Leu
776 AAG GGC ACC CCC CAC AGC TTA TAT ATG CTG TTC AAC ACG TCG VAG CTC CGG GAAGCG GTG CC GAM CCT GTA TTG
150 Leu Ser Arg Ala Glu Leu Arg Leu Leu Arg Leu Lys Leu Lys Val Glu Gln His Val Glu Leu Tyr Gln Lys Tyr
851 CTC ICT CGG SCA GAG CTG CGC CTG CTG AMG CTC AAM TTA AAA GTG GAG CAM CAC VTG GAG CTA TAC CAV AAA TAC

Ser Asn Asp Ser Trp Arg Tyr Leu Ser Asti Arg Leu Leu Ala Pro Ser Asp Ser Pro Viu Trp Leu Ser Phe Asp
926 AGC MT GAT TCC TGG CGC TAC CTC AGC AAC CGG CTG CTV VCC CCC AMT SAC TCA CCV GAG T6G CTG TCC TTT SAT

200 Val Thr Gly Val Val Arg Gin Trp Leu Thr Arg Arg Viu Ala Ile Viu Gly Phe Arg Leu Ser Ala His Cys Ser
1001 GTC ACC GGA GTT GTG CGG CAM TGG CTG ACC CGC AGA GAG VCT ATA GAG GGT TTT CGC CTC AMT GCC CAC TGT TCC

Cys Asp Ser Lys Asp Asn Thr Leu His Val Glu Ile Asn Gly Phe Asn Ser Gly Arg Arg Gly Asp Leu Ala Thr
1076 TGT GAC ACAG GATAMC ACA CTC CAC GTG GAA ATT MC GGG TTCMT TCTGGC CGC CGG GGT GAC CTG GCC ACC

250 Ile His Gly Met Asn Arg Pro Phe Leu Leu Leu Met Ala Thr Pro Leu Glu Arg Ala Gin His Leu His Ser Ser
1151 ATT CAC GGC ATG MC CGG CCC TTC CTG CTC CTC ATG GCC ACC CCG CTG GAG AMG GCC CAM CAC CTG CAC AMC TCC

Arg His Arg Arg|Ala Leu Asp Thr Asn Tyr CYs Phe Ser Ser Thr Glu Lis Asn Cys Cys Val Ark Gin Leu Tv
1226 CGG CAC CGC CGA bCC LCG OAT AC AA6ICTAt T 1titOC iTC AC6 GAO MOCAt TOt T1C 010 CGG CA6 CGT TAG

300 Ile Asp Phe Arq Lys Asp Leu Viy Trp Lys Trp Ile His Viu Pro Lys G1y Tyr His Ala Asn Phe Cys Leu Gly
1301 ArT GAC TTC COG MO OAC CTO G6C TOG MO TGG All LAT GM CCC MO OOC PA. CAT GCC MT ITT TMC CT6a 6G

Pro CIs Pro Tyr Ile Trp Ser Leu Asp Thr Gln Tyr Ser Lys Val Leu Ala Leu Tyr Asn Gln His Asn Pro GiM
1376 CCC TVTCCCTIAL ATLCbAKVVO IA OAt AL ICLA TACAOt;AAbbtM iOTCCTOCTbITACMACCMCb WACMCCCGL5 C

350 Ala Ser Ala Ala Pro Cg Cys Val Pro Gin Ala Leu Glu Pro Leu Pro Ile Val Tvr Tyr Val GA~r L4s Pro
1451 tStS aete METVC bi0 t6GGCtA CTii SM (;A Tuii Ctt Alt 0l0aIACGTACGbWGCC ACM ACCC
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TGA GGCCCCGCCCCGCCCACAGCCCCGCCCAC
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Lys Vol Gia 01n Lea Ser assMet al Val Ar?
1526 MO GTG SM CM CTC MC A ATC VTG CT

CGACTCCCGCGAAGACTTGACCCCAAAGCTCGGGCGCACCCCCCTGCACACTTCCCCACTCTCAGCCTCTCTGCTGAGCCCCTGCGCATCCAAGGACCCT
TCTCGGATCCGGGAGACGGAATCTGT".TCAGACCTGCCTCAGCTTTCCTATTCAAGACCACCCACCTCTGGTACCAGATCTCGCCCATCTCGGTTTTTTC
CGTAGGATACCGAGAACCCACCCATCAGAGCCTCCCTTCCACCTCTGCTCCTCCGTTCTCCCTGAGAGCCTCAACTTCCCTCCCACCCCAGATCCTCCTA


