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Using immunological screening a partial insulin-like growth factor
I cDNA clone was isolated from an adult bovine liver library
in Agtll (Clontech). The clone (EMBL accession number
X53553) encodes most of the B chain, the whole of the C, D
and E peptides and the A chain of prepro IGF-II (for
nomenclature see 6).

The deduced (partial) amino acid sequence of mature IGF-II
(i.e. without signal peptide or the E domain) is in complete
agreement with the protein sequence reported in (2) and differs
only by one substitution from that reported in (3) — we observe
ile at position 35, not ser.

The bovine clone was used to screen a fetal sheep liver (pooled
40—60 day tissue) cDNA library in Agt10. A full length clone
was isolated encoding the whole of prepro IGF-II. The sequence
of both clones was determined by the dideoxynucleotide method
o).

The sheep clone (EMBL accession number X53554) is
significantly longer than that reported in (4), the 3’-untranslated
region (UTR) being some 70 bases longer and 5’-UTR over 200
bases longer and of a different sequence. The coding sequence

of 3 different exons being spliced at this point to the first coding
exon E4 (1). Our sequence deviates from that in (4) seven bases
5’ to the initiation codon. It, thus, seems likely that a similar
splicing mechanism operates in sheep. By comparison with the
rat sequences reported in (1), it appears that the 5’-UTR reported
here corresponds to rat exon E2.

Both sequences are presented. Numbers to the right refer to
nucleotides, to the left to the amino acid sequence of the mature
IGF-II, the putative signal peptide having negative numbers. The
extent of mature IGF-II is indicated by underlining. The E domain
is enclosed by square brackets. The termination codon is indicated
by an asterisk (*).
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Bovine clone, Accession No. X53553.
6 ETLCGGELVDTLQFVCGDRGFTYFSRPSSRINRRSTR RTGEG
COAGACICT6T6C6006GGEAGC TGGTGOACACCC TCCAGT TTGTCTGTGG0ACCGCGCTTCTACT TCAGCCGACCATCCABCCGCATAMCCGACGEAGCCGTGGE 109
42 lVEECCFRSCDLAlLET'CATP‘KSE[RDVSASY’VL
ATCGTGEANGAG TG TTGCT TCCGANGCTGCGACC TOGCCCTGE TGUAGACTTACTGTGCCACCCCCGCCAAGTCCGAG | AGGGATGTGTCTGCCTCTACGACCGTGETTC 218
PDDV'AVPVGK:LIfI'E.I!DIVKQSTQRLRROLPAFLRARR 327
GRTLAKELEALREAKSNRPLIAL"QU’AIHGGA'E'"SI 36

K Assp +]
™

G|
p}

545

654

c

T6TC TCT6
AGAACAACATC TCTAAAAATG TACAAAACCAAT TGGC TTTAAATATCCCCCCAAATTATCACCCCCCAAAT TACCCCCAAATTACACAACCAAAATTGCAATCATGAAC 763
CCTC ccv TGGCTTTT TAGCTT TTCTTAAMAC

845

Qvine clg Accession No. X53554.

CCGGCCCGCMMAGCCCGVCCTCCC‘MATCMGMMI T TCGGCC 105
CCCWGM.‘VCGG'I‘ TCGGTT GCTT 218
-26 -1 41
-26 M GITAGKSMLALTLAEFLAFASTCT CYAAYRPSETLTC
TCTTGCCTTCTTGGCCT TGCTATGCTGCTTACCGCCCCAGCGAGACTCTGTGC 327
10 G G E VCGODRGTFYTFSRPSSRINRRSR RGIVEETE
ﬁmgrgmcamcmcgnrgrcrgrmgggggg TCTACTTCAGCCGACCATCCAGCCGCATAAACCGACGCAGCCGTGGCATCGTGGAAGAGT 436

4

cc A K S E |_R D
Gﬂg"EMVGCGACCTGGCCCTGCTGGMACTTMTGIGCCMEEEQCAMTCEE&

VSAS"VLPDDF'I
TGTCTGCCTCT TTCAC 545

AVPVGKFFQSDYHKQSlQlLlRGLPAVLRARRGR\‘L

TCTTCCA

TGCCCGCTTTCC 654

A K ELEALRTEAKSHRTEP

LIALPTODPATNGGASSEASS

TCACCGTCCGCTGATCGCCCT

CCAGCG 763

0 *
A"AG] AAGTGAGCCAAAGTGTCGTAATTCTGCCAAGTGACACCATC TACC TCGCGCCGTCCTCCTGACCGGGAC TGCCCCACATGGTCTCTCTCTGAAATCCCTGTACC 872

GTCCYG'CYEGGGC TCCCCTGACCCAGCCTCTCTGCCCC

CTCA
AACCAATTGGCTT YMAYA'CCCCCCMAY|'A|CM.'BCCCCAM"ACCCCCMA"ATACAKCAMAT YGCAA"CAVAMCCCCTCMYCAGCCCC 1090

981

CTTGAAATGAATTGGCTTTTTAGCAACACCAGAAAAGCAAACTAGC T TTCCAAAAACTTCT TAAAAAAAAAAAAAAA 167



