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We present the nucleotide sequences of cDNAs for murine
neuron-specific (yy) and non-neuronal (xc:) enolases. A full-
length o cDNA was isolated as previously reported (4). To obtain
a full-length v cDNA, a new library was constructed according
to the procedure described in (5). Murine o and y sequences
encode subunits of 433 amino acids showing an overall homology
of 83%. There is a high degree of conservation (94% and 98%
respectively) with corresponding subunits from human brain (1,
2, 3). No sequence homology was found between untranslated
regions (UTRs) of mouse a and ¥ mRNAs, and the 3’ UTRs
differ greatly in length (322 and 926 bases respectively). These
features are conserved between murine and human species. In

A

TCTCCTCAGTUTCCACGACACCCICTTICC 60
120

M 8 I LRINAR
GAGAGATCTTTGACTCCCGTOGGAMICCCA 100
B I P DS R GNP T 'l'DL!!llOz‘o
COTCCACTGACATCTACGAGGCCCTAGAAC

L P RAAVEP S$ GA 32 GI YR ALGSBIL
GAAMGOUTGTCTCACAGICTOTTGAGCACA

R D NDEKTETRP NG lﬂ'lﬁt'glt:::
¥ KT APALVS ll'l"lolluo
I DKL NMTZIZSENDG ?Illll"ll‘.o
Al LGV S LAVC KAGAVEEKGV Y

LY R R T ADLAG M YL LE YA
F % V1IN GG S B A Gll&llﬂlllm
I L PV GASSPR lllll‘ll'l:::

A % L KNV I XBK YOG XDAT NV GD
E GG P AP NILE ¥EXBALGSBLLEKST

AGOTTOTCATCOGCATOGATOTOGCCACCT
A I AKAGYTDGQ VVYZIOGNDYAAS

8B ¥ YRS GEKYDL DPFP XS PDDOP S ‘”0
Y 12 P D OLADL TROT YT
V8 I B DP®» P DOGD DWGOGAW(QERTPF T l‘m
8 A GIQVVGDD LTV T HNDPEKRSII Alm
XK AASEBEK S CHNC LLLEYVYEQTIG G 140
VT8 8LOQACK? AQ8NGeUWE Vl'lm
3 A R 8 GE T B DT F I ADTLT YTYGH!L C‘I“
T GQIXTGAPC RS BRLARKT YN Q‘u.
I LRISESRLGS KAXZPAGR R S P llu.

1440

% ? L AK

AMGCCAGCCCAOTICOTOCCCCTICCCASS 1500
TCACTGCTTCCTPAGOCACCCACACCTGAC CACCASASCOCTECTSSAGRCCCASTTT? 1560
GCAATCATGTGATTOOICTGAATCATIONT TCTOTCACCISACTICCCAGCTAGIOICYG 1620
GAGCCCTCOUAACTCCAQTOTAATCICTAG GITGCCCACCATCAMATCCCOCTCCCOCE 1680
AGTOGTTTACATGCAAMAATAMMAGCCOCA GAAGTCCACCAMAAAAMAAAAAAMAAAAA 1740

TAGAGAAGATTTOGGCCCGAGAGATCTTGR
B XK I WA REILD 8 R GUNUPTVGEVOD

the case of the v sequences, in addition to a significant overall
homology in the 5’ and 3’ UTRs between these two species (84 %
and 68% respectively), two repeated motifs (see Fig.) were
entirely conserved, confirming the results of previous
comparisons between rat and human ~ enolase cDNA sequences
1, 2).
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Figure. Nucleotide sequences and predicted amino acid sequences of @ (A) and « (B) enolase cDNAs. Repeated motifs, present in UTRs of ¥ mRNA, are underlined.



