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ABSTRACT The cDNA for human erythrocyte ankyrin
has been isolated from a series of overlapping clones obtained
from a reticulocyte cDNA library. The composite cDNA se-
quence has a large open reading frame of 5636 base pairs (bp)
with the complete coding sequence for a polypeptide of 1879
amino acids with a predicted molecular mass of 206 kDa. The
derived amino acid sequence contained 194 residues that were
identical to those obtained by direct amino acid sequencing of
11 ankyrin proteolytic peptides. The primary sequence con-
tained 23 highly homologous repeat units of 33 amino acids
within the 90-kDa band 3 binding domain. Two cDNA clones
showed evidence of apparent mRNA processing, resulting in
the deletions of 486 bp and 135 bp, respectively. The 486-bp
deletion resulted in the removal of a 16-kDa highly acidic
peptide, and the smaller deletion had the effect of altering the
COOH terminus of the molecule. Radiolabeled ankyrin cDNAs
recognized two erythroid message sizes by RNA blot analysis,
one of which was predominantly associated with early eryth-
roid cell types. An ankyrin message was also observed in RNA
from the human cerebellum by the same method. The ankyrin
gene is assigned to chromosome 8 using genomic DNA from a
panel of sorted human chromosomes.

Erythrocyte ankyrin (also known as band 2.1) is a large
peripheral protein (Mr = 210,000) that interacts with the
integral membrane protein band 3 and the p subunit of
erythrocyte spectrin to link the supporting erythrocyte mem-
brane skeleton with the lipid bilayer (see refs. 1 and 2 for
review). In membrane preparations, ankyrin is observed as
the major species of a series of immunologically (3, 4) and
structurally (5, 6) similar molecules, bands 2.2 (Mr = 186,000)
and 2.3 (Mr = 160,000). Although the origin of these minor
ankyrin-like polypeptides remains unclear, calcium-mediated
proteolysis of ankyrin has been suggested (7, 8). Recent
studies (9), however, have demonstrated that band 2.2 is not
produced by calpain cleavage and that it is an activated form
of ankyrin that may even possess its own distinct class of
membrane binding sites on kidney microsomes (10). Ankyrin-
like molecules have also been described in various noneryth-
roid tissues such as brain (11), kidney (12), and striated
muscle (13).

Low-resolution mapping of ankyrin has allowed the eluci-
dation of two major structural and functional domains of a
bipolar nature (14-16). The band 3 binding region of ankyrin
has been mapped to a basic 90-kDa domain, whereas the
spectrin binding site has been mapped to a 32-kDa tryptic
peptide within a neutral phosphorylated domain of 72 kDa.

Recently, ankyrin has been associated with the hemolytic
anemia, hereditary spherocytosis (HS), in a mouse model

system (17) and in two kindred with an atypical variant ofthe
disorder associated with a combined spectrin and ankyrin
deficiency (18).

In this paper we report the isolation ofcDNA clones coding
for the human ankyrin molecule.** The amino acid sequence
derived from these clones shows the presence of a highly
conserved repeating structure within the 90-kDa band 3
binding domain of the molecule. Use of these cDNAs as
probes reveals two major forms of the ankyrin message, one
of which is predominantly associated with earlier stages of
erythroid development. Finally, ankyrin is assigned to chro-
mosome 8 by hybridizing one of these cDNAs to genomic
DNA from sorted human chromosomes.

MATERIALS AND METHODS
Reagents. Aliquots of a reticulocyte cDNA library cloned

in the expression vector Agtll were a gift from J. Conboy
(University of California, San Francisco), and details of its
construction have already been published (19). Restriction
enzymes were supplied by New England Biolabs, and
[32P]dATP and [32P]dCTP were from New England Nuclear.
Plasmid vectors pGem-3 and pGem-4 were from Promega
Biotec. Sequenase was obtained from United States Bio-
chemical, and all DNA and protein sequence data were
analyzed using the "DNAstar" (Madison, WI) computer
package.

Screening of Reticulocyte cDNA Expression Library. The
reticulocyte cDNA expression library was screened immu-
nologically according to the method ofHuynh et al. (20) using
rabbit (kindly supplied by C. Korsgren, Saint Elizabeth's
Hospital, Boston) and goat antibodies raised against electro-
phoresis-purified ankyrin. Positive clones were identified by
peroxidase staining combined with avidin-biotin enhance-
ment (Vector Laboratories). Further cDNA clones were
obtained by rescreening the library with radiolabeled cDNA
inserts obtained from immunological screening. These inserts
were labeled with [32P]dCTP using the primer extension
method (21).
DNA Sequence Analysis. cDNA inserts from positive clones

were subcloned into the plasmid vectors pGem-3 and pGem-4
and sequenced by the dideoxynucleotide chain-termination
method (22) as adapted for double-stranded sequencing using
a modified T7 DNA polymerase (Sequenase).

Preparation ofRNA. Subjects undergoing phlebotomies for
hemochromatosis served as a source of normal reticulocyte
RNA. Total RNA was isolated by the method ofGoosens and
Kan (23) and modified by additional purification of the RNA
precipitate using guanidine hydrochloride and phenol (24).

Abbreviation: HS, hereditary spherocytosis.
IlTo whom reprint requests should be addressed.
**The sequence reported in this paper has been deposited in the
GenBank data base (accession no. M28880).
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Normal human bone marrow was prepared from a resected
human rib of a patient undergoing exploratory thoracotomy,
where 50% of nucleated cells in this preparation were rec-
ognizable erythroid precursors. Adult erythroblasts were
obtained by direct panning of human bone marrow prepara-
tions on Eo-1 antibody-coated plates (25). Human purified
fetal erythroblasts were obtained from human fetal liver by a
similar method. The human erythroleukemia cell line HEL
was used as a source of RNA and maintained as described
(25). Total RNA from these tissues and cell lines (including
human cerebellum) was -prepared by the guanidine hydro-
chloride/phenol method (24) and poly(A)' RNA was isolated
by oligo(dT)-cellulose chromatography and by one'to three
passages through oligo(dT)-resin. All human tissues were
obtained from the Tissue Procurement Facility of the Uni-
versity of Alabama at Birmingham (UAB) using protocols
previously approved by the UAB Human Use Committee.
Northern Blot Hybridization. Poly(A)' RNAs were frac-

tionated by formaldehyde/1.4% agarose gel electrophoresis
and transferred to nitrocellulose filters as described (26). An
RNA ladder (Bethesda Research Laboratories) visualized
before transfer was used to calculate the relative size of the
ankyrin messages. Filters were hybridized with authentic
ankyrin [32p]cDNAs and washed under stringent conditions
before autoradiography. Relative proportions of diferent
size ankyrin transcripts were determined by scanning the
autoradiograph with an LKB laser densitometer.
Chromosomal Assignment of Ankyrin cDNA. Authentic

ankyrin [32p]cDNAs were hybridized to a panel of filters
containing sorted human chromosomes prepared as de-
scribed (27). Filters were washed under stringent conditions
and positive signals were visualized by autoradiography.

RESULTS
Isolation and Characterization of Ankyrin cDNA Clones.

Fig. 1A shows the restriction map of human erythrocyte
cDNA as constructed by analysis of overlapping cDNA
clones (Fig. 18). Regions of clones that were sequenced on
both or either strand are shown by arrows. Clones were
verified by comparing the derived protein primary sequence
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with residues from the direct amino acid sequencing of 11
proteolytic peptides from the ankyrin molecule. The relative
positions of these peptides are shown in Fig. 1C. The
composite nucleotide sequence encoded by these overlap-
ping clones and the predicted amino acid sequence are shown
in Fig. 2. Boxed-in residues were identical to those found by
direct amino acid sequencing of the peptides mentioned
above. The reading frame of this composite sequence starts
at nucleotide 88 and remains open until residue 5724, thereby
coding for a protein of 1879 amino acids with a molecular
mass of 206 kDa compared with the predicted mass for
erythrocyte ankyrin as determined by SDS/PAGE of 215 kDa
(28). No ambiguities between regions of clone overlap could
be detected with the exception of two missing regions of
sequence as shown in Fig. lB. These regions contained 486
base pairs (bp) and 135 bp, respectively, and were flanked by
residues consistent with consensus sequences for eukaryotic
donor/acceptor mRNA splice sites (29). A 265-bp probe
(nucleotides 4656-4921) from the larger of the putative
splices sites was found to hybridize with both of the erythroid
transcripts as well as the cerebellum ankyrin mRNA tran-
script shown in Fig. 4A. The smaller splice site had the effect
of creating a different COOR terminus for the molecule as
shown in Fig. 2.
Primary and Secondary Structure of Ankyrin. The most

striking feature of ankyrin primary structure is the presence
of 23 highly homologous 33 amino acid repeats located in the
90-kDa band 3 binding domain. An alignment of these repeats
showing areas of homology is shown in Fig. 3. Homologies
between repeats ranged from 27% to 45% with one atypical
repeat of 29 residues. An analysis of the secondary structure
encoded by this primary sequence using the Chou-Fasman
algorithm (30) reveals no obvious secondary structure for
these repeats, although they do have a higher degree of
ordered secondary structure than the rest of the ankyrin
molecule. A computer search of the National Biomedical
Research Foundation data base (31) reveals a 25.2% homol-
ogy between the 5th and 15th repeat unit of ankyrin (amino
acids 190-610) and amino acids 1840-2260 of the Drosophila
notch protein (Z score of 16). However the significance of this
homology is not clear as this region is outside the epidermal
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FIG. 1. Organization of the ankyrin molecule as provided by cDNA and amino acid sequence data. (A) Restriction map of the composite

cDNA clones. The stippled region (nucleotides 88-5724) represents the coding region of the cDNA. kb, Kilobases. (B) Alignment of clones

included in the composite cDNA sequence. Arrows represent areas of clones sequenced. A represents regions of cDNA that are missing due

to probable alternative mRNA processing in the clones shown. (C) Linear map of the ankyrin molecule, showing the major functional and

structural domains as described (14-16), indicating the position of 11 peptide sequences used in the confirmation of cDNA clone authenticity.
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AGAGGCTGCGGTGAGTCCGCCAGCCCCAGCTGCTCCTCCTCAAGCCCCCAAGGCCCTTCGGCGGGCCCCTGCTGAAAGACCGGC
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GCT.IACCAGCTTTiCT1GIAGiAGCAGAAG~ATCAGGTAACTTGGACAAAGCTIITGGATCACCTGCGGAATGGGGTAGATATTAACACCTGTAACCAGAATGGGTTGAATGGCTTGCATCTGGCT 240
at I tr a a r a g n t d k a t d h I r n g v d i n t c n q n g I n g t h t a 51
TCTAGGAGGCATTGAAATGGTGGTTGACTC GCAAAAAAA CA T TAGAACGCAACAAAAGGGACACGCCTGCAATCCTGTCTGCCGGCGGA G 3606

a k e g h v k a v v e I t h k e i i t e t t t k k g n t a t h i a a t a 9 q d e 91

v v're tvn yglan v na a k gft ty m a a ein hlte v vkfllte 131

n g a n q n v a t a d g f t p 1 a v a t q q g h e n v v a h t I n y g t k g k v 171
CGCCCCCGCCCGCAATCGGGCCGCACGAGACCGCGACGCTGCGTGTGCGCAGACGCCCCACCGGACTGCTTCAAGAGGGTTCAGCCCTGCCA 7202

r t p a t h i a a r n d d t r t a a v tI q n d p n p d v t a k t g f t p 1 h i 211
GCGGTCATACAGAACTCACGGGCCAGTGCTCTCACAGGGCGCACGTAATTCACCCAAGACGGCTCAGCCCTGCCATGCCCCCCAGGGCACG 8404

a a h y e n I n v a q t t I n r g a a v n f t p q n 9 t p 1 h i a s r r g n v 251

i a v r I t I d r g a q i e t k t k d e t t p t h c a a r n g h v r i s e i 1 1 291

d h g a p 1 q a k t k n g L a p h m a a q g d h L d c v r t t I q y d a a i d 331
GACACACCTGGCCACTGACCCATCCAGTGGTGCCACTTGGCACCCAGGTGGTAAGTCCTCTGATAAGGGCCAACCCACTCAGAGCCTGATGCT 12120

d i t I d h I t p 1 h v a a h c g h h r v a k v I I d k g a k p n a r a t n g f 371
ACCCCTTAACACGCCGCAAAAGACCAGTCCTGTATGGGCTCTGCGAAGCGGAGCCCGATGACCGGTACCAGTCGGCCGACCCTCCCACTGGCT 13202

t p 1 h i a c k k n h v r v a e I I t k t g a a i d a v I e a g t t p 1 h v a a 411
TTCAGGGGACCTCCCTCGTAAGACCTCTGCGCGGGGGGTCCCCACGTCCCACGTGAAGTGAGCCCCCTAACATGCAGCAGGCCGGCACCGGAG 14404

f a g h p 1 v k n t I q r g a s p n v a n v k v e I p 1 h a a a r a g h t e v 451
GCCAATATTACTCAGACAAACCAAGTCATGCAAGGCAAGATOCCAGCCCCCTTCCTGTCAGTCGCTCGGCACAAAACTGGGA~dTCCTCTGGAA 15606

a k y t I q n k a k v n a k a k d d q t p 1 h c a a r g h I n a v k I I I e n 491
AACGCAACCCACCTGCCACACCCCGGCACACCCCTGCCATGCAGCCGTAGGCCATTGGAACATCCTGCCTTCTGAAAGGAGCATCCAGCCTCA 16808

n a n p n a t I a g h t p 1 h i a a r e g h v e I v t a t I e k e a s q a c a 531
ACCAGAAAGATTACCCTCTGACGGGCGCCAATACGGAAGTGCGGTGCAGACTGCGCTGAGCGGACCACACCGATGCTCCGAAAAATGGCTGACC 18000

t k k g f t p 1 hi v a a k y g k v r v a e I I I e r d a h p n a a g k n g I t p 571
CTGCCGTGCCGTCATCCAACACCGGACTCGTAAGCGCTG~tCCCGGGCGGTCCCGCACGCCTGCCGGAAGGCTCACCCTTGCACTCGCGCCAGC 19202

I h v a v h h n n I d i v k I t I p r g g a p h a p a w n g y t p 1 h i a a k q 611

n q v e va railt q y g g sa n a efsa V v t lb I a a qe g h a m v a 651

I I I a k q a n g n I g n k a g I t p 1 h I v a q a g h v p v a d v I i k h g V 691

a v d a t t r a g y t p 1 h v a a h y g n i k I v k, f I q h q a d v n a k t k 731

I g ysipt a-a I di v ttl Ilk n g Asp n e vs sd g tt p a 771

i a k r I g y i s V t d V I k V V t d e t a f V I V s d k h r a s f p e t V d e 811

IIdVS ed gee 11sf~ ~a err a r V C C E-e --tdfVpkt q 651I

v v easp a i p r i Pc a a pe IV Vv i rs e e q e q a s kfe d e ds I i a 891

s a-t eltsd n i-S Va8S V h t fltvasfamvid a rg gamr gasr hn 931

g I r V V i p p r t c a-a p 1 r i I c r I v k p q k I a t p p p 1 a e e e a t a 971
AGCAGATATAGACTGGGCCACGGCGACATTCCGAGCCTGAATGTGGGATCCGACTTGCCCCCAGGCGTGGGACGCGACTCTGGTCTGGGAGG 31202

a r i i a 1 g p 1 a a q f I a p v i'V e i p h f a s h a r a d r e I v v I r a e 1011

n g svwlke-h rsr yI e-s Itd q I n amd-e elg sIe elte kk rv c 1051

i I I d f p 1 y f v i a a r I c q d y d i i a p e g g a I k a k V p 1 V q 1091

a t f p e fl a v I k r v k I a q a q p V p d e I v I k I I a n q a t f a p V 1131

tv e p r r r k f h r p g I r i p 1 p p a w t d n p r d a a e g d t t a I r 1 1017

Icisv i Itd qa qw ed i tag t1k vy a n e-ca n ft tnvs a rf w 1211

I a d c p r I a e a V fl f a I I I y k e I I a V p y a a k f V i f a k a n d p r 1251

el r I rC c a I~ d d k V d k I I a gh a n f V e V a r a r d i a v I a a a a 1291

I f a e I a a n I V p V k k a a q q r a f h f q a f r a n r I a a p V k V r d a 1331

a r e p a g a I a f I r k a a k y a d t q h i I c h I n i I a p p c a k g a g a 1371
GAAGTGAAGACCAGCCTGCTCAAACTCTATATCCCAGTTTCGGGCGGAGAAATAGTGTTACCGG4320
e d r r r t p 1 p 1 a I r y a i I a e s t p g a I a g t a q a a a k a a V i a a 1411

lhas e~la .e1 q f a V C d in r i r V efl p n all e q svaV tal n 1451
CTCTGGGTCATCCGTGAAGGCCAAAACGCAAACATGGAGAATCTGTACACAGCCCTGCAGAGCATTGAICCTGGCGAGATCGTGAACAT(GC TGGGGGTTCCGGCCGACAGAGCCGCAAC 4560
I w V i r e a q n a n a e n y t a I q a i d r a a i V n a I e a a g r q a r n 1491
TTGAAGCCAGACAGGCGGCACACCGACCGCGACTACTCGCTGTCACCCTCCCAGATGAATGGTTACTCCTCACTGCAGGACGAGCTGCTGTIC CCCGCTCCCTG GCTGTGCACTTTCC 4680

I k p d r r h I d r d y a I a p a q a n g y a a I q d a I I'a p a a I g c a I a 1531
ICTCGCTACGTGCAGACCAGTACTGGAATGAGGTGGCcAcCTGCCCATCCCCTTGGCIGCCACGGAGCATGACACCATGCTGGAGATGT[ GACAGCAGGGTGGTCTGCGGGC 4800

s p 1 r a d q y w n e V a i I d a i p 1 a a t a h d t a I a a a d a q V w a a a 1571
CTCACGCCTTCTCTGGTCACTGCTGAGGACTCCTCTCTGGAGTGTAGCAAGGCTGAGGACTCTGATGCCACAGGTCACGAGTGGAAGTTGGAGGGGGCACTCTCAGAGGAACCGCGGGGC 4920
I I p a V t a -e d a a I e c a k a e d a d a I g h a w k I a g a I a a a p r g 1611
CCGGTTGGG(ETCTCTGGAACTTGTGGAGGAC(QACACAGTGGATTcAGATGccACAAATGGCCTATCGTTTCTT11 AGGGGA LGCAGGGTAGAG jMGCGCCG[ 5040
p eltgal eltv-e d d t vdasd'a tn gli dllte q eeg q r s ekltp 1651
TCTAAGAGGCAGGATGACGCGACAGGTGCAGGGCAGGACTCAGAGAATGAAGTGTCTCTTGTTTLCAGGCCATCAGAGGGGGCAAGCCCGAATCACACA1 rTCCCCCACCGTGAGTCAGGTG 5160
k rq d d a t ga gqdase n e'valtvag hq r gqa r Ihaspltvsq v 1691

ACGGAGAGGAGTCAGGACAGACTGCAGGACTGGGATGCAGACGGCTCGATTGTCTCATACCTGCAAGiTGCTGCACAAGGTTCCTG(GCAAGAGGAGGTCACGCAAGGTCCACACTCATTC 5280
I e r a q d r I q d w d a d a a i V a y I q d a a q a a w q e e V t q a p h a f 1731
CAGGGAACAAGTACCATGACTGAAGGGCTAGAGCCCGGTGGATCTCAGGAGTACGAGAAGGTCCTGG6TGTCTGTAAGTGAGCACACGTGGACAGAACAGCCCGAGGCTGAGAGCTCCCAG 5400
q g tastamte gla p g gaqaey e k vltvasvase luht taeq aaaaa q 1771
GCCGACAGGGACCGGAGGCAGCAAGGCCAAGAAGAGCAGGTGCAGGAGGCCAAGAACACCTTCACCCAAGTGGTGCAGGGGAATGAGTTTCAGAATATTCCAGGGGAGCAGGTGACAGAG 5520
a d r d r r q q a q e a q V q e -a k n t f I q V V q g n e f q n i p a a q V I e 1811
GAGCAATTCACGGATGAGCAGGGCAACATTGTCACCAAGAAGATCATTCGCAAGGTGGTTCGACAGATAGACTTGTCCAGCGCCGAGC CGCECCAGGAGCACGAGGAG GAGCATGAGA 5640
a q f t d e q a n i v I k k i i r k V V r q i d I a a a d a a q a h a a V a I r 1851

IGATGGCCTACAGCCGGACCTGATAGAGGGCAGGAAGGGGGCGCAAATMCGCAG AAGGGACAGTGACCCCGAGCCGCTTCTTGGTAGCCTCTCGG 5760
gasg Iq p dl I eg9r kgaq i vk raatk r g kq. 1879
9GATCACACCTCGACACCCAACCCCTGAACCCCACACACTCTGCCATGCACACAGGAGGAGAGCTrGGACCTGAGGGCCACCGCAGCGGTGCACACATTCCTCTGGGCTGACGGCATGA 5880
d h tsltp np
CCTCGTAGGGCTCCGCTGTCCCTCTGGATGATGATGATGTGACGATGCCTCAGCTTCATCTGCTCTTCAAGACGCTGTCTTCGAACCGGAA 60000

AAAGAGCAGAGCGGGAGGAGGGGAAGAAACAGCGAGGGAGCTGCAACCAAAGTAATGGGGTTTTGTGCTGGGAGGGTTTGTTTGGGGTTTT 61202

TTAAATTGTTTTGACTTCGTACAGGGTACTTTTTCCCGGCCTCATCTGTCAGAAATCCAIGTGGGCTTCCTG 6192

FIG. 2. cDNA sequence of human erythrocyte ankyrin. Bold letters represent the derived amino acid sequence, which is numbered with
italics. Boxed-in residues represent those obtained by direct amino acid sequencing of 11 proteolytic peptides. Underlined areas of cDNA
sequence represent those missing in the positions shown in Fig. 1B.
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FIG. 3. Alignment of the 23 repeat units within the 90-kDa band
3 binding domain of ankyrin. Shaded regions represent identical
residues between repeats. A consensus sequence for 18 of the 33
residues is shown.

growth factor-like repeat sequences of Drosophila notch and
does not offer any clues as to its functional role in this protein
(32).
Sequence from the large splice site encodes an acidic (pI =

3.42)'peptide of 16 kDa that is downstream from the calcu-
lated COOH terminus of the 72-kDa spectrin binding domain
and is in the same relatively hydrophilic domain' of ankyrin
proposed by Hall and Bennett (9) to be associated with the
production of protein 2.2 by either a proteolytic or mRNA
splicing event. On the contrary, the smaller splice encodes a
highly alkaline peptide (pI = 11.4).
RNA Blot Analysis of Erythroid and Nonerythroid Ankyrin

mRNA. Fig. 4A shows a Northern blot analysis of poly(A)+
RNA from human reticulocytes and human cerebellum using
a probe that spans the spectrin binding domain of ankyrin.
Two sizes for the human erythrocyte ankyrin mRNA of
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FIG. 5. Autoradiography of a panel of nitrocellulose filters con-
taining cell sorter-separated human chromosomal DNA hybridized
to an ankyrin [32P]cDNA.

approximately 7.2 kb and 9.0 kb were observed in reticulo-
cytes, whereas a major message of 9.5 kb cross-hybridized
with the erythrocyte ankyrin probe in human cerebellum.
Fig. 4B shows RNA blot analysis of poly(A)+ mRNA from
erythroid cells at various stages of development. Quantita-
tion of the ratio between the 7.2- and 9.0-kb message in these
cells by densitometry of the autoradiograph reveals a ratio of
0.7 for HEL cells. These cells have' been committed to a
pathway of erythroid differentiation by culturing them in the
presence of 8-aminolevulinic acid (8-ALA) for 3 days (25).
This same ratio was 0.5 for cells grown in the absence of
8-ALA (not shown) and increased to 1.8 in bone marrow, 3.9
and 3.7 for adult and fetal erythroblasts, respectively, and
6.15 for reticulocytes (using four separate reticulocyte sam-
ple preparations).
Chromosomal Assignment of the Human Erythrocyte

Ankyrin Gene. Fig. 5 shows a panel of nitrocellulose filters
containing human DNA from sorted human chromosomes
that has been hybridized to an ankyrin [32P]cDNA. A signal
in the region of chromosome X and chromosome 8 is visu-
alized by autoradiography, and no signal is seen in the region
of chromosome X alone, indicating that the human erythro-
cyte ankyrin gene may be assigned to chromosome 8 by this
method.
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FIG. 4. Northern blot analysis of poly(A)+ RNA hybridized to an
ankyrin [32P]cDNA. (A) Lane 1, 40 jig ofpoly(A)+ RNA from normal
human reticulocytes; lane 2, 40 ,ug of poly(A)+ RNA from a normal
human cerebellum. (B) Lane 1, 25 ug of poly(A)+ RNA from normal
human reticulocytes; lane 2, 60 ,ug of total RNA from human bone
marrow; lane 3, 24 ,ug of total RNA from human adult erythroblasts;
lane 4, 40 ,ug of total RNA from human fetal erythroblasts; lane 5, 40
Ag of poly(A)+ RNA from HEL cells. Sizes are given in kb.

DISCUSSION
The choice of a reticulocyte cDNA library, previously used
in the isolation of protein 4.1 cDNA (19), as a potential source
of ankyrin clones was suggested by synthetic data in the
mammalian (M. Hanspal, J. H. Hanspal, J.T.P., S.L., and
J.P., unpublished observations) and avian (33) systems. This
work suggested that ankyrin synthesis, like that of protein
4.1, continues until late in erythroid development, including
the reticulocyte. The use of such a library has allowed us to
isolate a series of overlapping cDNA clones that contain the
coding sequence for human erythrocyte ankyrin.
The derived primary structure for ankyrin indicates the

presence of a highly conserved repeat structure within the
90-kDa band 3 binding domain. The arrangement of these
repeats within the 90-kDa domain is intriguing as secondary
structure predictions using the Chou-Fasman (30) algorithm
do not indicate a linear extension of the repeat motif, sug-
gestive of a possible globular packing arrangement. This
arrangement would agree with observations made by Hall
and Bennett (9) suggesting that ankyrin is a globular mole-
cule, with a protruding tail or domain (based on electron
microscopy studies and calculations of frictional ratios). The
tail in this model may well be represented by the spectrin
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binding domain of ankyrin, which has a lesser degree of
ordered secondary structure. The conserved repeats suggest
a common ancestral gene for this portion of the molecule that
has amplified and diversified. A study of the genomic orga-
nization of the ankyrin gene with particular reference to the
exons encoding the repeats may support this hypothesis as
well as help in the phasing of these repeats.
A second aspect of ankyrin structure is the finding of

discrepancies between clones in two regions of the coding
sequence suggestive of alternative mRNA processing. The
large spliced sequence codes for a highly acidic peptide of 16
kDa present in erythroid and nonerythroid transcripts. Re-
moval of this peptide, however, may produce an anomalous
molecular mass change greater than 16 kDa due to the effects
of this acidic peptide on protein migration under SDS/PAGE
conditions. The smaller splice observed would introduce a
different'COOH terminus into the ankyrin molecule. Alter-
native mRNA processing at the 3' end of the ankyrin message
suggests a possible mechanism for the generation of the
minor ankyrin-like polypeptides (bands 2.2 and 2.3) observed
in erythrocyte membrane preparations.
A similar mechanism of alternative mRNA processing of a

tissue-specific nature might account for the larger than re-
ticulocyte mRNA transcript observed in RNA from the
human cerebellum hybridized with an erythroid ankyrin
cDNA. Ankyrin-like molecules, diverse from their erythroid
counterparts, have been observed in a range of tissues. Such
a mechanism might explain their origin. A second possible
explanation is that the erythroid cDNA is hybridizing with
the product of an alternative ankyrin gene even under high
stringency conditions. Both mechanisms might also be used
to explain the two sizes (9.0 kb and 7.2 kb) of erythroid
ankyrin message observed in developing erythrocytes. The
larger transcript would 'seem to be associated with early
erythroid precursors and is largely replaced by the smaller
message as the cells approach maturation. Nelson and Laz-
arides (34) may have described a similar phenomenon in the
development of the neuronal membrane skeleton in the avian
system. Two isoforms of ankyrin (called goblin in this sys-
tem) are observed in these cells, one of which is predomi-
nantly expressed early in the cell's differentiation concomi-
tant with the synthesis of a brain-type spectrin. Synthesis of
both of these molecules decreases as the cells mature to be
replaced by increased synthesis of the second goblin isoform
and an erythroid-like spectrin.

Finally, the assignation of the erythroid ankyrin gene to
chromosome 8 indicates that it may have a direct role to play
in HS. Bass et al. (35) and Chilcote et al. (36) have described
HS associated with interstitial deletions of chromosome 8 or
its translocation to chromosomes 3 and 12, leading them to
suggest the presence of a HS loci on chromosome 8. Recently
Lux et al. (37) have described decreased ankyrin gene dosage
associated with an interstitial deletion of chromosome 8,
resulting in decreased membrane ankyrin and spectrin levels,
and hence leading to HS. A large body of HS patients
associated with a membrane spectrin deficiency has also been
described (38). As with the atypical cases described earlier
(18), this deficiency may be secondary to subtle abnormalities
or deficiencies of the major membrane spectrin binding
site-i.e., ankyrin.

Note Added in Proof. A similar sequence for human erythrocyte
ankyrin has been found by Lux et al. (39).
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