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ABSTRACT Kinesin-73 cDNA was shown to encode a
kinesin heavy chain protein that contains an N-terminal
motor domain and a long central region that lacks extensive
coiled-coils. The amino acid sequence of the motor domain of
kinesin-73 protein is most closely related to the motor do-
mains of Caenorhabditis elegans unc-104 and mouse KIF1A.
The central region of kinesin-73 protein also is related to
unc-104 and KIF1A, but the homology is lower than that of the
motor domain. The C-terminal region of kinesin-73 protein
contains a cytoskeleton associated protein Gly-rich domain,
which is a putative microtubule binding site that is present in
some cytoskeleton or dynein-associated proteins. Kinesin-73
mRNA was shown by in situ hybridization to be maternally
expressed and widely distributed in the syncytial blastoderm
embryo. However, later in Drosophila embryo development,
expression of the kinesin-73 gene becomes restricted mostly to
the central and peripheral nervous systems.

Kinesin heavy chain proteins are molecular motors that
transport cellular organelles along microtubule pathways. In
recent years many genes or cDNAs that encode proteins of
the kinesin heavy chain superfamily have been identified (for
reviews, see refs. 1-5). Each kinesin heavy chain protein has
a motor domain ~350 amino acid residues in length that
contains a putative ATP binding site and a microtubule
binding site. The native form of most kinesin molecules is a
tetrameric complex consisting of two kinesin heavy chains
and two kinesin light chains. However, some species of
kinesin heavy chain proteins form trimeric complexes (for
review, see ref. 4), and others, such as the unc-104 subfamily
of kinesin proteins, remain as monomers (6-8).

In Drosophila more than 30 kinesin heavy chain genes have
been mapped on chromosomes (9), and the nucleotide
sequences of nucleic acids encoding 9 kinesin heavy chain
proteins have been reported (9-15). Different kinds of
kinesin proteins transport different cargoes and hence per-
form different functions. Among the functions of kinesin
proteins that have been identified are the anterograde
transport (toward the plus ends of microtubules) of synaptic
vesicle precursors (7, 16), mitochondria transport (8), spin-
dle function, and chromosome distribution (for reviews, see
refs. 1-5). Some kinesins, with C-terminal rather than N-
terminal motor domains, transport cargo in the opposite
direction—i.e., from the periphery toward the minus ends of
microtubules (9) in the cell soma.

We have used the enhancer trap method (17) to find genes
that are expressed in the nervous system of Drosophila
embryos. Drosophila genomic DNA fragments adjacent to
P-element insertion sites were cloned from transgenic lines
of Drosophila, and these DNA fragments then were used as
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probes to clone the corresponding species of cDNA. In this
report kinesin-73 cDNA is described, which encodes a novel
kinesin heavy chain protein that becomes restricted primarily
to the central and peripheral nervous systems during the
course of embryonic development. Kinesin-73 is a member
of the Caenorhabditis elegans unc-104 (6-8) subfamily of
kinesin heavy chain proteins.

MATERIALS AND METHODS

Generation of Transgenic Fly Lines. Transgenic lines of
Drosophila were generated using P-lacW and the P-element
mobilization method described by Bier er al. (18), and
balanced using appropriate second or third chromosome
balancers.

Plasmid Rescue and Library Screening. Isolation of
genomic DNA from transgenic flies and plasmid rescue were
performed as described by Pirrotta (19) with modifications.
DNA was digested with EcoRI, and DNA fragments were
circularized by ligation and used to transform Escherichia
coli XL-1 Blue competent cells. Genomic DNA fragments
flanking P-element insertion sites were excised from plasmid
DNA by digestion with EcoRI and PstI simultaneously.
These fragments were used to screen ACharon 4 and
AGEM-11 (Promega) Drosophila genomic DNA libraries.
Genomic DNA fragments were excised from positive A
phages and used as probes to screen a 3- to 24-hr Drosophila
embryo cDNA library in Agtl0. cDNA fragments from
positive clones then were subcloned into pBluescript vectors,
and both strands of DNA were sequenced using Sequenase
Version 2.0 DNA sequencing kits (United States Biochem-
ical). Wisconsin Sequence Analysis programs (Genetics
Computer Group, Madison WI) were used for sequence
analysis and DNA segment assembly.

In Situ Hybridization. A digoxigenin-labeled single-
stranded antisense RNA probe (nucleotide residues 568-
1658 shown in Fig. 2) was transcribed from a 1.1-kb kine-
sin-73 cDNA subclone (73C-8) using the Boehringer Mann-
heim Dig RNA labeling kit (SP6/T7) and the manufacturer’s
instructions. Wild-type Oregon R embryos were processed
for hybridization by the method of Tautz and Pfeifle (20).
Prehybridization, hybridization, and washes were performed
as described in Mellerick and Nirenberg (21).

RESULTS

The enhancer trap method (17) was used to find genes that
are expressed in the nervous system of Drosophila embryos.

Abbreviation: CAP-Gly domain, cytoskeleton-associated protein Gly-
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Approximately 500 transgenic lines of Drosophila were gen-
erated using the P-lacW vector and the P-element mobiliza-
tion method of Bier et al. (18). P-lacW contains the initial
portion of the P-element transposase gene fused to a B-ga-
lactosidase reporter gene. The time and pattern of $-galac-
tosidase expression during development usually are deter-
mined by nearby regulatory sequences of the gene that
contains the newly inserted P-element DNA. Eighty-two
transgenic fly lines were obtained that express B-galactosi-
dase in embryos only in the nervous system, and additional
lines were found that express B-galactosidase both in the
nervous system and in one or more other tissues. We cloned
and characterized Drosophila genomic DNA adjacent to the
P-element insertion site and corresponding cDNA from
some of these transgenic lines.

A 3.0-kb genomic DNA fragment adjacent to the P-lacW
DNA inserted in chromosome 2 of Drosophila transgenic line
73 was cloned and used as a probe to screen a pGEM-11
Drosophila genomic DNA library. The genomic DNA insert
from a positive pGEM-11 recombinant clone [73(1)-1, 12-kb
DNA insert] then was used to screen a 3- to 24-hr Drosophila
embryo cDNA library in Agtl0. cDNA clone 73C-1 was
obtained with a DNA insert 247 nucleotide residues in
length. Nucleotide sequence analysis showed that clone
73C-1 cDNA encodes a protein homologous to part of the
motor domain region of kinesin heavy chain protein. Addi-
tional screening of the cDNA library yielded a set of
overlapping cDNA clones that are shown in Fig. 1. Kine-
sin-73 cDNA is 7.1 kb in length. A partial map of restriction
sites also is shown.

The nucleotide sequence of kinesin-73 cDNA and deduced
amino acid sequence of kinesin-73 heavy chain protein are
shown in Fig. 2. Kinesin-73 cDNA is 7107 nucleotide residues
in length without the poly(A) tail and encodes a protein 1921
amino acid residues in length with a calculated M, of 215,047
and a pl of 5.62. The 5'-untranslated region contains ter-
mination codons in each of the three reading frames. Eight
of the 12 nucleotide residues flanking the ATG codon for
initiation of kinesin-73 protein synthesis fit the Cavener and
Ray (22) consensus sequence (CACAACCAACATGGC)
flanking ATG codons initiating protein synthesis in Dro-
sophila. Kinesin-73 protein contains a motor domain 359
amino acid residues in length in the N-terminal region of the
protein. A conserved ATP binding site (23) and a putative
microtubule binding site (amino acid residues 244-255) are
present within the motor domain. A conserved amino acid
sequence termed a CAP-Gly domain (residues 1826-1868) is
present in the C-terminal region of kinesin-73 protein.
CAP-Gly domains are present in some cytoskeleton- or
dynein-associated proteins such as human restin (24) also
termed CLIP-170 (25), Drosophila Glued (26), rat dynactin
(27), C. elegans MO1AS8.4 (28), and BIK1 of Saccharomyces
cerevisiae (29). The amino acid sequence, Arg-Gly-Asp-Ser,
near the C terminus of kinesin-73 is a putative fibronectin
binding site (30). The 3’-untranslated region of kinesin-73
cDNA contains a polyadenylylation signal, AATAAA, 21
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F16. 1. Overlapping kinesin-73 cDNA clones and partial map of
restriction sites of the composite kinesin-73 cDNA. B, BamHI; E,
EcoRI; H, Hindlll; S, Sacl; X, Xbal.
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nucleotide residues upstream from the poly(A) tail [the
poly(A) tail is not shown in Fig. 2].

Most kinesin heavy chain proteins are composed of three
domains: a globular motor domain ~350 amino acid residues
in length with binding sites for ATP and microtubules, a
central stalk domain with many a-helical heptad repeats that
form extensive coiled—coils that enable some kinesin heavy
chain molecules to form dimers, and a globular tail domain
that is thought to bind to organelles that are transported along
microtubule tracks.

Coiled—coils predicted for kinesin-73 protein by the algo-
rithm of Lupas et al. (31) are shown in Fig. 3. Kinesin-73
protein does not contain a central region with long a-helices
and extensive coiled-coils, but does contain two or three short
a-helices that probably form stable coiled—coils. Further work
is required to determine whether the putative short coiled—
coils interact with other protein molecules. The central region
of kinesin-73 protein therefore resembles the central regions of
mouse kinesin heavy chain proteins KIF1A (6) and KIF1B (7),
which also have several short putative coiled—coils in the
central region and C. elegans unc-104 (8) that are thought to
function as monomers.

The amino acid sequence of kinesin-73 protein is most
closely related to the amino acid sequences of C. elegans
unc-104 (8), mouse KIF1A and KIF1B (7), and human H-
ATSV (axonal transporter of synaptic vesicles) (32), which is
97% homologous to KIF1A. Regions of homology between
kinesin-73 and unc-104, KIF1A, and KIF1B, revealed by dot
matrix analysis, are shown in Fig. 4 A-C, respectively. The
amino acid sequence of the motor domain of kinesin-73
protein (residues 1-359) is 59%, 62%, and 50% identical to the
motor domains of unc-104, KIF1A, and KIF1B, respectively.
Kinesin-73 amino acid residues 360 to ~607 also exhibit strong
homology to the corresponding regions of unc-104, KIF1A,
and KIF1B although some gaps appear. Short segments of
homology separated by larger segments that are not homolo-
gous are present between amino acid residues 608 to 1246 of
kinesin-73 and the corresponding regions of unc-104 and
KIF1A, but these segments of homology are not present in
KIF1B. Some additional regions of similarity were detected
between kinesin-73 amino acid residues 1246 to 1767 and the
corresponding regions of unc-104 and KIF1A that are not
shown here. Amino acid sequence homology between kine-
sin-73 and Drosophila KHC (10) or KLP68D (14) is restricted
to the motor domain (data not shown). These results suggest
that kinesin-73 protein is a member of the unc-104 subfamily
of kinesin heavy chain proteins.

A search of the GenBank database for additional homology
revealed a 43 amino acid residue CAP-Gly domain (33) in the
C-terminal region of kinesin-73. A comparison of the amino
acid sequence of the CAP-Gly domain of kinesin-73 with five
other proteins that contain CAP-Gly domains is shown in Fig.
5. Human restin (24), also termed cytoplasmic linker protein-
170 or CLIP-170, contains two CAP-Gly domains that bind to
microtubules (25). Restin links endocytic vesicles to microtu-
bules (24). Both Drosophila Glued (26) and rat dynactin (27)
are associated with 20S complexes involved in cytoplasmic
dynein-mediated vesicle transport. A CAP-Gly domain also is
present in MO1A8.4 protein of C. elegans (28) and BIK1
protein of S. cerevisiae (29). BIK1 apparently is required for the
formation or stabilization of microtubules during mitosis and
for spindle pole body fusion during conjugation (29). The
identity between the amino acid sequence of the CAP-Gly
domain of kinesin-73 and those of the other proteins shown in Fig.
5 ranges from 60% to 41%. Twelve of the 43 CAP-Gly amino acid
residues are invariant, and only 1 or 2 amino acid replacements
are present at 8 additional amino acid positions. Conservative
amino acid replacements are present at 12 positions.

In situ hybridization with an antisense RNA probe showed
that kinesin-73 is a maternal mRNA that is evenly distributed
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GGGCTGAGAAAAGCGAAAACGCGAAAAATGAAAACGCAATACAGAAAATCAAAATTGAAGTGAAACCAAGTGCGAAAACGAAGGAGCTAAAGATTGCGTGCTCATAACTCCCGCGAGGAC 120

GACAACTACGGCTAACAACTAACGGTCATAAAAGTCAAAAGCAACGAAGCCCGAGGAGAAGGAGCTAGCCACGCCCCCCGCTGCAGCCCCCGCTTAGGCAGCCCCGCCCATCCGCATATC 240

CACTCCGCTTCATCTAAATAGAGATTCAAAAACAACACCCGCTGCATCCACATCCGCGATGGCTAGTGATAARGATCAAAGTCGCCGTAAGGGTGCGACCCTTCAATCGCCGAGAAATCGA 360
M A S D K I K VAV RVRPTFWNI RT BRIETIE 21

ACTAGATACGAAATGTATCGTGGAAATGGAAAAACAGCAGACGA’I'ACTGCAGAATCCGCCGCCACTGGMAAAATAGAGAGAMACAACCAAAGACA’I'I‘CGCATTCGATCACTGC’I‘T‘I'I‘A 480
L D T I QQT LQNPPP ERKQPKTFAFDHCFY 61

CTCAT'I‘GAACCCCGAGGACGAGAAC’I‘TTGCGTCCCAGGAGACAG'I‘GTTCGA’I'I‘GCGTGGGACGTGGAA‘I"I‘CTGGATMTGCA‘I“I‘CCAGGGCTATAA'I‘GCGTGCATA’I'I‘CGC’l‘TACGGCCA 600
s L NP EDENTF A S QE TV F DCUVGRG I L DNATF QG YNATCTITFAYGQ 101

GACAGGTTCTGGCAAGTCCTACACGATGATGGGCACCCAGGAGAGCARGGGCATCATTCCACGTCTGTGTGACCAACTCTTCTCGGCCATAGCCAACAAATCCACACCCGAGCTTATGTA 720
TGSGKSYTHMBTQESKGIIPRLCDQLFSAIANKSTPELMY 141

CAAGGTGGAGGTGTCC’I’ACATGGAGATCTATAACGAGAAGGTCCACGATCTGCTCGATCCCAAGCCGAACAAACAGTCGC'I'I'AAGGTGCGCGAGCACAATG"I'I‘ATGGGCCCATATGTGGA 840
K v E v s YyMETI Y NEI KV VHDILILUD PUEXKPNIZKOQSLI KV REUHNUVMGZPY VD 181

cE;cAcTE;&cE;'cAE;'c'TZ;'c'c?rb%'ch'c}ér'cfc?r}\?r'c}x;E;AE}\'TE'GA&AAEE:&E:}\%E;}\E:&;}\XGZ;E:}\}x'ch}(c'T'c}\'c'c}x}{cZ;'G'Tb'c'c'c'c'c'c}\E:E:Ix}x?r}éri:Ah%&%:l:%;h'c%'c'c'rp’c’c’c’c;’c‘rr’c’c’c}{cbc 960
Q AV T 8 Y Q D DNLMTEGNKSRTVAATNMNAESSRSHA 221

CG’I‘C’I‘TC'TCAG'I‘GGTCCTCACTCAGATACTCACGGA‘I‘CAGGCGACGGGAGTGAGCGGCGAGAAGGTG’I'CCCGCA’I‘G’I‘CCC'I‘GG’I‘GGA'I"I‘TGGCTGGCTCCGAGCGGGCTGTGAAAACGGG 1080
vV F s v v L T¢I L TD OQATGV 8 GG E KV 8 R M 8L VDLW AG S EURAUV K T G 261

AGCTG’I'I‘GGCGATCGTCTCAAGGAAGGCTCTAACATCMCMATCTCTGACCACACTTGGCCTGGTCATCTCCAAG’I'I‘GGCCGATCMTCCAATGGCAAGAAGAGCGG&':\‘A‘C‘G}\CMA‘I‘I‘ 1200
AV G DRI LIXKEGSNTITINIKSTLTTULGULV I S KILADUOQSNGIKI K S G NDKF 301

CGTTCCCTACCGOGATTCCGTGCTCACCTGRCTGC TGAAAGAC AN T T TGGG TGGC AN TTCC AGAACTGTTATGG TAGCGAC AATC TCGCCATCGGCAGATAACTACGAGGAGACGCTTTC 1320
v P Y RD S V L TWUL L KDNILGGNSIRTVMUV AT I 8 P S A DINVYEETUL S8 341

CACGCTGCG’I‘TATGCAGA’I‘CGAGCCAAGCGCAT'TG'I'[‘AACCACGC'I‘G’I‘TGTCAACGAAGA’I‘CCCAA’I‘GCCCGCATCATTCG’I‘GAGCTGCGACACGAGG‘I‘GGAGA‘CCC'I"I‘AG‘AA‘GTA’I‘GCT 1440
'I‘ YADRAKRIVNHAVVNEDPNARIIRELRHEVETLRSML 381

GAAACACGCCACTGG'I"I‘CACCAGTGGGCGA’I‘GTCCAGGA’I‘AAGC'I‘GGC'I‘GAGAGCGAGAACCTGA’I‘GAAACAGA’I"I“I‘CGCAGAC'I“I‘GGGAGGAGAAGC'I‘GG'I"I‘AAGACAGAACGCA’I'TCA 1560

K HA T G 8 PV DV QDI KTLAETZSSENTILMZ KT G QIS SOQTWETETZ KTLV VI KTTETRTIQ 421
AAACGAACGGCAGCAGGCTCTAGAGAAAATGGGCATTAGTGTACAGGCCAGTGGCATCAAGGTAGAGAAGAACAAGTACTACTTGGTCAATTTAAATGCTGATCCGTCCCTTAACGAGCT 1680
N E R A L E XK MG I 8 V A 8 6 I KV EZXNJZ KZYJVYTULVNTILINATDTPTSTLNEL 461
GCTGGTCTATTATCT(‘AAGGATCGCACACTGATTGGCGGACGCACTATCAGTGGCCAGCAGCCGGATATACMC‘I"K‘TCCGGTCTCGGAATCCAGCCCGAGCACTGTGTGATCACTATCGA 1800

L VY Y K b R T I s Q Q P DI QL 8 G L G I Q C 501
GGA’I‘AGTGGACTG’I‘A(,ATGGAGCCAG’I‘GCAGGGAGCGCGT'I‘GC’I"I"I‘GTGAACGGA’I‘CTGC’I‘GCTG’I‘GGAAAAGACACCACTCCAGAACGGCGACCGTA’I‘CCTGTGGGGCAACCACCACTT 1920
D s G L YMEUPV QGARTZCTFVNZGSAAVEI KTUZPTLUGQNUGDU RTIILWGNUHUHTF 541
'I“TI‘CCGCGTCAAC’I‘CGCCGAAGAGCAATAACACTAGTATGTGCGC’I‘TCGGAGCCCCAGACGCCGGCGCAACTGA'I"I‘GA’I'I‘ACAA’I"I'PCGCACGCGATGAGA‘I‘TATGCAGAACGAA‘I‘TGAG 2040

F RV N S P K S NDNT S M C A 8 E P Q A Q L I DY N F R Q E s 581
CAACGA’[‘CCTA'I‘CCAGACGGCCAT’I‘GCTCGGCTGGAACG’I‘CAGCACGAGGAAGATAAGCAGGTGGCGC’I"I‘GAAAAACAACGGCAGGAGTACGAGCGTCAG’X‘TCCAGCAGCTACGCAATA’I‘ 2160
N D P I Q T A I A R L ER QHEEUDI K GQVALEIZ KOQIRQEYEHRU QTFQOQULIRNI 621

'I‘CTGTCGCCTAGTACACCA’I‘A’I‘GCACCTTA’I‘GCTCC’I‘TATGATCCACTGCGCATGGGTAAGA’I‘TACCCCAAA"I‘AC’I‘CC’I‘ACTTCGCAAATGCGAG’I‘GGAAAAG’I‘GGGCACAGGAACGAGA 2280
s P S T P Y P Y A P Y D PLIRMGI K I TZPNTUPT S OMURUYV EI KWA AUOQETRD 661
'I‘GAGATGT’I‘TCG’I‘CGCAGT’I‘TGGGTCAGCTGAAAACGGATA’I'I‘ATGCGTGCGAA’ITCCCTGGTCCAGGAGGCCAAC'I'I"I‘CTGGCTGAGGAGA’I’GGAGAAGAAGACCAAG’I'I'TTCAG'I‘CAC 2400

E M F R R 8L G Q L K TDTIMMBRMANZGSTLV QEANTFLAZEIEMMEIZ KI KT K F 8 V T 701
TCTGCAGATTCCGCCAGCTAA’I‘C’I‘AAGCCCTAACAGAAGGCGTGGGGCA’I"I‘TG’I‘CAGCGAACCCGCCAT’I‘C’I‘GGCGAAGCGCACAAACTCTGGTAGCC}\GATCTGGACGATGGAGAAGC’T‘ 2520
L Q I P P 8§ P N R R R G A F S K R T N S G 8 Q 741
GGAAAACAAGCTGA’I‘AGACATGCGCGAGATGTACCAGGAGCACAAGGAGCGCGTTC'TGAACGGACTGCCCCT’I‘ATAGAGCCATTCTCAGAAGACGAGT’I‘CGATGACAAGGACGAGGA’I‘AA 2640
ENKL I DMURIEMMYQQEUHI K EARUVILNGLUZPILTIUEU®PTF S EDZETFDUDI KTDETDN 781
’I'GCCAAGCCACAGGATCCG'I"I"TTACGAGTCGCAAGAGAACCACAA’I‘CTI‘AT’I‘GGCG’I‘GGCCAATATA’I'I‘C'I"I‘GGAGG'I'I‘CTG’["I"TCATGACGTCAAGCTGGACTACCACACGCCCATCAT 2760

D P F Y E 8 Q L I 6V ANTIVFULEUVLT FHDUVIE KTLUDYHT 821
TAGCCAGCAAGGCGAGGTAGCGGG’I‘CGGC’I‘TCAbG'I'I‘GAGATCGAGCGGA‘I’I‘GCCGGCCAGATGCCACAGGACCGCATG’I‘GCGAGTCAGT’I‘I‘CAGAATCCTC’I‘GGCGA’I‘TCACGGGATGA 2880
Q Q L Q E I I A G QM P Q DRMTCE S8 V 8 E 8 D R D E 861
GTACGACGACCCTG’I‘GGATCCCACATCGMTCAGA'I"I‘ACCTGCCGTGTGACGA’I‘CAAGTGCGCCAGTGGAC’I‘GCCATTG’I'CGCTCTCCAAC’I"I‘TG’I‘C'I"P’I"I‘GCCAGTACAC’I'I‘T'I"I‘GGGG 3000
Yy b D PVDPTSNOQTITTOCRUVTTIIZ K CAS L PILSL 8NV FUV F C QY TTF W G 901
'I‘CACCAAGAGATGG’I‘TG’I’I‘CCGGTTATCMTGC’I‘GAATCAACGGCGCACGACCAGAACATGGTGT"ITAAGT’I‘TGAACACACCCAGGAC’X'PCACGGTTACCATAMCGAAGAGT“I'I“I'I‘GGA 3120
HQ EMV V PV I NAZE S T A D Q NMV F K F EHT Q D T VvV T I N E E F L E 941
GCACTGC)\TAGAAGGAGC’I‘CTGTCCA’I"I‘GAGG’I‘GTGGGGCCATCGCAG'I‘GCCGGCT’I‘CTCCAAGACAAAGGGCTGGGAAGTCGAACAGCAGCAAGCCAAGGCCCGTTCCCTGGTCGATCG 3240
H ¢ I E G A L 8 I EV W G HIR S A G VF 8 KT KGWEV EQQQAIKARSL V DR 981

CTGGGCGGAGTTGTCGCGGAAGATCGAGCTTTGGGTGGAGATTCACGAGCTTAATGACAACGGCGAGTATTCGCCAGTGGAGGTTACCAATCGCAACGAGGTCTTGACCGGTGGCATTTA 3360
W A EL S R K IEULWUV ETIUHELNUDNGEY S PV EVTNUI RWNEUVLTGG I Y 1021
CCAGTTACGTCAGGGTCAGCAGCGGCGGGTGAATGTACGGGTGAAGCCGGTGCAAAACTCTGGCACCTTGCCCATTATC TGCCAGTCGATTGTGAACGTTGCCATTGGCAGTGTGACAGT 3480
R R VNV RV K PV QNS GTILPITICQ S I VNUVATIGS SUVTUV 1061
GCGATCTCGGTTGCAGCGACCACTGGATTCTTACCAGGAGGAAGATCTCACCGTGCTGCGCCAGAAGTGGAGCGAAGCACTGGGACGAAGGCGTCAATACCTTGACCAACAGATCCAGAT 3600
R 8 R L Q R P L D S Y Q E E DL TV L REIZ KW S EA AILUGU RI RIRUOQYUL D OQOQOQTI QM 1101
GCTTATAAAGAAAGAGGAGAAGAACGAACAGGAGCGCGAGAGGGAGCTAAGCTTGGTTCATCAGTGGGTCTCGTTGACGGAGGAACGCAACGCGGTGTTGGTGCCAGCTCCTGGCTCGGG 3720
L I K K EE K DNUE Q@ ERERETLS8L V HG®WV S L TEEIRNAVILVPAPG S G 1141
CATTCCCGGAGCACCTGCCTCATGGGAGCCGCCGTCCGGAATGGAGCCACATGTGCCCGTCCTCTTCCTCAACCTGARCGGTGACGATCTGTCGGCGCARRACACCAACGACGAGCTCTC 3840
1 P G A P A S WEU©PUZPSGMEU PHVYV?PVLFLNILNGUDUDILSAZ QNTNDETL S 1181
CGTCGCCGGCATCAATI‘CCATTCTCTCCAAGGAGCACGGACA’I‘AAG’I"I"X"TACACGCTGCMAT'T‘CTGCAGCACC’I‘AGATAAGGATG’I'I"I‘GCTGTGTGGCCAGC’I‘GGGACTCT’I‘CGATGCA 3960

VA G I NS I L S8 KEUHGHI KT F YT Q Q K b v c CV A S WD S8 S M H 1221
’I‘GACAGTCAGGCCCTCAACCG’I‘G’I‘CACTGAGGCCAA’I‘GAGCGGGTCT)\TCTCA’I"!‘C‘I‘GCGCACAACGGTACGCC'I‘CTCGCACCCAGCACCTATGGATCTCGTGCTCCGCAAGCGACTAAG 4080
D 8 Q A LNIRUVTEANERUV YL ILRTTUVIRILS HPAUPMTDIULUVILRIEKI RTIL S 1261
CA’I'TAACATCAAGMG GACAGACGCTAACCGACCGCCTGAAGAAAT‘TCCG’I‘CT’I‘GTGCGGGGAGAGAACGCCATCTGGCAGAGCQ(: TG’ 1LACCTA’I‘GAL:b TGGTCTCT AACA’I'I‘CCAAA 4200
I N I K K K F R L VRGENA ATIWIQS G V T v VvV s P K 1301
AGCCTCCGAGGAGTTGGAGGACCGCGAGTCTCT"I‘GCACAGTTGGCTGCCAGCGGAGA‘I‘GAT’I‘GC’I‘CCGCAAG’I‘GACGGCGAAACCTACA’I‘AGAGAAA’I‘ACACGCGCGGTG'I"I‘TCGGCGG’I‘ 4320
A 8 E E L EDRESLAQLAASGDDTCSASDSGET Y YTIEIZ KYTRGUV S AV 1341
GGAGAGCATACTGACTC'I‘GGATAGAC’I‘GCGGCAGAA’I‘G’I‘GGCGGTCAAGGAGCTGGAAACGGCACATGGACAGCCGCTCAGCATGCGCAAGACCGTCAGCG’I‘GCCGAAC’I‘TCTCACAGCA 4440
s L T L D RULURQNV AV KETULZETAHG GO Q?PULSMI®RIKTUV S VP F 8 Q Q 1381

ACTCATAAATAAACT'I‘ACGCAGAT’I‘ATGCGCTTCGATGCATCGATGGAGTCGCTGCTGAA’I‘GTGGGACGA’I‘CCGAGTCCTTTGCCGATCTCAATAACAGCGCTTI‘GGGCAACAAGTTTAC 4560
L I N XK L TQTIM®RYPFDASMESLTU LNV VGRS ESFADIULDNNSA ATLGNTE KT FT 1421
TCCAGCAGGTCATAGTCCAGCAGGAGCAGGCGGAGTCATCCGAAGTCGCCACAGCTTTGGAGGCARAGGAAGCAGCCGATGATTCTCCCGGAAAAGCCTTTGGCATTGCTTCGCCAGCTAC 4680
P A G H S PA GA G GV I R SRHSTF GG K G S s DD S P G KAVF G I A S PAT 1461
TAGTAAGCTGCTGGGCATGCGCATGACTACGTTGCACGAGGAGCCACTGGGTGGACACAGATCTCTCGACGAAGAGCCTGAGGACAGCTACAGCGACTCGGAATATGCTGCCGAGTACGA 4800
S K L LG M RMTTILHEZEU®PULU G GHA RS L DEEUPETDS Y S D S E Y A AE Y E 1501
ACAGGAGCGGCAGCAGAARCAARAGCATGGCCACGCGATCCCGCCTCACGGCTTCCAAGACCATGGACTCATTCATGGACGTCAGCAGCCATTCGAACCAARAGCTACTTGAGCTACACGTC 4920
Q ER Q QN K S M A TR S RVLTA S KTMDS F MDUV sSs s HSNOQ S YL S8 Y T 8 1541
CAGTGCCAACGCTAACATGAAGCACCTGACCGGCCTGGCGACTTTGAGCATGAGCTCATCCACCAGCAGTGGCTACGGTTCCCAGGCTGTCTCCTGCAATAATCTGAGCAACGAGGATAT 5040
S AN A NMIKUHLTGULATULSMS S8 S TS S G Y G S QA V S CNNILSNETDTI 1581
TGCTTCAATGCGTTCCATGAGCATTGATGAGACACCAGATTTCGATCGCGTCAACTCGAATTCGCCACCGAACCGGCAGGCACGAGTTAACCCCTTTCTCAAGGACATGCCCAAAGCTAA 5160
A S M R 8 M S I DETTUPDFD RVNSNJSUZPVPNUZRIOQARUVNUPFL KUDMZPIEK A K 1621
AATACAAGAGCAACCGGAACCGCAGGCCAAGAAGCTGCAGGAAGCATTCACGCATCCGTTGGAGCAGCTGGAGTCCAGGGAAAACGCACAAAGCGACGATGATGAATGCGCGCAACTGCC 5280
I 0 EQ P EPQAZKI KILOQEA ATFTHZPTULE QTULEZSRENASOQSUDUDUDETCAZGQTLP 1661
AAAGAATAATAACAACAACGTGGACTTGGTAAACGAGCCGAAGCCACTTTCAGGCCAAATGGAGCTGGAGGAACCTATGTCGCAACCTGAATCACAAACGGAGTTTGCCACAGACAATCA 5400
K NNNNNVDILVNUEUPI KU PIL S GQMETULETEUPMMSQPESQTETFATDN Q 1701
GAACGGCAACAGGTCCTCCGACGAGTTAAGCCACAGTTCCGAGGATCTGCTCGAAGGCGATGGCATTGTCCGGGAAGAGTTGCCCGCTGGARAGGTGGTGCGGCGGAAGAAGTCCAATAC 5520
N G NR S 8§ D EL S HS s EDVLULEGDT GIVREETLUPA AGI KU VUV RRIEKIKSNT 1741
CCAGCCCCCGAGCAATGGCA}\CAGCATAMTMCAATAACAACGGCACAACCCAGGTACCGCGCA’I'I‘MTCATCGGGCA’I‘CGGTGGCCAAAATGGAGGGTC’I‘GGCTGCA’I’A’I'I‘TGGAT’I‘C 5640

P P 8 NGNS I NNNNNGTTQV P R S VvV A KM E G L A A Y L D 8 1781
TAGCA'I"PA’I‘GACCAGCAGCACCGAAG'I‘I‘GATGAGGAGAGCAAGGA’I‘GTGGAA’I"TGG’I‘TC’PGCCCGAG’I‘GG’I'I‘AGTGGTGGGCGAGTCAGTG’l'I‘AATCCGGCCGTATAACACL.AGCGGCG’I‘ 5760
s I M TS S TEUVDEES KDV ELUVLUZ®PEWLVV GESVLTIURUPYNTSGV 1821
CATTCGCTTTGTGGGAACCACGGAATTCCAACCCGGTGCCTGGATTGGCGTTGAATTGGACACACCAACGGGCARARACGACGGCAGCGTGAAGGGCGTTCAGTATTTCCAGTGCAAGCC 5880
I R F V ¢ T T E F O P G A W I G V E L D T P T ¢ K N D G 8 V K G V O Y F O ¢ K P 1861

CAAGCACGGCATGT‘I‘TGTGCGC’l‘CCGACAAGC'I‘GATGC’I‘GGACAAGCGTGGCAAGGCGATGCGAGCCTACA}\GGCCGCCGAG}\AGAGCAACAGCATCAGCAAAGAGATGAGTACCTCAAT 6000
K H ¢ M F V R 8 X

L D KRG KA AMZPBRAY XK A AEK N s I 8 K EM 8 T 8 M 1901
GAC‘TGGCTCGATGACACGC’I‘CCAAGAGCCGCGGCGA'I"I‘CGC'I‘AAACC'I'["I‘CGGCGCGTAAA'I‘GA'I‘TGTACCCAAAGTGT’I‘CGCATCAGCTGCAGCG‘I‘TGGACTAA’I‘I‘GCAGGCAATCGAC 6120
T 6 8 M T R § K 8 R G D S L N L S8 A R K 1921

GGTAGCCACCAGCAGCCAGCCGGCGACCTGCCACAGATTGCGTGCAACCAGCGGCGCTGCAGATGCGAACAGTCATGGCAAGAAGTGC TATGCCAATCGACGCTCGACGGCCTTCTAAAG 6240
CCGCCACCCAAGATGACAATGTCGAGAACGAGGTGGACGAAGGAGAAGCGACTCGACAAGCAACGARCAATGCGGAGCATACTCCTCATGCCAACCATATTCAAGCTTACTTAACTATTC 6360
TCACCCCATGCCGCAAATGAAATGCCGTACACTTATCCACACGCTTCTCTAAGTAGTTTAAGGCGGTGTCTACAGCAGAACTAATTATTAATCTAGCTARACTAAACTARATGAAACGAA 6480
TCGATACTAATCTAAACTAAGCCGGGTAGGCAATTGCGTAGTTGCAATATTTCGAACACTTGAGCGAGAGCGTAAAATTTAGCGACCCTTCGAATTATGTATGTATGAAACAATCACTTT 6600
TGATTCCATTGTTTTGTGTTCGTGTAGTTAATTGTCGTTTTTTGCTTTTCGATTTTGGAATGAAGCGTTTTACTGATATAT TTTCTAATGGTTC TTTGCCTTTAGTTTAGTTARATTGTT 6720
TTTGATATCAATGTGACTTGTTTAACGATGAGCTTATATTTTTACTTGTTATTGACTATATTCAATATATTTGTATATATTTATAATTAAGATCTTGCAATAATTTCGTCTCCATATGAC 6840
TTTTCCTGAGCTCATTTTCTTTTTAGCGCATTTATATACAATTACCAATACAATACGATGTTAGTAATAATGAAAGCAACATATTCTATATAACTGCATCTAAGCAATTGAAGCTTCCTA 6960
AGATTTTCGTGTCTTGGAACTTACTCCTCGATTATGTTGCTTCGCACCGTCGCAGT TARATGTGTAAATTGTATTATTTTGATGTGATGTATTTATAATTTCCCTTTATATATGCATATAT 7080
AAATATAAATAAAATTTATTTTACCGT 7107

F1G. 2. Nucleotide sequence and the deduced amino acid sequence of the composite kinesin-73 cDNA. The number of nucleotide residues and
the number of amino acid residues are shown on the right. The motor domain (amino acid residues 1-359) is indicated with a dashed line. The
phosphate-binding loop (P-loop) of the ATP binding site is shown using boldface amino acid residues. Underlined amino acid residues (1819-1874)
correspond to the cytoskeleton-associated protein Gly-rich domain (CAP-Gly domain). Double underlining indicates a fibronectin cell attachment
amino acid sequence (RGDS). The polyadenylylation signal (AATAAA) of kinesin-73 cDNA also is underlined.
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F1G. 3. The probability of forming stable coiled—coils predicted by
the algorithm of Lupas et al. (31) plotted against the amino acid
residues of kinesin-73. Possible regions with stable coiled—coils are
amino acid residues 594-622, 668695, and 734-761.

in the syncytial embryo (not shown). As shown in Fig. 64,
kinesin-73 mRNA is expressed in the germ band and part of
the procephalic region in a stage 9 embryo. Kinesin-73 mRNA is
prominently expressed in the central nervous system of a Stage 13
embryo (Fig. 6B). Kinesin-73 mRNA is present in both the central
and peripheral nervous systems of stage 17 Drosophila embryos
(Fig. 6 C and D). These results show that the kinesin-73 gene is
widely expressed in early Drosophila embryos; however, later in
embryonic development expression of the gene is restricted
mostly to the central and peripheral nervous systems.

DISCUSSION

Kinesin-73 cDNA was cloned and sequenced and shown to
encode a novel kinesin heavy chain protein. Kinesin-73
protein consists of 1921 amino acid residues and contains a
motor domain with a putative ATP binding site and a
microtubule binding site in the N-terminal portion of the
protein. The amino acid sequence of the motor domain and
the central region of kinesin-73 show that kinesin-73 is a
member of the unc-104 subfamily of kinesin heavy chain
proteins, which include C. elegans unc-104 (6), mouse
KIF1A, (7) and KIF1B (8), and human H-ATSV (32). The
stalk domains of most kinesin heavy chain proteins are
thought to form coiled—coil structures that enable kinesin
heavy chain molecules to form dimers. Kinesin-73, KIF1A,
and KIF1B (7) apparently have only a few short coiled—coils
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F16.4. Dot matrix amino acid sequence comparisons of kinesin-73
with unc-104 (A4), KIF1A (B), and KIF1B (C). Amino acid sequence
comparisons were performed using the Genetics Computer Group
program COMPARE (window = 30, stringency = 16), and then plotted
using DOTPLOT.

in their stalk domains, and, together with unc-104, lack
extensive coiled—coils in the central regions of these proteins.
The C-terminal region of kinesin-73 protein contains a
CAP-Gly domain that is similar to the CAP-Gly domains of
some cytoskeleton associated proteins and dynein-associated
proteins such as restin (24) [CLIP-170 (25)], which links
endocytic vesicles to microtubules (24); Drosophila Glued

kinesin-73 d EIWEGOEIEARN TR TIX Tl RNICAZ SEA RO K / 100

restin(l) h
restin(2) h

glued d
dynactin r
M01Aa8.4 ce
BIK1 v

————— A 60
----- : ] 60
' . 58

----- . 50
42

—————— 41

Fi16. 5. Amino acid sequence alignment of the CAP-Gly domain of kinesin-73 protein with CAP-Gly domains of other proteins. Species
abbreviations are as follows: d, Drosophila; h, human; r, rat; ce, C. elegans; and y, the yeast S. cerevisiae. A dash shown in white on a black background
corresponds to the same amino acid residue as shown for kinesin-73. The column of numbers on the right corresponds to the percent of amino
acid residues that are identical to those shown for kinesin-73. Amino acid residues shown in black on a shaded background correspond to conservative
amino acid replacements, defined as follows: S, T, G, A, P/L, I, M, V/E, D, Q, N/K, R, H/F, V, W/, and C (34). The symbol “.” corresponds
to the absence of an amino acid residue. The CAP-Gly domain of the proteins correspond to the following amino acid residues: kinesin-73,
1826-1868; restin CAP-Gly domain-1, 78-120; restin CAP-Gly domain-2, 232-264; Glued, 56-98; dynactin, 47-89; MO1AS8.4, 39-81; BIK1, 26—-69.
References are as follows: restin (24), Glued (26), dynactin (27), MO1A8.4 (28), and BIK1 (29).
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F1G. 6. Distribution of kinesin-73 in RNA in Drosophila embryos detected by in situ hybridization with a digoxigenin-labeled (—) RNA probe.
(A) Stage 9 embryo. (B) Stage 13 embryo. (C and D) Stage 17 embryos, side view (C) and ventral view (D). Kinesin-73 mRNA is present in the

central and peripheral nervous systems.

(26) and rat dynactin (27), which are involved in cytoplasmic
dynein-mediated vesicle transport; and C. elegans M01A8.4
protein (28) and yeast BIK1 protein (29). CLIP-170 contains
two CAP-Gly domains that have been shown to bind to
microtubules (25). Only the CAP-Gly domain of kinesin-73
protein exhibits homology with these proteins. Kinesin-73
protein is the only kinesin heavy chain protein that has been
reported thus far that contains a CAP-Gly domain. The
presence of a CAP-Gly putative microtubule binding site in
the tail region of kinesin-73 protein suggests that kinesin-73
may be a motor protein for anterograde axonal transport of
tubulin oligomers and/or microtubules along microtubule tracks.

Microtubules elongate by addition of tubulin to the plus ends
of the microtubules. Axonal microtubules are oriented so that
the elongating plus ends point away from the cell body toward
the axon tip. In addition to microtubule assembly by addition
of tubulin subunits to the plus ends of microtubules in axons,
evidence for tubulin or microtubule transport in axons from
neuronal soma toward axon tips has been reported (for a review
see ref. 35). Further work is needed to determine whether the
function of kinesin-73 involves microtubule transport.

We thank Lily Jan and Yuh Nurgston for Drosophila lines, Norma
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assessing the probability of coiled-coils in kinesin-73, and Alan
Peterkofsky for comments on the manuscript.
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