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Actinidin is a cysteine protease which is abundant in the fruit
of kiwifruit (Actinidia deliciosa) and is encoded by a large gene
family (1, 2). A cDNA clone for actinidin (3) was used for high
stringency screening of a \GEM™-11 genomic library from the
kiwifruit cultivar Hayward.

We present below the nucleotide sequence of a genomic
actinidin clone, A\KIWI44 (start and stop codons, putative TATA
box and polyadenylation signal are underlined). The sequence
includes the entire coding region for a 380 amino acid protein
that shows >98% identity to three previously described cDNA
clones (1, 3), and has >92% identity with the 220 amino acid
mature protein (4). The actinidin gene consists of 5 exons
separated by introns of 412, 91, 913 and 218 bp. The location
of the first intron corresponds with that of the first intron of the
cysteine protease pst-cathepsin from Dictyostelium (5). No other
intron location in actinidin corresponds with those in pst-cathepsin
or in barley aleurain (6).
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CTGCAGTTCCAACAGAACCTTTAAAAAAAAT TGTGAAAATCATTTTTTCAAATGTCGTAAGACCCCCCCACCCCCCACGCACCCTATATAAAGGCCACTCTCTCCCTCCACATTCACACA
CCTCCAATCCCAATCTTTT TCTTCTAAAATTCAAAAAACGAGAGAGAACAAAAATGGGT TTGCCCAAATCCTTCGTCTCAATGTCTCTCCTCTTCTTCTCCACACTCCTTATACTCTCAT

M G L P K S F V S M S LLFF S TTULULTIULSL
CGCCAAAAACTTGACCCAGAGAACAAACGATGAAGTCAAGGCCATGTACGAGTCGTGGCTTATCAAGTATGGCAAATCCTATAAC TCGCTGGGTGAGTGGGAGAGGAGAT
A F NAKNILTAQRTNUDEVIKAMYTESWILIIKTYGIKS S L GE W ERTR RTF
TTGAGATTTTCAAGGAAAC TTTGAGGTTCAT TGACGAGCACAATGCAGACACAAACCGTAGTTACAAGGTGGGCCTGAACCAGT TTGCTGACCTGACTGATGAGGAGTTCCGGTCCACTT
E I F KETULRTFTIUDEUHNADTNRSYKVGGLNQQFADTZLTUDETETFIRSTY
ACTTGGGATTTACAAGCGGTTCAAATAAGACGAAGGTGAGCAACCGGTACGAGCCCCGAGTCGGCCAAGTATTGCCGAGTTATGTTGAT TGGAGGTCGGCAGGGGCCGTGGTTGACATCA
L GF T S GS NKTXKUVSNIRYZEPURVYVGQVLUZPSYVDWIRSAGAVVDTIK
AATCCCAGGGTGAATGTGGTATGTCTGATAATCTCTCTCCTATCATGTTTGTGTCGTCGCTTATGTCCTGTT TGGAGTTGATTTTTTATTTATTTTTTTAATGAACTTCTTTTAATTGTT
S Q GE C G
TGATCAAAATTTTATAATTTTTTTTACTTGATGCGAG1AGTTTGAAAGTATAAAATTTTGATTAAAGTTATCTAAASTTGTTGTCTTTAGTTTCTTTTTTTTTAAATTTAAATAAAAAGT
TTACATTTTAAAATTTTTCTTGTCAATAGGAAT TGATAAGTAAAGCT TTGATTAAAAGGT! TATAAAAT TCAAAAACCTAAGCAACTAAAAAGT TTCATAAAAAAACAAAGT
CAAACTAGAGCCTTACTAATGTGTATGTTTTGAAATAATAACTCAATGTCTATTAATCATTGGAATGAAGGGGGTTGTTGGGC TTTTTCGGCCATCGCCACGGTGGAAGGGATCAACAAG
G C W AF S AIATUVEGTINK
ATAGTGACCGGABTCTTAATTTCGCTGTCAGAACAAGAACTTATAGATTGCGGTAGGACACAAAACACCAGGGGCTGCAATGGCGGTTACATAACCGACGGGTTTCAGTTCATCATCAAC
I VT G6VLLIISULSEQETLTIDTCGRTA QNTRTGT CNSG Y I T D G F QF I I N
AACGGTGGAATTAATACCGRGGAAAASTATCCCTACACGGCTCAAGATGGTGAATGCAACGTGGAATTAGTAAGTACTCAGTACTTCATCATATGGTACAGGATAATAAAAGCAAGAATA
N GG I NTEENYUPYTA AQDGETCNVETL
AATTTACATTAATTTTTTTTGGTGATT TT TGTTTATGCAGCAAAATGAAAAGTATGTTACAAT TGATACT TATGAAAATGTTCCTTATAACAACGAGTGGGCAT TGCAAACAGCAGTGAC
Q N E X YV TIDTYENVPYNNEWMWALG QT AVUVT
ATACCAACCTGTGAGCGTTGCCCTTGACGCCGCTGGCGACGCGT TCAAACAGTATTCATCGGTAAGAT TCCTTTACCTTTACGAATATATAAAGGGC TGACAAGAACAATTGGGTGGATT
Y QP VSV ALDAAGDA ATFTI KO QY S S
GGGTGTTTTTTAGGGTAAAAATATGGAAGACT TTTGGACTTCTTTTTTAGGAATTCAAGCATATGGTTGCTAACTAGT TGGCATGTT TCCTATTATGTAGT TTTTTTATATAACATATTT
TTTTTCCATTTTTGCCTATATT TGTGAAGATGAT TGGTAGGTTGAGT TTTTTGTAAGTAGCAATAC TAGGAGAGC TCGTGTACTC TCTGGAGCTCTTCCACATAAAAATATATTATTATT
TGCATATGCCCAACGTTTTCCATGCCCGTACGTGTATTCTCCCTAATATCTAAGAGATAATTATCATGTTTAAGCCCT TGGATAGTC TCAAGTGATTATGACAAATGGGAGATATGAGT T
ACAGCCATGATGTTTGAGTAATCCATTTCACGTT TGGTGATCATAGGCCCAAGTGGTGCAAGCTAGTTGAATAAATGGTCTGCATCT TTAGCAAATCACAATATTGCATGTGACTTGGAG
ATGAATACCCACTATATAACCGATTGTGATATATCCTTGTGTTATTCTAAAGAATAGGTTC TTTGCGAGGC TAATATGCTCAAAAAT TGAAAAT TCCACCATCAACAAGATGACTAGTTT
GATGATACTCACCACACCATATTATTTCAAGATGACTAAATTTTATTATAATT TATTAGGATTTAACTTGTGATACAAGTAACGGTATAAGTACCGATAATACAACCTCATATCAATCCT
TTAAACCTTGCTATGATTCTTTTAAAATTCTTCAAACACAAAGAGGAGTGA' 'ATTCGAAGATAGGGGAAATATATACTTGAGAAATCTAATCCTCTTTGGTTTTCG
AATTCTCTCTT?AGGGCATAITCACCGGACCATGTGGAACAGCAATAGACCATGCTGTTACTATTGTTGGATATGGCACAGAGGGAGGTATCGACTATTGGATAGTGAAAAACTCATGGG
6 I F TGP CGTATIDUHAVTTIVGYGTEGS GTIUDTYWTIVI KNS D
ACACGACGTGGGGAGAGGAAGGCTACATGAGGATCCTGCGTAATGTCGGABGTGCTGGAACASGTGGAATTGCAACGATGCCATCTTACCCTGTCAAGTACAACAACCAAAATTACCCCG
T T W GEE G Y MR ILRNVGSG G T C G I A T M P V XK Y NN QN Y P E
AASCA:AC:CA;CTiTC?TA:ATSCTCCCGCCTTCTCAATGGTAAAATATATACTTCCTTATCTCTCTTTGAAATTTTTTTTTTTCGTTTTCTTTTTTGTGTTCTCTGATAAAAAAGTAA
P A F S M
CGAAAAGGATTGAGAACACATCTTCTCCATCAAAAACATCT TTTGAAAAA'
ACATTCTTTGATGCGACAGAGCAABGATGGCCCAGTGGGAGTAGAABATGGACAGAGGT
S KD GP VGV EDGU QR A *
AITGCATCTGRAAAATAAAAGAACCTTTGCTT!CCAGTTATGGAACTTATGTATTGAATAAAGGTGGCTTCAGGGGATTTcTTTGTCCTCCTGATACTGCCTCTACTTTTTACGTGATAA

IAATATAAGTAGTGTGCT TTCAATTCCTTCAAATTACCTT T TTACTTATAATGCTAAT TTGAACAAT TAAAACCCAATAAT TT TAAT TTGGT TTTAAT TTAATCCCTTCGTCAATACCTG

TTAGCAATTTAGACGGAAAGAAAGCATGTGAAAACTCACGTGGCAATTTTTAGGGACGAAAGTGAAACAT TGGACAAATTACGAAAACCAATGGTTCAAGTAGCCTCACTTTCCATTCAA
AAAGGTAAACGGGTATTGACAGATGGACTATATTCAAAC 3399

GAGAATTCGAAAACCATACCAATTCCAGAAAGAT TAAGATTGAGTTTTAATTTATTT
GTTTCAATGAGATGAGGAAAGCAGGGAGAGAATGTAGATAAATAAT
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