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Isolation and Sequence Analysis of a Fulldength cDNA Clone
Encoding Small GTP-Binding Protein Gene CaRabl1 in Pepper
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(1. School of Life Sciences Fujian Agriculture and Forestry University Fuzhou 350002 China; 2. School
of Crop Sciences Fujian Agriculture and Forestry University Fuzhou 350002 China)

Abstract: The characteristics of Rabl1 ¢cDNA and deduced amino acids sequence in pepper were ana—
lyzed which would lay the foundation for further investigation of the function of Rabl1 protein. One 1 164 bp
full —length ¢cDNA clone was isolated from a pepper normalized ¢cDNA library which encodes a putative pro—
tein composed of 217 amino acids. The fulldength cDNA was named CaRabl1. The amino acid sequence de-
duced by CaRabl1 ¢cDNA showed high similarity to VvRabA1f protein from Vitis vinifera. CaRab11 protein in—
cluded conserved domains specific to Rab GTPase superfamily ( RabSF) Rab subfamily specific regions
( RabF RabF1 — RabF5) five highly conserved GTP - binding consensus sequences ( GDSGVGKS T
DTAGQE GNKADL and ETSAL) involved in GTP/ Mg + + binding and GDP hydrolysis two conformation—
al switch ( Switch T and II) regions as well as C+erminal cysteines motif important to prenylation. Amino acids
similarity and phylogenetic analysis also indicated that CaRabl1 is a new member of small GTP — binding pro—
tein Rabl1 superfamily.
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1 TAGTTACGGGTACTGACAAAT CCTTTTGAAT AAATC TCTCTCTCTCTCTCTCTCTCTCCT
6l TTTTAAARAGCGGTGCTCCCT TCACATCTCTCTCTCTTCCTTCTCC ARATTTTCATCGTA
121 CTCCGTGCCCCCACCGCCCCCCARAAAMAGTTTTTTCCTCTTCARAAATGG GGLC ATACK
H G & ¥
181 GAGCGGAAGAC GATTACGATTACTTGTTCAAAGTAGTATTAATCGGTGATT CTGGTGTGE
60 R &4 EDDY¥Y D YL F KV V¥ L I G D 5 GV
241 GTAAATCAALC CTGCTTTCCAGATTC AGTCGCAATGAGTTCAGCCT TCAGT CTAAGTCCA
g0 G K 5 N L L. 35 R F &5 R N E F 5 L E 5 K 3
301 CCATCGGAGTTGAATTCGCTACALGGAGTAT TCATGTIGAGGATARAGTTGTTALAGCTC
100 T I 6 ¥v EF &4 TR 5 I H ¥ E D K ¥V V K A&
36l AGATTTGGGATACTGC TGGTC AGGAA CCATATCGAGCTATCACTAGTGCTTACTATCGAG
120 p I w o T A G Q EERY R & I T a3 & ¥ ¥ R
421 GAGCTGTTGGTGCATT GCTGGTTTAT GATGT CACTC GTCAT GTGACTTITCGAGAATGTAG
140 G A4 V¥V ¢6 4 L L ¥VY DD ¥V TURHV¥ TFEN ¥
451 AGAGATGGTTGALGGAGCTCAGAGAT CATAC TGACT CAAAC ATTGT CATAATGCTTGTGE
160 ERW L K EL RD HTUD 5 NIV I ML V¥
541 GaadTadGGCAGATTTGCGTCACTTACGAGC TGTTTCCACC GAGGATGCCAAGGC ATTTG
180 G N K 4D L R HL R & ¥ 35 TETUDD A K & F
601 CTGAGAA GGAGAGTACTTTCT TTATGGAAACATCTGCTCTGGAATC CATGAATGT GGAGL
200 4 E K E 353 T F F M ET 5 &4 L E 3 M N V E
661 ACGCCTTCACGGAAGT GCTCACACALATATACCGTGTCGTCGAGCAL GARLGCTCTTGAA
220 N & F TEWWL TQ I YRV V & K EK A& L E
721 CGGGAGATGAC COGGCAGCAT TGCCT CAGGGGCAGACCATTAATGTTGCAAACAL GGATG
240 A G DD P A AL P OQGOQTTIWNUWVWGNIEKTD
78l ATGTTTCAGCAGTAALGAAAGTTGGGTGCTGTTCCGCOTAALACAL GCTCTATTC CAACT
260 D v 5 A VK KV ¢ CC 3 a *
841 TTTGAGC TTCAAATTTTCTTGTAGCAGTGTTACTTC TCCTATTGAATAGAC CAAATGAAT
201 CGTTAGCCGTGAGAGGCTGAGAGCTT TAGTT TTCTC GTGCT CAAGT ATGGATTGGAGCTA
9561 CCCCTCCCACACACCCATCTTTCCTC GAGTTCCTCAACATTCTTITATCCTT GTCTCTATG
1021 TTTGTCTTAGC TTAAGTGTAT GATTGTAGTATAGCTTCTTATGGAT GTCTT GGAT AGGGT
1081 GTACTGTGATGGCAAC GATTGAACCAAGACT GCTGCACTAGATTTATCAAA CCATTCATA
1141 TGTTTTTTCCGAALAAARARD AAD
1 CaRabll cDNA
Fig.1 The ¢cDNA sequence and deduced amino acid sequence of the CaRabl1 gene
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Cmotif
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(Switch I Switch ) o
The overline amino acids indicate RabSF motifs ( RabSF1 —4) ; The double overline amino acids represent RabF motifs
( RabF1 -5) ; The underline amino acids represent G — domains ( G1 —5) ; Boxes indicate two conformational switch ( T and
IT) regions; The dotted line box indicate Cys — Cys motif ( C motif) .
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Fig.2 Amino acids similarity analysis of CaRabl1 protein
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