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PR MR B AL MABR D RIBRF F RIBATTRMN A A4, (S R] HAB A KA 2323 bp, FAMEE(ORF) A% A 1 560 bp(Gen-
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Identification and Bioinformatics Analysis of Receptor-like Protein Kinases Gene from Citrus grandis var.Shatianyu Hort
CHEN lJin-ling, XU Yuan,CHEN Yu-mei et al
Abstract
od ] The transcriptome of the self-pollinated style and cross-pollinated style of Citrus grandis var.Shatinyu Hort were sequenced by high-throughput

(College of Life Science, Guangxi Normal University, Guilin, Guangxi 541004 )

[ Objective ] To study the biological information contained in the protein sequence encoded receptor-like protein kinases gene.[ Meth-

sequencing technology.Receptor-like protein kinases gene sequence of C.grandis var.Shatinyu Hort was obtained though differential analysis meth-
od, and some characters of the receptor-like protein kinases protein were analyzed and predicted by bioinformatics method, including the compo-
sition of amino acid sequence, physicochemical parameters, hydrophobicity, transmembrane domain, secondary structure and function of protein,
etc. [ Result] Receptor-like protein kinases gene was 2 323 bp in length with an open reading frame (ORF) of 1 560 bp, encoding 519 amino
acids with deduced molecular weight of 57.39 kD, and theoretical pl value of 8.55, and contained a STKc IRAK domain.Bioinformatics analysis
showed that receptor-like protein kinases protein was a hydrophobic and stable protein.The homology analysis of amino acid sequence indicated
that the receptor-like protein kinases protein shared high homology with that of Citrus clementina (100%) and Citrus sinensis (99% ) .Phylogentic
analysis revealed that receptor-like protein kinases gene showed closer kinship with that of C.clementina and C.sinensis ,indicating that they belong
to the same evolutionary branch.[ Conclution ] The results could provide a theoretical reference for further study of self-incompatibility molecular

mechanism in C.grandis var.Shatinyu Hort.

Key words Citrus grandis var.Shatinyu Hort; Receptor-like protein kinases gene ; Bioinformatics
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GCTTACCATTAATCCATGTTACAAGCTATGTAAAAATCTTTATCTTACTTTATATAGCAA
COCAGATAACTTTTTCAAGTTTGGCATCAGAAACTCTTGCAGALGATCGATCTGAAGTGCT
TGGAAGGTCTCAAAAGTTCACTCAATGATCCTCAACGGAAGCTAAGTTCATGGAGTTTTG
GTAACTCTACAATTGGTTTCATATGCCAATTTCTTGGAGTTTCATGTTCCAATGACAAAG
AL TCGAATCCTCAACTTGCAATTAAGAGAAATCAACTTGTCAGGCCAAATTCCGGAGT
¥ KL 8 G QI P E
CTTTGAAGTTTTGTAAAAGCATGCAGAGACTTGATCTTTCAGCTAACGATCTTTCTGGTA
FLEFCEZ SNKNQRTLTIDILZS4NDIL S G
ACATTCCTGCCCAGATATGTGATTGGTTGCCTTATTTAGTACTGCTCGATCTTTCALATA
N I1IPpP4aQI CDW¥LPTYULVLILUDTILZSHN
ATGATCTTTCAGGTCCTATTCCAGCTGATCTTGCTAATTGTACTTATTTGAATACTTTGA
DL E&ECGPIPADILGDNTCTTYLDNTL
TTCTTTCAAATAATAAGCTTTCAGGACCTATCCCATATCAGTTGTCAAATTTAGGCAGGC
I L &8 "W " KL & ¢ PTIPTY QLSS NLGR
TTAAGAAATTTTCTGTTGCTAATAATGATCTTACGGGTACAATTCCTTCATCCTTCAAAG
L KEKEF SV A& NNDLTTGTTIUPSESE S F K
GATTTGACAAGGCTGATTTTCATGCAAATAGTGACCTTTGTGGGGGCCCTTTGGGATCAA
G FDEKEADFUDOGDNSDLZCSCGSGPLG 3
AGTGTGGAGGGTTGAGCAAGAAGAATCTTGCAATCATAATTGCTGCTGGTATATTCGGTG
ECG6¢ G L S EKEEKEDNTLATIII AL&LECGTI F G
oG CAGCATCAATGTTGTTAGCTTTTGGGCTATCG TGO TGGTACCATTTGAGATGGGTTA
A &4 4 5 W L L A F GL W ¥ WY HLUERW V
GGAGGAGCAAGAGAGGTTATGGTATTGGAAGAGATCATGATGATAGCCCTTGGCTTGALA
RRRETPRGYGIOGRUDDTDTDZSURW¥ L E
GGTTGAGGTCTCACAAGCTTCCTCAAGTTTCATTGTTTCAAAAACCTCTTGTTAAGGTTA
RL R ES&HETLWALQVY SLFQEKEUPTLVEYV
AATTAGCTGATTTAATGGCGGCTTCAAACAGCTTTTGTTCAGAAAATCTTATAATTTCGA
EL A& DILMNUSALESE NS FCSEDNVITI S
CTAGAACAGGGACCACCTATAAGGCCATGCTTCCTGATGGGTCAGTACTTGCTGTCAAGT
TRTOGTTTYEMALAMNTLPDG 3 V L & V K
GETTGAATACTTGTAAGCTTCCTCGAGAAGAAGTTTCCTAATGAGATCGAACCCGATTAGGAC
RLNTTCETLTGEZE KETFTZERINIEMNINTETLGEG
AGCTCAGGCATCCARATTTGCCACCCCTTTTGGCATACTGTGTTGTCCAGGAAGAGAAGT
Q LR HPHNLA&PLLGTYTCVY V¥ EZEEK
TTTTGATTTATAAGTACATGTCTAGTGGAACTTTGTATTCTTTGTTGCAAGGAAATGCTA
L LI ¥ KY MN¥S3 S5 CG¢TULTYSULULQGUHN &
CTGAACTAGATTGGOCAACAAGCTTTAGGATCGCTTTGGGAGCAGCCAGAGGTCTAGCTT
T ELDV¥PTZ RFZRTITGLTGU 4L ARG L &
GGCTTCACCATGGGTGCCAGCCTCCATTTCTGCATCAAAACATATGCTCARATGTGATTC
¥ L HGCQPPFLHQQNTIOGCS SESDNVI
TTGTCGATGAGGACTTTGATGCTCOGATAATGGATTTTGGATTGGCCAAGCTTATGACTT
LYy DEDFDARTIMNDTFGILALAETLINT
CTTCTGATGAGAGTAGTTTTCTGAATGGTGATTTGCCTCAATTTGGTTATATAGCCCCTG
5 5 DESSFVNGDILGETFGTTIATP
AGTACTCTAGCACAATGGTTGCTTCATTGAAGGGAGATGTGTATGGAATCGGGGTTCTGE
EY S &8 TNV 4 5 L ECGDV Y G I GV V
TTCTGGAGTTGGTCACAGGCCCAAAACCGCTTGAACTCGGCACTGCTCGAGGCAGGATTCA
LLELVYTT GERIETPFPTLETLTGTALE AL GF
AGGGAAATTTGGTGGATTGGCTGAATCAACTCTCTAGTTCTGGCCGAAGCAAGGAGGTCA
EG¢NL VY DWVY NQLGSE 35 8GR 5 K EV
TTGACAAGGCTCTTTGCGGTAAGGGCTACGATGAGCAAATTTTGCAGTTTCTGAAAGTTG
I D E4s& L CGECGYDEETITLGQTFLEYVWY
CATGTAATTGTGTGGTCTCTAGGCCTAAGGACACATGGTCTATGTACCAAGTTTATCAGT
A C N CV YV SR PEDERYSNY QV Y Q
CATTGAATAGCATTGCGGCACAACATGGTTTCTCAGAACGGTATGATGAATTTCCGCTAA
5 L W s3I & 4 0QQ HGF S ETERTYTTUDETFFPL
TTTTTCACAGGCAAGATGGTCGGTCAGTGTAATAGAAGTTCTACATTTTGGTGGTAAGTC
I FHRQDGG 3 V *
ATCAAAATGCTATTCATGTARATGGTTTGATTGCCATTTATGCTGCATTTTCTTGTTTGT
TCTATATATACCTGTATGATACAATAAAATTATCAAAGTTCTTGAATGTTTGAGGAATCT
ATTTGTTTGAACTTTGCATTTTTGTGCCTCTTCAACTGCTTGTAGCCTTACAATTTTT
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Fig.1 Nucleotide sequence of receptor-like protein kinases gene and the deduced amino sequence
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Fig.2 Hydrophobicity analysing of receptor-like protein kinases
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Fig.4 Conserved domains of porcine receptor-like protein kinases protein
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Fig.7 Phylogenetic tree based on amino acid sequence of receptor-like protein kinases protein
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