IDENTIFICATION

Species: Kalanchoe laxiflora
Locus: Kalax.0069s0068

Gene Model: Kalax.0069s0068.1.p
Description: KIEXPA-22

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/KlaxifloraFTBG2000359A_v3_ 1
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/KlaxifloraFTBG2000359A_v3_1

GENE STRUCTURE

KIEXPA-22
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tibp 20bp 400bp G00bp 800bp 14K 12000 14006p 16006p 1800bp

Legend:
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Query seq.
Superfanilies PLN00193

+ Name Accession Description Interval E-value
[+ PLN00193 super family cl33423 expansin-A: Provisional 1-250 5.10e-119
SEQUENCES

Peptide

>KIEXPA-22

MAFLTLVTATLCLLLASAHARIPGVYSGGAWQTAHATFYGGSDASGTMGGACGYG
NLYSQGYGVNTAALSTALFNNGQSCGSCFELKCANDPQWCHSGSPSIFITATNFCPPN
FAQPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKKGGIRFTINGF
RYFNLVLITNVAGAGDIVRASVKGSKTGWMSMSRNWGQNWQSNAVLVGQALSFRL
TGSDRRSSTSWNIVPAHWQFGQTFIGKNFRV*

CDS (coding sequence)
>KIEXPA-22

ATGGCATTCCTCACTCTGGTCACCGCCACTCTTTGCCTCCTCCTCGCCTCCGCCCA
CGCCCGCATCCCCGGTGTCTACTCCGGTGGCGCTTGGCAGACCGCCCACGCCACC
TTCTACGGCGGAAGCGATGCCTCTGGTACCATGGGAGGAGCTTGTGGATATGGGA
ACCTGTACAGCCAGGGTTACGGAGTGAACACGGCGGCGCTAAGCACAGCGCTGT
TCAACAACGGTCAGAGCTGCGGCTCCTGCTTTGAGCTCAAATGCGCCAACGATCC
ACAATGGTGCCACTCTGGCTCTCCATCCATTTTCATCACTGCCACTAACTTCTGTC
CGCCCAACTTCGCCCAACCCAGCGACAATGGCGGATGGTGCAACCCTCCCAGGCC
TCATTTCGATCTCGCCATGCCCATGTTTCTCAAGATCGCTGAGTACCGTGCCGGAA
TCGTCCCCGTTTCCTACCGCCGCGTGCCATGCCGAAAGAAGGGGGGAATCAGATT
CACGATCAACGGCTTCCGCTACTTCAACTTAGTCCTAATCACCAACGTGGCCGGC
GCCGGAGACATCGTCAGGGCCAGCGTGAAGGGGTCCAAGACCGGGTGGATGAGC
ATGAGTCGAAACTGGGGTCAGAACTGGCAGTCAAACGCGGTACTGGTCGGTCAA
GCACTGTCATTCAGACTCACCGGCAGTGACCGCCGCTCCTCCACCTCGTGGAACA
TTGTGCCCGCTCACTGGCAGTTCGGGCAGACATTCATCGGAAAGAATTTTAGAGT
CTGA

Nucleotide
>SKIEXPA-22

CCAAAACTATGAAGTTTTTAAGTATTTTTTCCCTCTAAAATACTCCCTTAAAAAAA
TTATAATTCCATCCCACTCCAAAATCTCATCCTTGCTTCACTTTAGTTTCACTAGA
CAGACACCATCTCCATCCATAAATACCCACACTTTCCCTCCATCAAACTTCCACAC
CAAGCTCAGATCTTTCCACACTCTTCACCTCCCCATTCTTCTCTTCAATGGCATTCC
TCACTCTGGTCACCGCCACTCTTTGCCTCCTCCTCGCCTCCGCCCACGCCCGCATC



CCCGGTGTCTACTCCGGTGGCGCTTGGCAGACCGCCCACGCCACCTTCTACGGCG
GAAGCGATGCCTCTGGTACCATGGGTATGTAACACTCGCACATTTTATTGAAAAT
ATAAATAAGGAGCCATGGGAGTGTATATGTATGTACGTACGTGTATCACTTGGGT
TCAATCAACTGACCCATTCAATTGATTAATTAATTACAGGAGGAGCTTGTGGATA
TGGGAACCTGTACAGCCAGGGTTACGGAGTGAACACGGCGGCGCTAAGCACAGC
GCTGTTCAACAACGGTCAGAGCTGCGGCTCCTGCTTTGAGCTCAAATGCGCCAAC
GATCCACAATGGTGCCACTCTGGCTCTCCATCCATTTTCATCACTGCCACTAACTT
CTGTCCGCCCAACTTCGCCCAACCCAGCGACAATGGCGGATGGTGCAACCCTCCC
AGGCCTCATTTCGATCTCGCCATGCCCATGTTTCTCAAGATCGCTGAGTACCGTGC
CGGAATCGTCCCCGTTTCCTACCGCCGGTATGTCCCTCTCTCCCTTCTCTTGTCGCC
TAGTAACTGCTTTATTTACATGTATTTAGGTTTAGGGGTATACAGTACGATGTCGT
TTGGTTCCAGCGCCGGCGACATTCCCCACTTCTGTAAAGTTAGGTGCAAGTGCAA
GTGGTTATTTAAGAGTTTTATTGTTTTTTTTCTCACACCATTAGATAAAAGTTCTTA
ATTACACATCAATCCCATCACTTTACATTAATTTATATTCGAGCACCTGTCTTTAC
CGAAAATTCAAAAAAGCAACCCCTAATGTAGTCTTGTCCTCGTGGTTGACGACAG
CGTGCCATGCCGAAAGAAGGGGGGAATCAGATTCACGATCAACGGCTTCCGCTA
CTTCAACTTAGTCCTAATCACCAACGTGGCCGGCGCCGGAGACATCGTCAGGGCC
AGCGTGAAGGGGTCCAAGACCGGGTGGATGAGCATGAGTCGAAACTGGGGTCAG
AACTGGCAGTCAAACGCGGTACTGGTCGGTCAAGCACTGTCATTCAGACTCACCG
GCAGTGACCGCCGCTCCTCCACCTCGTGGAACATTGTGCCCGCTCACTGGCAGTT
CGGGCAGACATTCATCGGAAAGAATTTTAGAGTCTGAGAGACGAAAACAACACC
CAACCAACAACAAGTGAAGCATTTACAGGGCAATGTTGTGTTATTGAATAGTGCT
TTTAATTGGTTAGTGTAATTTAGGAAAGATTGGATCTTTTAGGTGTTGGGGGGAT
GGAGATGGAAATGGTGATGTGGGTTTGGGTGGGTTTTTGTTGTTTATGTGAGGGT
AGAGAAAATTTCTGGAGTGGATTGAGTGTGTGTGGTGAGATGGAGATGGGAGAG
TAGTTTGTATTGTAAGCTGAAGTGGCTAGAAAAGTCTACCCGCAGCTTTAAATTA
ATCACTATTAACAAACATACATATTGAATATGATTATATTTATATTTGCGGTTTTG
GTTCTTGTGTGATGTTTGGAATTGGATGTCGTGTTTGTGTTCAAGTGATGTTGGAT
TTTTGAGTTTGTTTGTAGGAGGGATAAGAAATGGAGAAGGGGAATTGATGGTCTA
TGATATTCGGTAGAGGTGGTCAGAGTTTGATTTTTCTTGGTTTTTGAAATTTGTAT
CAAAA






