IDENTIFICATION

Species: Kalanchoe laxiflora
Locus: Kalax.0152s0064

Gene Model: Kalax.0152s0064.1.p
Description: KIEXPA-27

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
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Query seq.
Superfanilies PLNOOOS0O

Name Accession Description Interval E-value
[+] PLNOOO50 super family cl31535 expansin A; Provisional 1-238 261e-133
SEQUENCES

Peptide

>KIEXPA-27

MGLAVVVCLSLLSMASVAYGSGGGWMTAHATFYGGGDASGTMGGACGYGNLYSQ
GYGTNTAALSTAMFNGGLSCGSCYEIRCVNDRRWCLPGSIVVTATNFCPPNGWCSPP
NRHFDLSQPIFQHIAQYKSGIVPVAYRRVPCRRSGGIRFTINGHSYFNLVLITNVGGAG

DVHAVSIKGSRTNWQPMSRNWGQNWQSNSYLNGQSLSFKVTTSDGHTVVSYNVAP

SGWSFGQTYSGAQIH*

CDS (coding sequence)
>KIEXPA-27

ATGGGTCTTGCTGTGGTTGTGTGCCTGAGCTTGCTCTCCATGGCATCGGTTGCGTA
CGGCTCTGGTGGAGGATGGATGACCGCCCACGCCACATTCTACGGCGGGGGAGA
CGCTTCTGGGACAATGGGTGGAGCTTGTGGGTATGGGAACCTGTACAGCCAGGGC
TACGGCACCAACACTGCAGCTCTGAGCACCGCCATGTTCAACGGCGGCCTAAGCT
GCGGGTCCTGCTACGAGATTAGATGCGTCAACGACAGGAGGTGGTGCCTTCCCGG
CTCCATCGTCGTCACCGCCACCAACTTCTGCCCTCCCAACGGCTGGTGCAGCCCTC
CCAACCGCCACTTCGATCTCTCCCAGCCCATCTTCCAGCACATTGCCCAGTACAA
GTCTGGAATCGTCCCCGTCGCCTACAGAAGGGTGCCGTGCAGGAGGAGTGGAGG
GATCAGGTTCACGATCAACGGCCACTCGTACTTCAACCTGGTGCTGATCACCAAC
GTGGGAGGAGCTGGGGACGTGCACGCGGTGTCGATCAAGGGCTCGAGGACAAAC
TGGCAGCCCATGTCGAGAAACTGGGGCCAGAACTGGCAGAGCAACAGCTACCTC
AACGGCCAGAGCCTGTCGTTCAAGGTCACCACGAGCGACGGCCACACCGTCGTCT
CCTACAACGTCGCTCCCTCCGGCTGGTCCTTCGGCCAGACCTACTCCGGTGCCCA
GATCCACTGA

Nucleotide
>KIEXPA-27

GACAGTAGTTGAATAGAGTCCCTCTCTGCTGGTTCAACTCTCAAACTCTTCTATAA
ATTTGATCTCAGCTCCAGACCCAACTCCCTCATTCCAACTGCTCTCTACCTCCTCC
ACCAGTTTTCATTCTCTCAGGCTCTGTGTAAGCTCTCTCTTTAATTTCTGTGGAGTT
ATTGGGTTGAGATCGACTTGCTCAAAGTCAGAGGTTGCGCCTTTGCTGATGCCAG
TGGTGTTTTTGACTTTGCAGGAAAATGGGTCTTGCTGTGGTTGTGTGCCTGAGCTT
GCTCTCCATGGCATCGGTTGCGTACGGCTCTGGTGGAGGATGGATGACCGCCCAC




GCCACATTCTACGGCGGGGGAGACGCTTCTGGGACAATGGGTAAGTTTCAAACAT
ACAATGTTGAATTACGTCTGCTTCAGGTTGAGGTTCTTACAACTCCCATTTGCCCA
AACATCAGTCGGCTTCCTTAAAGGGACCGCTTTTAGGACACCCATTTGCCCCATCT
TCACTTTCTTGCTCTCAAGGAACAATCTTTAGGACGCCCATTTGAACACTTTTAGA
CACTGATTAGATAAGTTTGACATCTTGTTCTTGAAGGTGGAGCTTGTGGGTATGG
GAACCTGTACAGCCAGGGCTACGGCACCAACACTGCAGCTCTGAGCACCGCCAT
GTTCAACGGCGGCCTAAGCTGCGGGTCCTGCTACGAGATTAGATGCGTCAACGAC
AGGAGGTGGTGCCTTCCCGGCTCCATCGTCGTCACCGCCACCAACTTCTGCCCTCC
CAACGGCTGGTGCAGCCCTCCCAACCGCCACTTCGATCTCTCCCAGCCCATCTTCC
AGCACATTGCCCAGTACAAGTCTGGAATCGTCCCCGTCGCCTACAGAAGGTAATT
AATTACTCACTCATCTTTCATTTTAATACATATTTAATCTTAAACATTAATCACTC
ATCTTAACAGTTTGAATTTTTTTTAAAAAACATTAACCACTTCGTTAATTTAACAC
ATAATGTTTCAACTGGTGGTCTTGTGTAGGGTGCCGTGCAGGAGGAGTGGAGGGA
TCAGGTTCACGATCAACGGCCACTCGTACTTCAACCTGGTGCTGATCACCAACGT
GGGAGGAGCTGGGGACGTGCACGCGGTGTCGATCAAGGGCTCGAGGACAAACTG
GCAGCCCATGTCGAGAAACTGGGGCCAGAACTGGCAGAGCAACAGCTACCTCAA
CGGCCAGAGCCTGTCGTTCAAGGTCACCACGAGCGACGGCCACACCGTCGTCTCC
TACAACGTCGCTCCCTCCGGCTGGTCCTTCGGCCAGACCTACTCCGGTGCCCAGA
TCCACTGATCATCTAACCGTTTAATTACTTCTCATCTTAAAGGTCATTGACTAGGC
ATTATATACGAGTATATATAGTAAGAACAATGAAGCCCTTGGGGGGGGCATGTTT
TAGAGGTGCTCTTATTGATGGGTTTGTATTGGTTTGCGTCGATGTTTAGGGTATAT
GTCCTTTATTTATAGGACAGGGCAGCCCTTTGTCATGGTCGCGAGACCTCTGTTTT
CAAGAAGCAGGGGATGGGCGGAGGTGGAGATGATGTATCACCCGCCATTCGGTT
CATTTTGTGGCTTTTTTAAGAGCTCTTCTTTCTGTTCCTGTAAGGAAGGTTTTAAGC
TTCACTTCACGCCTATGTCGTCAAAGCTCTCTGGATCCTTAAACTTTTATGTTTTTG
TGTCTTGTTTGACACTTTTGAGAATTTGAAAATTAAACGTTTGCTTGCAACTCCGG
ATTGTTATTGTAACGGACATGTTATGTTACGAATGTACGAAAGTGTTAATATTTAA
AAATTTAAACTTGTAAATCACGATTGATGG






