
IDENTIFICATION 

Species: Kalanchoe laxiflora 

Locus: Kalax.0238s0020 

Gene Model: Kalax.0238s0020.1.p 

Description: KlEXPA-30 

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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>KlEXPA-30 

MGITTVVVTFLLYKLPPLAAIFFSKQHYPLQSFFFNSQVTAAAMASSSSSTALSTPLLL

LALAFAGSFHASLADYGGWQGGHATFYGGGDATGTMGGACGYGNLYSQGYGTET

AALSTALFNNGLSCGACFEMRCSDDPRWCIAGTITVTATNFCPPNPSLSNDNGGWCN

PPLQHFDLAEPAFLKIAQYRAGIVPISFRRVPCMKKGGIRFTINGHSYFNLVLITNVGG

AGDVRAVSIKGSKTGWQPMSRNWGQNWQSNSYLNGQSLSFQVTTSDGRTVTSMNA

APSGWQFGQTYQGGQF* 

CDS (coding sequence) 

>KlEXPA-30 

ATGGGCATCACTACCGTTGTTGTCACCTTTCTTCTATATAAACTCCCTCCACTCGC

AGCCATCTTCTTCTCAAAGCAACATTATCCATTACAGTCATTCTTCTTCAACTCCC

AAGTCACAGCTGCAGCAATGGCATCATCATCTTCATCCACTGCCTTGTCAACTCCC

CTGCTACTGCTGGCGCTCGCTTTTGCTGGCTCCTTCCACGCCAGCCTCGCCGATTA

CGGAGGGTGGCAGGGCGGTCACGCCACCTTTTACGGGGGCGGCGACGCCACCGG

CACAATGGGAGGGGCTTGCGGATACGGGAACCTGTACAGCCAGGGGTACGGGAC

GGAGACGGCGGCGCTGAGCACGGCGCTGTTTAACAACGGGCTGAGCTGCGGCGC

CTGCTTCGAGATGCGATGCAGCGATGATCCGAGGTGGTGCATCGCTGGGACCATC

ACCGTCACCGCCACGAACTTCTGCCCCCCGAATCCTAGCCTGTCGAACGACAACG

GCGGCTGGTGCAACCCGCCACTCCAGCACTTCGATCTGGCCGAGCCCGCCTTCCT

CAAGATCGCTCAGTACCGCGCTGGGATCGTCCCCATTTCATTCAGAAGAGTGCCG

TGCATGAAGAAGGGAGGGATCAGGTTCACGATCAACGGCCACTCCTACTTCAACC

TCGTCCTGATCACGAACGTTGGCGGCGCAGGAGACGTCAGAGCGGTTTCAATCAA

GGGCTCGAAGACTGGGTGGCAGCCGATGTCCAGAAACTGGGGCCAGAACTGGCA

GAGCAACTCCTACCTCAACGGCCAGAGCCTCTCGTTCCAGGTGACGACCAGCGAC

GGGAGGACCGTGACGAGCATGAACGCGGCTCCGTCTGGTTGGCAGTTCGGGCAG

ACCTACCAGGGGGGTCAGTTTTAG 

Nucleotide 

>KlEXPA-30 

ACAGAAGAGACATGGGCATCACTACCGTTGTTGTCACCTTTCTTCTATATAAACTC

CCTCCACTCGCAGCCATCTTCTTCTCAAAGCAACATTATCCATTACAGTCATTCTT



CTTCAACTCCCAAGTCACAGCTGCAGCAATGGCATCATCATCTTCATCCACTGCCT

TGTCAACTCCCCTGCTACTGCTGGCGCTCGCTTTTGCTGGCTCCTTCCACGCCAGC

CTCGCCGATTACGGAGGGTGGCAGGGCGGTCACGCCACCTTTTACGGGGGCGGC

GACGCCACCGGCACAATGGGTGAGTGGCCCGTGCGGCAGAACCTGTTTTCTATTT

GCACATGTTGCCATTCAAAGTGATAGTCAAAATCCACGTGACTAGCGGAATGAGT

AATTTTTGGATGGATTCAATTACGTCATCACGTGTCGTAATGAAAAATCAAAGTG

ACACGTAACAAAATATTTTCTTTTTAGTAGTTAAATTTCTTTTACAACTAATGATT

AACTGACGAGTTACTTTGTCGAATTGTGCAGGAGGGGCTTGCGGATACGGGAACC

TGTACAGCCAGGGGTACGGGACGGAGACGGCGGCGCTGAGCACGGCGCTGTTTA

ACAACGGGCTGAGCTGCGGCGCCTGCTTCGAGATGCGATGCAGCGATGATCCGA

GGTGGTGCATCGCTGGGACCATCACCGTCACCGCCACGAACTTCTGCCCCCCGAA

TCCTAGCCTGTCGAACGACAACGGCGGCTGGTGCAACCCGCCACTCCAGCACTTC

GATCTGGCCGAGCCCGCCTTCCTCAAGATCGCTCAGTACCGCGCTGGGATCGTCC

CCATTTCATTCAGAAGGTACGCTTCGGGCAGACACTTACCAATACCAGTCCGGTT

TTTAATAAAATTTTGAAACCGATTTAAATCACAAGCTTCAAAAAACTCATATTAA

ATCAAATCACATAATTCAGTAATATAAAATGTTAATTAATATTATATATTCATTTG

AATTTATATATGGTCTGTGAGATAATTTAGTTTGGTTCAATTTGGTTTGAAAAAAT

AAAAAATAAAATAAAATCACTAGTTGTCGATTTTTTAATAATTAAAACTATAACC

GAACTATTACCACTCCTAACAAAACAGAAATTAACAATATAATTTGATTTAATTT

AATTTGTTTCATCAATATGTACAGAGTGCCGTGCATGAAGAAGGGAGGGATCAGG

TTCACGATCAACGGCCACTCCTACTTCAACCTCGTCCTGATCACGAACGTTGGCG

GCGCAGGAGACGTCAGAGCGGTTTCAATCAAGGGCTCGAAGACTGGGTGGCAGC

CGATGTCCAGAAACTGGGGCCAGAACTGGCAGAGCAACTCCTACCTCAACGGCC

AGAGCCTCTCGTTCCAGGTGACGACCAGCGACGGGAGGACCGTGACGAGCATGA

ACGCGGCTCCGTCTGGTTGGCAGTTCGGGCAGACCTACCAGGGGGGTCAGTTTTA

GATGACGTGGAGAGACCCGCTTGATTACGCTGGCGGTAGTAAGAAGCCAGCGTG

AAGGGTGGAGTTATCAAGGCTATTATTTTTAAGCCGGTATAAGTCCGTGACAGTC

CGCTCTGCGACTGTCTGTCGAATGGCTGAGGTAGCTCAATTGGCGCCCGCTAAGC

CTGTTTCATGTATGACATATATAAGAAGATGAATATTATGAGATTTTCATAACAA

TTTGACTCCGTAACACATCTCAGTTTAATTTTTCAACGCGATACATATCACCGTCG

ACTTGCCAAAACAATCACTTTATCTTCACACAAAGTGACGCCGGAGTAGTATTGA

CCGGTTCTTCTGAAAATACCAGGTCTGGAATGGCCTCTAGCCGCCTGGAGAACAA

GTAGGCACATGATGCATAAGAGCTAAACATATATTTTACAAAGAAATACACAAA

TATCTATAAACAAGAGGAAAGCTTGGGCAGGGTCATGCCTAACTTTGTATGGTGC

GTAGTTGGCTCGAAGAAGCGATATTAATTACTATGATTATCAGAAAAACGTCTGA

GCACACTGTTACGGATGATATTTCAAACCGCTCATACAATCCATGCAACCATAGA

GTAGAGAAAATGACCAGTACAAATGAAACCTGTTGGTTTCTCCACAATCGAACAT

CAGCTGCTAATGGGAAGAAATGACACTACAGCTTCAAATAAACTTGACACGAAA

TATATATTTAGTTTTTTTTTTTTCAAGAAATGAAGATATCAGAAGACACATTTAGA

AGATTAAAATACCAACCAAAGTACATAGAATAGTCAGTTCCCAGAACTTTTGAAG

TTTGAGAATATGATACTCAAACACAAGA 




