IDENTIFICATION

Species: Kalanchoe laxiflora
Locus: Kalax.0188s0010

Gene Model: Kalax.0188s0010.1.p
Description: KIEXLB-02

Family: Expansin Like Beta

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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Legend:
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DOMAIN ARCHITECTURE

Superfanilies PLNOSI23

List of domain hits o
+ Name Accession Deseription Interval E-value
[+] PLN03023 super family cl3362 Expansin-like B1; Provisional 18-255 1.05e-119

SEQUENCES
Peptide
>KIEXLB-02

MSYYSCKLYCFQASLAYVLILSEVLNMVTAQDGFASSRATYTGSPDCYTNPTEACGY
GDYGRTVNGGIVTGVSRLYRNGSGCGACYQVRCRLPDLCHEYGTSVVVTDYGEGD
RTDFILSEEAFKNLANPNMAYKLMSYGVIDVEYKRISCGYPNSNIMIKIHENSYYPDY
LALIILYNAGMYDITGVEIWHEDYKYWVCMRRAYGAVWDLANPQRSNLMLRVQVN
GANGIKYIQPKTVIPSDWKPGAAYDSKVQLN*

CDS (coding sequence)
>KIEXLB-02

ATGAGTTACTACTCATGTAAGCTTTACTGTTTTCAAGCATCTCTGGCTTATGTTCT
AATCTTGTCAGAAGTCCTGAACATGGTAACCGCCCAAGATGGCTTTGCTAGCTCT
CGAGCAACATATACCGGAAGCCCTGATTGTTACACCAATCCAACGGAGGCTTGTG
GATACGGAGACTACGGAAGAACTGTCAATGGAGGTATTGTGACAGGAGTTTCAA
GGTTGTACAGGAATGGATCAGGCTGCGGCGCTTGCTATCAGGTAAGGTGCCGCTT
ACCAGATTTGTGCCATGAATATGGTACGAGCGTAGTAGTGACGGACTATGGAGA
AGGAGACAGAACAGACTTCATACTGAGTGAAGAGGCATTCAAAAACTTGGCAAA
TCCGAACATGGCATACAAGTTGATGAGCTATGGTGTCATAGACGTGGAATACAAA
AGAATCTCATGTGGCTACCCCAATTCTAACATTATGATCAAGATTCACGAGAACA
GCTACTACCCTGATTATCTGGCTCTCATAATTCTGTACAATGCCGGAATGTATGAC
ATTACTGGTGTAGAGATATGGCATGAAGATTACAAGTACTGGGTGTGTATGAGGA
GGGCTTATGGTGCGGTGTGGGATTTAGCCAACCCACAAAGGAGTAACCTCATGTT
GAGGGTCCAAGTCAACGGAGCAAATGGGATAAAATACATACAACCTAAGACAGT
AATCCCAAGTGATTGGAAGCCAGGGGCAGCCTATGACTCGAAGGTTCAGCTAAA
CTAA

Nucleotide
>KIEXLB-02

AAATATTCTTTATTTTGTTAAATTTTTTCATCTTATTTTCTATTTAATTTTTCCTCTC
ATAACTTTCTCAAAGCCAAAGAGATTTCTTCCAATTTTTCCTAAAAACCAAACAA
GCCTTAGAGAATTGGCTAATTAAAGATTCCTCAAGTGGAGGTTTCCTTTCACTAG
CAGGCTTTTATTAAAACACTGTATGGCATTTAACATTTAAGATGACATATGGGGT
CTATGGCAGTGGCAATTGGAACAAAAATTCATGAGCCCCAGCTAATCTTGATAGT




GGATGGGTACCTTCTTAAAGGCTATAAATTCGAGTTCCAAATGTCAAATTTAACT
ATCTCAGAAAAAAGTTTCATACTCTAAACTCTTAGATATGAGTTACTACTCATGTA
AGCTTTACTGTTTTCAAGCATCTCTGGCTTATGTTCTAATCTTGTCAGAAGTCCTG
AACATGGTAACCGCCCAAGATGGCTTTGCTAGCTCTCGAGCAACATATACCGGAA
GCCCTGATTGTTACACCAATCCAAGTATGTGTCCATCTCTAATCTCATGACCTACA
CAACAGTTTATGCAGAGTGCCATTTTAAAACATAGTGCCCACTTTGACCAGTATA
AATGATCCCTAGGCTAACACGCCCAAGTCATAAATCTGATTCTCTGCAGTATTTTC
CAAAAGCAAACAATAAAACCGATGTAATGAAGATGAAATGCATTTTCCAAATTC
AAAATATTTTGTACAAGTTATGAGACTACAGTCCAATGATTGCAGCGGAGGCTTG
TGGATACGGAGACTACGGAAGAACTGTCAATGGAGGTATTGTGACAGGAGTTTC
AAGGTTGTACAGGAATGGATCAGGCTGCGGCGCTTGCTATCAGGTTAGCTCCATT
ACAATTACATGAACCTGCAAAAAAAAGTAACTCCCTCCAAAGTTTGATATAGCAT
GCTAAGAGTACTCACTCGGTGACTTCATTAGGTAAGGTGCCGCTTACCAGATTTG
TGCCATGAATATGGTACGAGCGTAGTAGTGACGGACTATGGAGAAGGAGACAGA
ACAGACTTCATACTGAGTGAAGAGGCATTCAAAAACTTGGCAAATCCGAACATG
GCATACAAGTTGATGAGCTATGGTGTCATAGACGTGGAATACAAAAGAATCTCAT
GTGGCTACCCCAATTCTAACATTATGATCAAGATTCACGAGAACAGCTACTACCC
TGATTATCTGGCTCTCATAATTCTGTACAATGCCGGAATGTATGACATTACTGGTG
TAGAGATATGGCATGAAGATTACAAGTACTGGGTGTGTATGAGGAGGGCTTATG
GTGCGGTGTGGGATTTAGCCAACCCACAAAGGAGTAACCTCATGTTGAGGGTCCA
AGTCAACGGAGCAAATGGGATAAAATACATACAACCTAAGACAGTAATCCCAAG
TGATTGGAAGCCAGGGGCAGCCTATGACTCGAAGGTTCAGCTAAACTAATGTCAC
CCAAGAGCAAAATAGTCGATAAGGATGCTTGATCAGAATAGGCATACTCATCTCA
AGTTATGATTACTCAGATATATAACTAGATATATATATATATATATATATATATTA
AGCTTTAACATGAATTCATCGAAAAGTTATGGTGTTGGGAGCAAACTGTTACTGG
GAAATTAAATAAAATATTAACCTGTACACAATACTATATAGTAAGCTGAATGAAC
TATTAAATTGGAAAACCCCATCATTCATCACTGACTAATTGCAGGACCCCAAAAC
TCAAGAGAAAATGAAACCAACAACAATGATTATCTTCAAGGCTCAAATTGTTAAA
ATTTGACAAAAAGTATAAAGGTGGTACAAGGGGGACAAGTTTTAATGGTCAGGT
GTGTGATTTAAATAAATGCAGAAAGAGTTTCTTCTAAAAAAGTTTTTTTTTAAAA
AAAAAAATAATCCAAGAAGATGATAAAATAAAGCCAATGAATCAACTCTTAAAA
CATTTTGGGAGGCTCAGACACGCACAAATTACAAGTCATCACAAGGCAAACACA
TGAATAGCCTGCCGATGGTCAAATTCAATTTGATCAGCATCGAGAAACGATTATT
GTCATCACAGCCTCAGCTTCAAATTTGTATTCCAAATTCAAAAGTGCGAAACTTA
TAGCTGTTGGAAATCAATGGTGTTTCAACACTGAAGAGACAAGCAACAAAAATG
GAGAGAAAAAGGAGGAATCTGTGCAATACATAGAATGAATTGAGTTGAGATGAG
ACTCGATTGGACGACGGATGTCGACTCAAGGAATCAGACCCGTACCTCGATTGGC
GTCAACA





