
IDENTIFICATION 

Species: Ananas comosus 

Locus: Aco016572 

Gene Model: Aco016572.1 

Description: AncEXLB-01 

Family: Expansin Like Beta 

3D structure: 

 

GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Acomosus_v3  

 

https://phytozome-next.jgi.doe.gov/info/Acomosus_v3


EXTERNAL RESOURCES 

http://pineapple.angiosperms.org/pineapple/html/index.html#:~:text=The%20PGD%20(Pinea

pple%20Genomics%20database,genomics%20and%20CAM%20pathway%20genes..  

GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>AncEXLB-01 

MALPLQYLLLVLLLPALLFLPMAMADSCSDCFVQSRAAYYPNSDQEGTESEMPFYTT

SSDLSMLFYFDETSAGEYGAYGATLNGGDVSAASNLYRNGVGCGYQVRCTNSDLCS

TDGVTIVITDSGSSDNTDFILSQHAFAKMGQTPDAGASLLALGAVGIEYRRVPCSYPQ

KNITIKIDNSSNFPYYLAFQIWYQQGDKDITAVQLCETVNLTCKLLDRSHGAVWAVV

SPPTGPLSVRMLLSGNDDDDDDDETWVVPTNTIPQNWTAGAIYDSGVQVSNS* 

CDS (coding sequence) 

>AncEXLB-01 

ATGGCTCTCCCTTCAATATCTTCTTCTTGTTCTCCTCCTTCCTGCTTCTATTCCTCTA

TGGCCATGGCAGATTCATGTAGCGTGCTTCGTGCAGTCGCGAGCAGCATTATCCC

ATCTGATCAAGAGGGTAGAGAGTGAAATGCCCTTCTATATTCCTCTGATCTCTCA

ATGCTGTTCTTTCGATGAATTCAGCTGGTGCATGTGAATGGCGCATGGAGCATTA

ATGGTGGGGATGTCTCTGCCGCCTCCAATCTCTAGAAATGGTGTGGGTTGTGGTG

CGTGCTATCAGGTGCGATGCCAATAGCGTTATGCTCGCGGGTGTGAATTGTGATC

AGATTCGGGTTCTAGCGAACTGTTCATTTAGTCAGCATGCATTTGCTAAAATGGG

TCAGCCGATGCTGGTGCTTCTTCTTGCCCTAGGTGCCGTTGGCATTGAGTCGGAGG

GTTCCCTGCAGCTCCAAAAGAATCCATCAAGATTGATAAGCAGCATTCCCCTATT

ATTTGGCCTTCCAGATATGGTATCAAGGGAGAAGGATCAGCTGTGCAGCTATGTG

AGTGTGATTAATGCAAGCTCCTGGAGGAGCCGGAGCAGTGTGGGCGGTCGTATCT

CCTCCGTGGGCCTCTATCCGTAAGGATGCTTAAGTGGGAATGATGATGATGATGA

TGATGATGAGATGGGTGGTCCCTAACATCAAAATTGGAGCCGGAGCTATCTATGA

TTCAGGCGTAAGTCAGCAAGCTAA 

 

 

http://pineapple.angiosperms.org/pineapple/html/index.html#:~:text=The%20PGD%20(Pineapple%20Genomics%20database,genomics%20and%20CAM%20pathway%20genes
http://pineapple.angiosperms.org/pineapple/html/index.html#:~:text=The%20PGD%20(Pineapple%20Genomics%20database,genomics%20and%20CAM%20pathway%20genes


Nucleotide 

>AncEXLB-01 

ATGGCTCTCCCTTCAATATCTTCTTCTTGTTCTCCTCCTTCCTGCTTCTATTCCTCTA

TGGCCATGGCAGATTCATGTAGCGTGCTTCGTGCAGTCGCGAGCAGCATTATCCC

ATCTGATCAAGAGGGTAGAGAGTGAGTAATCCATATGTATGCATGCAATAGAAA

AGATTCTCACTATGAATATAGAATATAGATTTGTATATATTTATGGCTAATTATTA

TATGCTAATGAAAATTTTCAGAGTATTCTTAGAGGGGTAGGCTTTGTAGAGCTAA

GCAAGAAGTCAATTTTATGTTGTTCTCGATTAATTATATAGTAATTTATCATAATC

ATGATAGAGATAAGTTGATAAAGTGAGAAATCAATTAAGGTTGTCTATAAGTAGC

TCCTAGGTTGTATAGCATTATCTGGTTTCCAGTAATGTCTAATTTGTAAGCATTCT

TTTTGCTATTGCATTTTCGCAAAAAAAGGGTGATCAAATGAGTTATCCCCTGTTCT

CTCCCAGCGAAAAAGCTTTTGTGCAAGCTGATTAAGATATGCAAAATGTTAAACC

TCTCATGTTTAGGCTTGAATATTGTGGCAAAGGAATATATTATAAAGGAAATTCT

CCAAATAAATAAAGGAGGAAATTCTCTGAAATAAATCATAGATGGTTCATCTGAT

GGAATCTGAATTCAAGTTGAAGAAATTATTTCTCTAAAAGCCTAAGTTGGTAGAG

AAATGAATGAGCAATTATTCAAAAATTTGTAAAGAATGCCCTTCTATATTCCTCT

GATCTCTCAATGCTGTTCTTTCGATGAATTCAGCTGGTGCATGTGAATGGCGCATG

GAGCATTAATGGTGGGGATGTCTCTGCCGCCTCCAATCTCTAGAAATGGTGTGGG

TTGTGGTGCGTGCTATCAGGTGATGTAATCTTAAGAGCATCTATCCATTTTATATC

TTCTGTAAAATGTTAAATTTTTGAAAAAAATTTCAATGGTTCATTCCAGGTGCGAT

GCCAATAGCGTTATGCTCGCGGGTGTGAATTGTGATCAGATTCGGGTTCTAGCGA

TGTTCATTTAGTCAGCATGCATTTGCTAAAATGGGTCAGCCGATGCTGGTGCTTCT

TCTTGCCCTAGGTGCCGTTGGCATTGAGTCGGAGGTTAGTATTTTCGGTCTAATTT

AATTTAATTTGCTATGTATGGTCGTCTTTTGTTCGTGATTCTTTGGTTATGGTCTAA

TTATGTGAAAATTTAAAGATCTAATTATGTGTCTATCAGGGTTCCCTGCAGCTCCA

AAAGAATCCATCAAGATTGATAAGCAGCATTCCCCTATTATTTGGCCTTCCAGAT

ATGGTATCAAGGGAGAAGGATCAGCTGTGCAGCTATGTGAGGTATGTTTCATTCT

TTCTTATGATATTTATATCAATCTTAATAATCATCTATTAATATTCCTGGAATGAA

ATTTCCTATATGGCCGTTGGAGCTTAATTTCTTAGATATATCTTCATCTAGGGAAA

TGCCTCTTTAAGAAAAATGTTTTTTTAGATTTTATAAAAATCATTCCCTGATGAAT

AGCGCCTCTAACTTGGAGTCAGGAATTTCATAAATTTGAATTAAGTGGTATATAG

TGGTATATATATGAGAAAAGTTGTGCGTATGTGCGTTCTGTTGCATACATTCATGA

TGAGAATAATCCATGATATGAAACTATTAAATCGCATCCATAGGTATAGCAATGC

AATCATCTCATCCCTATGTGTGCATAAGTGTGTATGTTTAAAAGCCTATTCTTTGC

ATTCTTATGTGTGATTGTGATGCCATATTATTCATGAAGGTCCATGTTGATATATG

AATTGATGCAGTGTGATTAATGCAAGCTCCTGGAGGAGCCGGAGCAGTGTGGGC

GGTCGTATCTCCTCCGTGGGCCTCTATCCGTAAGGATGCTTAAGTGGGAATGATG

ATGATGATGATGATGATGAGATGGGTGGTCCCTAACATCAAAATTGGAGCCGGA

GCTATCTATGATTCAGGCGTAAGTCAGCAAGCTAA 


