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SEQUENCES

Peptide

>EGEXPA-07

MASRSRTRLLALALVVLLSSGLTSARSLSGINGGGGGGSGAGGGGGGGLDGGSGSG
YGEGYGEGAGGGVGGGYGKGGGGGGGGGGGEGGGEGSGYGSGQGHGSGYGSGA
GGAHGGGYGSGGGGGGGGGSGGGHGGGSGSGYGSGGGSGYGGGGAHGGGYGSG
GGGGGGGGSGGGSGSGSGSGYGSGYGAGYGNGGGEDGHYWLQAGCVLSFCYHHH
HQHQHHRCGAMESFLQSPLVPALVLVLLMTPYIEAINGRQHSIINFNQHHFHHLTGHH
GKFRASQWNFAHATFYGGSDGSDTRAGACGYQDTVSQGYGLQTAALSNALFNDGL
SCGACFEIKCHDDPKWCKPGNPSIFVTATNQCPPNYYLPSDNGGWCNPPRVHFDLTQ
PAFLQIAEYKAGIVPVAYRRVPCKRQGGIRFTITGNRYFNLVLVWNVAGAGDVHNVL
VKGNKLPWVTMSRNWGQYWQTNKDLTGQSLAFRVITSDGRKSTSWHITPRNWQFG
QTFEGKNFKY

CDS (coding sequence)
>EQEXPA-07

CACCCCCCATTCCCTCCATTACCATCCCATCCCTCACTTCACTTCTTAACTACCAT
GGCTAGTCGTAGTAGGACTAGGCTCTTGGCTCTTGCCCTCGTCGTTCTCCTCAGCA
GCGGGCTCACCTCCGCTAGATCGCTCAGCGGAATCAACGGTGGAGGTGGCGGTG
GCAGTGGTGCCGGTGGAGGTGGTGGTGGAGGGTTAGATGGTGGTTCTGGGTCTGG
TTACGGTGAAGGATATGGTGAGGGTGCTGGCGGAGGAGTTGGTGGAGGATACGG
AAAGGGAGGCGGTGGTGGAGGTGGCGGCGGTGGTGGAGAAGGTGGTGGTGAAG
GCTCGGGCTATGGCTCTGGGCAGGGTCATGGTTCGGGCTATGGCTCTGGCGCCGG
CGGTGCGCATGGCGGAGGCTATGGGAGTGGCGGAGGTGGTGGTGGCGGTGGCGG
CTCCGGCGGGGGGCACGGAGGCGGGAGTGGATCGGGATATGGCTCGGGAGGTGG
TTCTGGGTATGGTGGCGGTGGCGCGCATGGCGGAGGCTACGGAAGTGGTGGAGG
TGGTGGAGGCGGTGGTGGGTCGGGTGGTGGCTCCGGCTCTGGCTCCGGCTCCGGL
TACGGGTCTGGTTATGGTGCTGGCTATGGGAATGGTGGGGGTGAAGATGGACACT
ACTGGCTCCAGGCTGGATGTGTCTTAAGCTTTTGCTACCATCACCACCATCAACAT
CAGCACCATCGCTGCGGCGCCATGGAATCCTTCTTGCAATCCCCCCTTGTGCCTGC
TTTGGTGTTAGTATTGCTCATGACACCTTACATCGAGGCCATTAACGGTCGCCAGC
ATAGCATCATCAACTTCAACCAGCACCATTTCCACCATCTCACAGGGCATCATGG
AAAGTTTAGAGCCAGCCAATGGAACTTTGCACATGCTACATTTTATGGAGGCAGC
GATGGCTCCGATACAAGGGCGGGAGCATGTGGTTACCAAGACACGGTGAGTCAA



GGCTATGGGCTGCAGACTGCTGCATTGAGTAATGCTCTGTTTAATGATGGCTTGTC
ATGTGGAGCTTGTTTCGAGATCAAGTGCCACGACGATCCCAAGTGGTGCAAACCC
GGCAACCCTTCCATTTTTGTGACAGCCACCAACCAATGCCCACCCAACTACTACTT
GCCTAGTGACAATGGAGGCTGGTGCAACCCACCTCGCGTCCATTTTGATCTTACA
CAACCGGCCTTCCTCCAAATCGCCGAGTATAAAGCTGGGATCGTGCCTGTAGCAT
ATCGCAGGGTTCCATGCAAGAGACAAGGTGGCATCAGATTCACTATCACCGGAA
ATCGTTACTTCAACCTAGTCCTTGTGTGGAATGTCGCCGGCGCCGGAGATGTACA
CAATGTGCTAGTTAAAGGAAACAAGTTGCCATGGGTGACGATGAGCCGGAACTG
GGGCCAGTACTGGCAAACTAATAAAGACTTGACCGGCCAATCTCTAGCATTCAGA
GTCATAACCAGTGATGGACGCAAATCAACCTCTTGGCACATCACCCCTCGCAACT
GGCAATTTGGCCAGACCTTTGAAGGCAAGAACTTCAAGTACTGAGCACATTTAGC
ATAATAGTATAAGCCCCATCTTTGTCCAACTTCTATTAGATGCTGTATCTCGGAGC
TTGGTAGCTATAGGAGTTTGCTGAAGATTGATAAAGCCAGGACGTAGCATATCAG
TGTAGAAGTTGAATGACATTAGTCGGAGCAGTTATAGTGCAGGGCATAAAAGGA
GATTAGAAAGAAGAAATTGATGCCTAGCTTATGTATAATAAATCATTCAGGTCAT
ATTTATGAACATGGTGGTGCAGATAATTAA

Nucleotide
>EgEXPA-07

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
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NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
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NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNGATGCTTAATTATCTGCACCACCATGT
TCATAAATATGACCTGAATGATTTATTATACATAAGCTAGGCATCAATTTCTTCTT
TCTAATCTCCTTTTATGCCCTGCACTATAACTGCTCCGACTAATGTCATTCAACTT
CTACACTGATATGCTACGTCCTGGCTTTATCAATCTTCAGCAAACTCCTATAGCTA
CCAAGCTCCGAGATACAGCATCTAATAGAAGTTGGACAAAGATGGGGCTTATACT
ATTATGCTAAATGTGCTCAGTACTTGAAGTTCTTGCCTTCAAAGGTCTGGCCAAAT
TGCCAGTTGCGAGGGGTGATGTGCCAAGAGGTTGATTTGCGTCCATCACTGGTTA
TGACTCTGAATGCTAGAGATTGGCCGGTCAAGTCTTTATTAGTTTGCCAGTACTGG
CCCCAGTTCCGGCTCATCGTCACCCATGGCAACTTGTTTCCTTTAACTAGCACATT
GTGTACATCTCCGGCGCCGGCGACATTCCACACAAGGACTAGGTTGAAGTAACGA
TTTCCGGTGATAGTGAATCTGATGCCACCTTGTCTCTTGCATGGAACCCTGCAAGT
CAATTGGCCATCATGTAATCTTTCACCTTTTTGATAAATTTGTGCTTTTTGTCATGT
TATACATGCATAAAACTTTGTTATGCGGAGAGCAACATGTTTTTGTTCTGGATGG
AATAACAGTAGGCCATGGAGAAGGGAATATGTTAGCCCACAATTTAGTGGCCTC
ATGCGCCAGGTCTAAAGTTTGAATAACCATCTTTCATCTGAAAATAATACAAAAA
TTGAGGGGAAAAGGGCCATCCGGGCCATTTTTTGCTGTTTATTAGTTGGGATAAT
GGCTGCAAAATATGAGAGAAAAATGAAAGCGTAAACATATCCTAACAGCCTGGT
TTGGATGGTTAATTATATTGGCTTAGTCCATAAATTTTATAAGATTTTGAGTCCAA




TCATCTAAACAGGTTCTAAAAGAACCGATGAGCTAATGTGTTACCTGCGATATGC
TACAGGCACGATCCCAGCTTTATACTCGGCGATTTGGAGGAAGGCCGGTTGTGTA
AGATCAAAATGGACGCGAGGTGGGTTGCACCAGCCTCCATTGTCACTAGGCAAGT
AGTAGTTGGGTGGGCATTGGTTGGTGGCTGTCACAAAAATGGAAGGGTTGCCGG
GTTTGCACCACTTGGGATCGTCGTGGCACTTGATCTCGAAACAAGCTCCACATGA
CAAGCCATCATTAAACAGAGCATTACTCAATGCAGCAGTCTGCAGCCCATAGCCT
TGACTCACCGTGTCTTGGTAACCACATGCTCCCGCTGCCAAAATGTGGAATTCTTG
GATTAGACTCACCAACTAATTTGACATGCGCACACACACACACACACACACACAC
ACACACACACATTCTTCTAAGGATATAAATATATAGGAAGACGAACAAGCCAGT
AAAGTGCTACAAAATATATTATAGCTATTTGACTGGATAAATAATAGATGTGGAT
GGTTTCAGAGAAACTTAAACTATGGTATCTCACCTACCTACAGGTAGTGTAGGAG
ACAAATGGATGCAAGATACAGCAAATTAATCATGTACTCCCTGTATCTAGCAGTC
TGTTAATTTCTCAAAAAACAAAAAAAAATCTCAAGCAGATGTTGAAAACGAATAT
TACCCCTTGTATCGGAGCCATCGCTGCCTCCATAAAATGTAGCATGTGCAAAGTT
CCATTGGCTGGCTCTAAACTTTCCATGATGCCCTGTGAGATGGTGGAAATGGTGC
TGGTTGAAGTTGATGATGCTATGCTGGCGACCGTTAATGGCCTCGATGTAAGGTG
TCATGAGCAATACTAACACCAAAGCAGGCACAAGGGGGGATTGCAAGAAGGATT
CCATGGCGCCGCAGCGATGGTGCTGATGTTGATGGTGGTGATGGTAGCAAAAGCT
TAAGACACATCCAGCCTGGAGCCCTTATATTTGTGTAGAGTTTTAGTTATGTTGGC
CTGAATCTTTTGCCACTTTTAGGTTGCCTTGGCAAAGGGAGGCTCTGAGTGATTGT
GGGAGCTCAGGTAAGAGTTCATTGACTCGGCCTCTGTTCCGCCGAAAAGAACGTA
CGGTCTCAGATTCAAACGTGTGCTCTCCAACCTCCTTTAAGGTTCAAGTTCTCAGC
CCTGAAGGGCCTGGAGTCCACTTTTTGAGACCAAGCCCAGATTATTTGGGCCGAT
TGCAGCAACTTGATCACTTAGATGCAATCCCAAACAAATTCTTAGGCATGAGGCA
AGTACTGATGGGTCATAGTGTTGCACCTGACCTGATCATGGCCAAACTAGAACTG
ACTTGGCACATCTCTTTGATGTTTTTGCTTTGAATTGAATCAACTGATGTTGGTCG
TGGTAGTAAGTTGCTAGTTTGCAGGTTGGGCCTAGGTAGTCATATTGAGTTGGGC
TACGGGGTATAGATTTTGCTAGACGAGAAAATGGCCCAAGCAACTTTGGTGGTAA
AAGGGAGGTGCATGGTCCATAAGATGACTTTTCCCTTTCTTTGCGTTCTTCAATCT
AGTTTATTTTTCTTCTTAAATTTCCTAAAATAGAAATGAAAATTAAAAGCAATACT
GGATGGGCCTTACACTTTTGGGCCGCGTCTAATTCAGAAGTTCTTATGTCGTCTGC
TCAACATAATACATTGAATTTATTAAAGAATCGCATTGCATTGTCAAATGAGTTC
GTTCAGTGGCTCTGGAACAGGACGCACCCTGAGGCAATCAGATGGTCCTAATTTG
CTCGTTAGCGTGCATGTTTTAGTTATCCATATCATGTGATTCGTGTTGATGATTTTT
CTTCCCCCATCTTGGTATTACGTTCTATAACATTATAAGAATGTGAATCACTAAGA
TGGCTAGTGATCATGCAAGATCAAAAGTGCATATGAATAATGCTTGGCAGAAGA
AAAGGGAGTGTCGCACTGCCAACCATTGATTCCAAATATTTTTTTAGAGTTTCTTG
ATAACTTTTTAGTCGCACTTGATACATGGAGACAGCTAACAATTTTATTATAGTCA
GTCTAAAGAAACCATACCAATTTTAGGATTCGCTTTTTATGATTTGTTAGGTATAG
AAGATTTAAGTGCCAATTGTGTCACCTTTCCTCCAGAAAAAGGATATCTTTGCTG
AGTTTAATCAGCTGTATTATAAAGCCTTATACTATTGCAGATAGACGCTATGTCAT
CCATCTTGGAGATGAGTAGCTTCCATTTATTTCTAAATTACGACAAGGCATCTTTA
GTATGACATATGGCATGTCACGATGATAAAAGAGGGCTATCCATCTTCAAGATGG
ATGATGCAGCAACCATCCATGATGATATAGGATTCTGTGATGCAAAAGGCGCATT
GCAAAGAGAATCCCGAGTCACCGCAAAACGTCATGACTCTGCTGTACACCCACTA
AGAGTGCTGCTAATTGCCATATAGCATTCTTAAGATGGATCATTACCTTAACATTG
CATCATTAACTTAGCCTGACGGCGCTGACCATCCAGGTCTACTGTGGCATGCATG




CATCCTTGATGCGAGTCATTCCCCATAACAAGCAACACAAGACTTTGCCCAACAC
AAAAAGAGATCTACTGCAAACTTTTAGTTAATTATTATTGAAGTAAGAAAGTCTC
CCTTCACTCACTGGTAGATCCACTACAAAAAGCGCACATTTATTCTTAGCCACAC
CCACGGCATGCACATTGCAGACATATTAAGGTGTATTCTGGAGTGGGGATTTTCT
ATTAGTAGTGTCCATCTTCACCCCCACCATTCCCATAGCCAGCACCATAACCAGA
CCCGTAGCCGGAGCCGGAGCCAGAGCCGGAGCCACCACCCGACCCACCACEG e
TCCACCACCTCCACCACTTCCGTAGCCTCCGCCATGCGCGCCACCGCCACCATAC
CCAGAACCACCTCCCGAGCCATATCCCGATCCACTCCCGCCTCCGTGLCCCCCeG
CGGAGCCGCCACCGCCACCACCACCTCCGCCACTCCCATAGCCTCCGCCATGCGC
ACCGCCGGCGCCAGAGCCATAGCCCGAACCATGACCCTGCCCAGAGCCATAGCC
CGAGCCTTCACCACCACCTTCTCCACCACCGCCGCCACCTCCACCACcaGeeTeeCT
TTCCGTATCCTCCACCAACTCCTCCGCCAGCACCCTCACCATATCCTTCACCGTAA
CCAGACCCAGAACCACCATCTAACCCTCCACCACCACCTCCACCGGCACCACTGC
CACCGCCACCTCCACCGTTGATTCCGCTGAGCGATCTAGCGGAGGTGAGCCCGCT
GCTGAGGAGAACGACGAGGGCAAGAGCCAAGAGCCTAGTCCTACTACGACTAGC
CATGGTAGTTAAGAAGTGAAGTGAGGGATGGGATGGTAATGGAGGGAATGGGGG
GTGTATTTATAGGGTTTTTTTTTGCATGGCTAACAGAAGAAAAATCTGAGGCCAT
AATGGACGTAGTTTAATTTGGAGAGGACCACCGTCGTGTGAAACGAGGACTTGA
AGGACGTCCGTCGGTGGCTTCTTTTTTGACACTTGGGTGCCAATGTGTCATCAGCT
TAATTCCTTTTCCTTTTCGAAGCTCGTTTTCACTTTGTTAGTGGGATTCGATCCAAT
TTGCCCACCCACCCAGCACCCTTATCTACCTTTTTTGTTATTCTCTCTTTCTTTTTTC
GTGGATATAGTGTAAGTTTCGCTTTCCCACGTTAGGTAGCGTTTACACCCACATGG
AGTTTGCGTAGCCGCAATATGTACAGGGCTTGCCGCTGGGCTACTTCCACGAACA
GCAGAGTAGCATGCAAAATATTATATCTTTTTTACCAAAAAGAGAAAAATGATAA
CTCCGCTGAATTTCCAATGATCCGACTCGGTGTCCATCGAATGAGCTTTAGAAGT
AT






