
logo ATGCCATGAGACGCAATCCACCGAATGCCTTCCATGTACGGTATAGCTCGAGCGCCACTGATACTCATGCAACAACAACAACAGACAGAATAGAACCAGATCGAAGAACGACAGAAGAACGACGAGGTTGCGGGTGGAGAGTCCATAGACAACCCTCAGATCCGATTCGAAGCCCACGCCGCCCTCCACGACGGTGGCGGTGGTCCGGTGATGAACGGCGTCGACGGTGTTCATCCGCATG
F8050373 ATGCCAGAGACGAATCACCAATCCTCCATGTACGGAACTGAGCCCACGATTCTGCAACAACAACAACAGCAGATGAACCAGATCGAAGAAGACGAAGAAGA......................................................................................TGATGAA.......................... 108
LTDC021485 ATGCCTGAGACCAACCACGAAGCTTCCATGTACGTTGCCGAGGCCATGAATATGCAACAACAACAACAACAAAA...CCAGATCGAAGACGAAGAAGACGACGAGGTTGCGGGTGGAGAGTCCATAGACAACCCTCAGATCCGATTCGAAGCCCACGCCGCCCTCCACGACGGTGGCGGTGGTCCGGTGATGAACGGCGTCGACGGTGTTCATCCGCATG 217
DX5H091888 ATGCCTGAGACCAACCACGAAGCTTCCATGTACGTTGCCGAGGCCATGAACATGCAACAACAACAACAACAAAA...CCAGATCGAAGACGAAGAAGACGACGAGGTTGCGGGTGGAGAGTCCATAGACAACCCTCAGATCCGATTCGAAGCCCACGCCGCCCTCCACGACGGTGGCGGTGGTCCGGTGATGAACGGCGTCGACGGTGTTCATCCGCATG 217
F7047524 ATGCCTGAGACCAACCACGAAGCTTCCATGTACGTTGCCGAGGCCATGAACATGCAACAACAACAACAACAAAA...CCAGATCGAAGACGAAGAAGACGACGAGGTTGCGGGTGGAGAGTCCATAGACAACCCTCAGATCCGATTCGAAGCCCACGCCGCCCTCCACGACGGTGGCGGTGGTCCGGTGATGAACGGCGTCGACGGTGTTCATCCGCATG 217
consensus !!!!!*!!!!!*!!*!!!*!!*!*!!!!!!!!!!***!*!!!*!!!*!!***!!!!!!!!!!!!!!!!*!!*!* !!!!!!!!!!!!*!!*!!!!!*!!**************************************************************************************!!!!!!!**************************

logo CTTTGTATGTTCCTGGTTCTGAAATCCCTCCAGGTCTCGTGCGGTAGGAGGTGGCGCCTGATCAGCTAACCTCTCATCGTTTCAGAGGCGAGGTTTATGTGCTTCGACGCTGTTTCGCCTGACGAAGGTGCAGGCAGTTGTTGTTATCTGATTGGGTGGGATATGAAGTAGCCCACTGGTCATTCCAACCTGTCTGGGGTGGCCCCACCTAGAAATCAGAGGGGTTTAGGCTGATTTTCCTGTG
F8050373 ................................GTTGTGGGTGGAGGTGGCGCCGATCAGCTAACCCTCTCGTTTCAGGGCGAGGTTTATGTGTTCGACGCTGTTTCGCCTGACAAGGTGCAGGCAGTTTTGTTATTGTTGGGTGGATATGAAGTACCCACTGGTATTCCAACCGTCGGGGTGGCCCCACTGAATCAGAGGGGTTTAGGTGATTTTCCTGT 296
LTDC021485 CTTTGTATGTTCCTGGTTCTGAAATCCCTCCGGCCGTCGGAGGAGGTGGCGCTGATCAGCTAACTCTATCGTTTCAAGGCGAGGTTTATGTCTTCGACGCTGTTTCGCCTGAGAAGGTGCAGGCAGTGTTGTTACTATTGGGGGGATATGAAGTGCCCACTGGCATTCCAACTGTTGGGGTGGCCCCCCAAAATCAGAGGGGTTTAGCTGATTTTCCTGG 437
DX5H091888 CTTTGTATGTTCCTGGTTCTGAAATCCCTCCGGCCGTCGGAGGAGGTGGCGCTGATCAGCTAACTCTATCGTTTCAAGGCGAGGTTTATGTCTTCGACGCTGTTTCGCCTGAGAAGGTGCAGGCAGTGTTGTTACTATTGGGGGGATATGAAGTGCCCACTGGCATTCCAACTGTTGGGGTGGCCCCCCAAAATCAGAGGGGTTTAGCTGATTTTCCTGG 437
F7047524 CTTTGTATGTTCCTGGTTCTGAAATCCCTCCAGCCGTCGGAGGAGGTGGCGCTGATCAGCTAACTCTATCGTTTCAAGGCGAGGTTTATGTCTTCGACGCTGTTTCGCCTGAGAAGGTGCAGGCAGTGTTGTTACTATTGGGGGGATATGAAGTGCCCACTGGCATTCCAACTGTTGGGGTGGCCCCCCAAAATCAGAGGGGTTTAGCTGATTTTCCTGG 437
consensus ********************************!**!!*!!*!!!!!!!!!!!*!!!!!!!!!!!*!!*!!!!!!!!*!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!*!!!!!!*!*!!!!!*!!!!!!!!!!!*!!!!!!!!*!!!!!!!!*!!*!!!!!!!!!!!*!**!!!!!!!!!!!!!!!!*!!!!!!!!!!!*

logo AAGATCAGAGTCAACCACAAAGGGCTGCTTCTTTGAATCGGTTCAGGGAGAAGAGGAAAAGAACGATGTTTTGACAAGAAAATCTCGTTACTAATGTTCGATAAAGAAGTTGCACTCACAGGATGCAGCGCCAGAAAGGGTCAGTTTACGCTCGATCCAAGGACAGATTTCAGATGAAGTGCGAGTTGCTTCTTCAGTATTGGACATAGCATCACAGAGGTTCATGCGTACAAGAGGAAGCCAAG
F8050373 AAGATCAAGTCAACCACAAAGGGCTGCTTCTTTGAATCGGTTCAGGGAGAAGAGGAAAGAACGATGTTTTGACAAGAAAATCCGTTACAATGTTCGAAAAGAAGTTGCACTCCGGATGCAGCGCCGAAAGGGTCAGTTTACGTCGTCCAAGGCAGTTTCAGATGAAGTGCATTCTTCTTCAGTTTGGACTACATCACAGGGTTCAGCTCAAGAGGAACCA 516
LTDC021485 AAGATCGAGTCAACCACAAAGGGCTGCTTCTTTGAATCGGTTCAGGGAGAAGAGAAAAGAACGATGTTTTGACAAGAAAATTCGTTATAATGTTCGTAAAGAAGTTGCACTAAGGATGCAGCGCAGAAAGGGTCAGTTTACCTCATCCAAGACAATTTCAGATGAAGTGGGTGCTTCTTCAGATTGGAATGCATCACAAGGTTCTGGACAAGAGGAGCAG 657
DX5H091888 AAGATCGAGTCAACCACAAAGGGCTGCTTCTTTGAATCGGTTCAGGGAGAAGAGAAAAGAACGATGTTTTGACAAGAAAATTCGTTATAATGTTCGTAAAGAAGTTGCACTAAGGATGCAGCGCAGAAAGGGTCAGTTTACCTCATCCAAGACAATTTCAGATGAAGTGGGTGCTTCTTCAGATTGGAATGCATCACAAGGTTCTGGACAAGAGGAGCAG 657
F7047524 AAGATCGAGTCAACCACAAAGGGCTGCTTCTTTGAATCGGTTCAGGGAGAAGAGAAAAGAACGATGTTTTGACAAGAAAATTCGTTATAATGTTCGTAAAGAAGTTGCACTAAGGATGCAGCGCAGAAAGGGTCAGTTTACCTCATCCAAGACAATTTCAGATGAAGTGGGTGCTTCTTCAGATTGGAATGCATCACAAGGTTCTGGACAAGAGGAGCAG 657
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!*!!!!!!!!*!!!!!!!!!!!!!!**!!!!!!!!!!!*!!!!!!!!!!!!!!!!*!!*!!!!!!*!!*!!!!!!!!!!!!!!**!*!!!!!!!!!*!!!!!*!*!!!!!!!*!!!!!*!**!!!!!!!!*!**

logo GAAACTTTTATGTACACATTGTGGTATTAGCTCAAAGTCTACTCCAGATGATGCGGTCGTGGCGCCAAGCTGGCTCCGAGGACATTGTGCAATGCATGTGGGACTCAAGATGGGCCAACAAGGGAGTTTTAAGAGACCTTCTCGAAGGTTCTCAGCATGGCAGGAATCCAGGATCCCTACTGTAAAGGCTAGCTGAACAGAAGTGAGGGTGAAGCTAATGACTCGAGATGCTCTAGTAA
F8050373 GAAACTTTTTGTACACATTGTGGTATTAGCTCAAAGTCTACTCCAATGATGCGGCGTGGCCCAACTGGCCCGAGGACATTGTGCAATGCATGTGGGCTCAAGTGGGCCAACAAGGGAGTTTTAAGAGACCTTTCGAAGGTTCCAGCAGGAGGAATCCAGGATCCTACTGTAAAGGCTACTGAACAGAGTGAGGGTGAAGCTAATGACTCGGATGCCATAA 736
LTDC021485 GAAACTTTATGTACACATTGTGGTATTAGCTCAAAGTCTACTCCGATGATGCGTCGTGGGCCAGCTGGTCCGAGGACATTGTGCAATGCATGTGGACTCAAATGGGCCAACAAGGGAGTTTTAAGAGACCTCTCGAAGGTTTCAGCTGCAGGAATCCAGGACCCTACTGTAAAGGCTGCTGAACAAAGTGAGGGTGAAGCTAATGACTCAGATGTTGTAA 877
DX5H091888 GAAACTTTATGTACACATTGTGGTATTAGCTCAAAGTCTACTCCGATGATGCGTCGTGGGCCAGCTGGTCCGAGGACATTGTGCAATGCATGTGGACTCAAATGGGCCAACAAGGGAGTTTTAAGAGACCTCTCGAAGGTTTCAGCTGCAGGAATCCAGGACCCTACTGTAAAGGCTGCTGAACAAAGTGAGGGTGAAGCTAATGACTCAGATGTTGTAA 877
F7047524 GAAACTTTATGTACACATTGTGGTATTAGCTCAAAGTCTACTCCGATGATGCGTCGTGGGCCAGCTGGTCCGAGGACATTGTGCAATGCATGTGGACTCAAATGGGCCAACAAGGGAGTTTTAAGAGACCTCTCGAAGGTTTCAGCTGCAGGAATCCAGGACCCTACTGTAAAGGCTGCTGAACAAAGTGAGGGTGAAGCTAATGACTCAGATGTTGTAA 877
consensus !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!*!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!*!!!!*!*!!!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!***!!!

logo CCTCTGCAGGCTGACATCTATGTAATTCTATCTAATGGTCGATGAACCTCATGGCTGTTGACACTGGCTCGAACGCGATCATTGGCACGAACTAATCTGCTCTCGAGTAA
F8050373 CCTCTGCAGCTGACATCTTGAATTCTACTAATGGTGATAACCCTGCTGTTAATGGTGAACGGTATGGA...........GCTTGA.... 810
LTDC021485 CCTCTGCGGCTGACATCATTAATTCTTCTAATGGCGAGAACTCGGCTGTGCCTGCCGAACGGTATGGA...........GCCTGA.... 951
DX5H091888 CCTCTGCGGCTGACATCATTAATTCTTCTAATGGCGAGAACTCAGCTGTGCCTGCCGAACGCACTTGCCGAACTAATCTGCCTCAGTAA 966
F7047524 CCTCTGCGGCTGACATCATTAATTCTTCTAATGGCGAGAACTCGGCTGTGCCTGCCGAACGGTATGGA...........GCCTGA.... 951
consensus !!!!!!!*!!!!!!!!!*!*!!!!!!*!!!!!!!*!!*!!!*!*!!!!!***!!**!!!!!***!*!* !!*!*!

Supplementary Fig. S3 CDS sequence comparison of CsJAZ12. 


