
Figure S1: Annotated Sequences 
The following sequences have been deposited in GenBank with the associated accession 
numbers. Yellow highlighted text represents Exon 1 of the AANAT1-RB transcript. Green 
highlighted text represents the open reading frame within Exon 1. Black non-highlighted text 
represents Intron 1 of the AANAT1-RB transcript. The AANAT1MB02738 Minos insertion site is just 
before the underlined TA sequence in speckT1, speckG1, and speckD1. The red text represents 
sequence upstream of Exon 1 of the AANAT1-RB transcript, and the blue text represents 
sequence in Intron 2 of the AANAT1-RB transcript. Bold text represents sequences inserted 
into the genome in the deletions. 
 

>speck-T1_accession_number:MT708671 
CATTAATCTTGCTCCGAATCCCAGCCAGAGAACAAGAGATCCCCGTGATTGAGTACCCTACCTAGTGTTT
ATCAAAGCAAAGTCAAACTAAAAGCCAAACAGTGCCAAATACAAACAAAGATTCGTCGGCGGCGAAGTAA
ACAAAATATCGCAAAACGTGCGCGCCAACAAAAAAGCGAAATAATCGAAATAAGGGAAAAATTCGCCATA
AATTTTCCCGACATCCCGATACCCCCCTTTCCCCCCGCCGCCGCCACTGCCTCCACCGCCTTGTAGAACA
AAAGAAAGCGTTTTGCAATAAACAAAACCAGAAAGGCAACATGGAAGTTCAGAAGCTGCCGGACCAGTCG
CTGATATCCAGCATGATGTTGGACTCCCGATGTGGGGTAAGTGTGGCTCCAGCCACCCACTCTTTGCACC
AGCAGCTCCTCCACCGAGCTGCTCTATAAATACCAGTGGGGCATCCAATAATAGACGAGAACAA 
 

>speck-G1_accession_number:MT708672 
CTGCTAGAAATTACTGCCTGGAATCAAAATTAATATGCTTAGGATTCCTATTGTTTGAAATGACTAGAAT
CGAGATCGTAAATCAGAAAAACCTGAAAAGAATGGAAAAGTACGACTGATACCTTCCTGGTGGACAAGCG
GGCTCCTTTAGCCGATTCAACCTGGTCAACTGACCTTGATAGCCAGCACAGTTCTAACCAGTTTGGTTTT
TCGCCTTACTTTTGCTAAAAAAAAATAAATAAAAAGCGAGACAAGAGGGAAATGTCGAGAACCGCTGACC
GCAGAAGCGGCTCGTAGGTAGGGTAGTAGTAGTGGCTCGTAGTGTTTATCAAAGCAAAGTCAAACTAAAA
GCCAAACAGTGCCAAATACAAACAAAGATTCGTTGGCGGCGAAGTAAACAAAATATCGCAAAACGTGCGC
GCCAACAAAAAAGCGAAATAATCGAAATAAGGGAAAAATTCGCCATAAATTTTCCCGACATCCCGATACC
CCCCTTTCCCCCCGCCGCCGCCACTGCCTCCACCGCCTTGTAGAACAAAAGAAAGCGTTTTGCAATAAAC
AAAACCAGAAAGGCAACATGGAAGTTCAGAAGCTGCCGGACCAGTCGCTGATATCCAGCATGATGTTGGA
CTCCCGATGTGGGGTAAGTGTGGCTCCAGCCACCCACTCTTTGCACCAGCAGCTCCTCCACCGAGCTGCT
CTATAAATACCAGTGGGGCATCCAATAATAGACGAGAACAA 
 

>speck-D1_accession_number:MT708673 
CGACTTGTTGTTTACTTCGTATTCTTGAAGGGCTACTCAAGCATTCCGCGCTGTAACATCACTC
ATACGCCCCGTGGTCGCTAATGCGAAAATAGCTGGTGCATACACACATACACTGTGCATAATAA
TCCAAAAATTCACTGCTAGAAATTACTGCCTGGAATCAAAATTAATATGCTTAGGATTCCTATT
GTTTGAAATGACTAGAATCGAGATCGTAAATCAGAAAAACCTGAAAAGAATGGAAAAGTACGAC
TGATACCTTCCTGGTGGACAAGCGGGCTCCTTTAGCCGATTCAACCTGGTCAACTGACCTTGAT
AGCCAGCACAGTTCTAACCAGTTTGGTTTTTCGCCTTACTTTTGCTAAAAAAAAATAAATAAAA
AGCGAGACAAGAGGGAAATGTCGAGAACCGCTGACCGCAGACCACAAACACAACGCCCTCCTCA
ACGTCGGAAGTGCCGACGGGGAAAGGCCCATCTTGGAAAGTCCAGGAAGCGGCTGCCGACTGGT
CGCCGGTCGCTTGGCTCGGTGGCCCAAGAGAGCGCAAACCAGTCACGATCCGCTCTCTTTGGCC
TATAACTGAACAAATAGACCGCTATGTGACCGATGGATTCGACCGGCAACCGCTGGCTCCATCC
AACGCCTCTCTCAGTCGCGAATGAACAGCCGGCGTGCGGGGCTCTGCGCTTAGACCGATCCGAT
TGCGATTGCGAATCCGAATCCGATTCCATATACACTCTCTCGCCGCGATCCGCTGGCTATATAA
GGTGCAAACGGACCCGACTTCTGGCATTCATTGTTTGCTCGCAGGCCCATCGAGTTCTCACGCC



AGGATCGTCGTCAAGGATCGTGTAATGATGAACTCCAATTCAGAACACAAGTCCGTTTTTAGTT
GAAGGCAGCCGTCGGGCTGACATATATTTATTCAATTTTACTTCTTTTGATTTTAGAGTAGGCA
GAAATGGTTCTGTCAGCTCAACGTCTACAGAGTCTCTCTGATTTTACAGTTTTTAATATATTTG
GACTTAGGCTAATCCGCGTAGCTGCGCTGCCGGGTACGCCAGCAGCGGAGCGGCGTTCTTATGT
ATATCTTATATATCTAGGCTTATCGGGAGAGCGAGATATGTATGTACGTATGTAATATGTATTT
GGTCGGCGTGTGAATGCTGACCATGCACTTATACTTTTTGCCTTCGAGTGGGTGATCATGTTAC
ATCCGCCCTGGCCTAACTGCGTGCATAAACATAAACATAAACATAGCAACAAAGTGCTGCCATA
AGTTAATATGCTATTTTATTTAATTGTTCTTAATATTGCATAGGCACATACTACAATCGCTCCT
TCCATTCACACCATTAATCTTGCTCCGAATCCCAGCCAGAGAACAAGAGATCCCCGTGATTGAG
TACCCTACCTAGTGTTTATCAAAGCAAAGTCAAACTAAAAGCCAAACAGTGCCAAATACAAACA
AAGATTCGTCGGCGGCGAAGTAAACAAAATATCGCAAAACGTGCGCGCCAACAAAAAAGCGAAA
TAATCGAAATAAGGGAAAAATTCGCCATAAATTTTCCCGACATCCCGATACCCCCCTTTCCCCC
CGCCGCCGCCACTGCCTCCACCGCCTTGTAGAACAAAAGAAAGCGTTTTGCAATAAACAAAACC
AGAAAGGCAACATGGAAGTTCAGAAGCTGCCGGACCAGTCGCTGATATCCAGCATGATGTTGGA
CTCCCGATGTGGGGTAAGTGTGGCTCCAGCCACCCACTCTTTGCACCAGCAGCTCCTCCACCGA
GCTGCTCTATAAATACCAGTGGGGCATCCAATAATAGACGAGAACAATGGGGTAAACATCATTT
TCCTGGGGGCCAAGGCAGCCACTTCTGTAATTTGGCATGTGCGAATTTTCCAAATTCAAATTCC
TTCTGGATCGGTTTAATGGCCCCTCCTCAGCGAGTGCGATCGGCATTTATGGGGCATCAGTCAA
TGGAACGTGATTTTAT 
 

>speck-31B_accession_number:MT708674 
CCATTAATCTTGCTCCGAATCCCAGCCAGAGAACAAGAGATCCCCGTGATTGAGTACCCTACCTAGTGTT
TATCAAAGCAAAGTCAAACTAAAAGCCAAACAGTGCCAAATACAAACAAAGATTCGTCGGCGGCGAAGTA
AACAAAATATCGCAAAACGTGCGCGCCAACAAAAAAGCGAAATAATCGAAATAAGGGAAAAATTCGCCAT
AAATTTTCCCGACATCCCGATACCCCCTTTCCCCCCACCGCCGCCACCGCCGCCTCCACCGCCTTGTAGA
ACAAAAGAAAGCGTTTTGCAATAAACAAAACCAGAAAGGCAACATGGAAGTGCAGAAGCTGCCGGACCAG
TCGCTGATATCCAGCATGATGTTGGACTCCCGATGTGGGGTAAGTGTGGCTCCAGCCACCCACTCTTCGC
ACCAGCAGCTCCTCCACCGAGCTGCTCTATAAATACCAGTTGGTATATAACCGCTTGCCGAATAATTTGA
ATCGAAAGGCGGCGCACAAAGGTGAATTTGAATAGTTTCCAGCGAATTTCAATTAGCTGCGCGTTCGTCT
TAATTAGGCTTTAATTCAGATCGAAATTCGCACACTAAACTTGAATTAATGCGTGTTGGCCAATCCCTGG
GAATTCCAGCCTCCGCCGGGAGCTTGCCCCGTTTTGGGGCATGTGGAATCTTGTGGAGTCCGTCCAGTA 
 

>speck-35A_accession_number:MT708675 
CGCTAATGCGAAAATAGCTGGTGCATACACACATACACTGTGCATAATAATCCAAAAATTCACTGCTAGA
AATTACTGCCTGGAATCAAAATTAATATGCTTAGGATTCCTATTGTTTGAAATGACTAGAATCGAGATCG
TAAATCAGAAAAACCTGAAAAGATACCAGGTTCCAGTTCTCGATGGGGCCGGCCAATGAGAATGCTCCCT
GCACAGACCCAGACCAATTGGGCACTCAAGACCTATATTTATACATATGTACATTGCATATACATATGTA
CATATGTATATACTGCATATTGATTAGTATGCATGCCACGCCCGCTGGCCACAGCCG 
 

>speck-47B_accession_number:MT708676 
CGCGGGAGGATCGGGCAGTCCGCCGTGGAAAGATCATTCACTGCGGGGGGAATAGTACGCATACGCCGTG
TGGGTTTTAATTGCGGCTAATATTTCGGGGGTGTGCCTCTCGACTTGTTGTTTACTTCGTATTCTTGAAG
GGCTACTCAAGCATTCCGCGCTGTAACATCACTCATACGCCCCGTGGTCGCTAATGCGAAAATAGCTGGT
GCATACACAGCCTGGTACCATTGATCCAATAATAGACGAGAACAATGGGGTAAACATCATTTTCCTGGGG
GCCAAGGCAGCCACTTCTGTAATTTGGCATGTGCGAATTTTCCAGATTCAAATTCCTTCTGGATCGGGTT
TAATGGCCCCTCCTCAGCGAGTGCGATCGGCATTTATGGGGCATCAGTCAATGGAACGTGATTTTATGA 


