A
eGFP:CAAX box
eGFP: from pEGFP-1 vector (GenBank U55761)
CAAX box: membrane localization signal from human HRAS (GenBank BT019421)
Mutated sites are indicated in bold and underlined.
1
CGCCATTCTGCCTGGGGACGTCGGAGCAAGCTTGATTTAGGTGACACTAT
51
AGAATACAAGCTACTTGTTCTTTTTGCAACCGTCAACATGGTGAGCAAGG
101
GCGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGGTCGAGCTGGACGGC
151
GACGTGAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGCGAGGGCGATGC
201
CACCTACGGCAAGCTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGC
251
CCGTGCCCTGGCCCACCCTCGTGACCACCCTGACCTACGGCGTGCAGTGC
301
TTCAGCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGC
351
CATGCCCGAAGGCTACGTCCAGGAGCGCACCATCTTCTTCAAGGACGACG
401
GCAACTACAAGACCCGCGCCGAGGTGAAGTTCGAGGGCGACACCCTGGTG
451
AACCGCATCGAGCTGAAGGGCATCGACTTCAAGGAGGACGGCAACATCCT
501
GGGGCACAAGCTGGAGTACAACTACAACAGCCACAACGTCTATATCATGG
551
CCGACAAGCAGAAGAACGGCATCAAGGTGAACTTCAAGATCCGCCACAAC
601
ATCGAGGACGGCAGCGTGCAGCTCGCCGACCACTACCAGCAGAACACCCC
651
CATCGGCGACGGCCCCGTGCTGCTGCCCGACAACCACTACCTGAGCACCC
701
AGTCCGCCCTGAGCAAAGACCCCAACGAGAAGCGCGATCACATGGTCCTG

751
CTGGAGTTCGTGACCGCCGCCGGGATCACTCTCGGCATGGACGAGCTGTA

801
CAAGGGAGGAGGAAGGTCTAAGCTGAACCCTCCTGATGAGAGTGGCCCCG

851
GCTGCATGAGCTGCAAGTGTGTGCTCTCCTGATCTAGAACTATAGTGAGT

901
CGTATTACGTAGATCCAGACATGATAAGATACATTGATGAGTTTGGACAA

951
ACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGA

1001
TGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACA

1051
ACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAG
1101
GTGTGGGAGGTTTTTTAATTCGCGGCCGCGGCGCCAATGCATTGGGCCCG
B
H2B:eGFP
H2B: zebrafish histone 2B (hist2h2l) exon (Ensembl ENSDARG00000068996.2)
eGFP: from pEGFP-1 vector (GenBank U55761)

Mutated sites are indicated in bold and underlined.

1
CGCCATTCTGCCTGGGGACGTCGGAGCAAGCTTGATTTAGGTGACACTAT

51
AGAATACAAGCTACTTGTTCTTTTTGCAGGAACCGTCAACATGCCCGAAC

101
CTGCGAAGTCAGCGCCCGCTCCCAAAAAAGGCTCTAAAAAAGCTGTCGCC

151
AAGACCCAGAAGAAGGGGGATAAGAAAAGGCGTAAGACCAGGAAAGAGAG

201
TTACGCCATTTACGTGTACAAAGTGCTGAAACAAGTCCACCCGGACACTG

251
GCATCTCCTCAAAGGCGATGGGCATTATGAACTCATTTGTGAACGACATC

301
TTCGAGCGCATCGCCGGAGAAGCGTCGCGCCTGGCGCATTACAACAAGCG

351
CTCCACTATCACATCCCGGGAGATCCAGACGGCCGTGCGCCTGCTCCTGC

401
CCGGAGAACTGGCCAAACACGCTGTGTCTGAGGGCACAAAGGCCGTGACC

451
AAGTACACCAGCTCCAAGGTGCCGCGGGCCCGGGATCCACCGGTCGCCAC

501
CATGGTGAGCAAGGGCGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGG

551
TCGAGCTGGACGGCGACGTGAACGGCCACAAGTTCAGCGTGTCCGGCGAG

601
GGCGATGCCACCTACGGCAAGCTGACCCTGAAGTTCATCTGCACCACCGG

651
CAAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGACCTACGGCG

701
TGCAGTGCTTCAGCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTC

751
AAGTCCGCCATGCCCGAAGGCTACGTCCAGGAGCGCACCATCTTCTTCAA

801
GGACGACGGCAACTACAAGACCCGCGCCGAGGTGAAGTTCGAGGGCGACA

851
CCCTGGTGAACCGCATCGAGCTGAAGGGCATCGACTTCAAGGAGGACGGC

901
AACATCCTGGGGCACAAGCTGGAGTACAACTACAACAGCCACAACGTCTA

951
TATCATGGCCGACAAGCAGAAGAACGGCATCAAGGTGAACTTCAAGATCC

1001
GCCACAACATCGAGGACGGCAGCGTGCAGCTCGCCGACCACTACCAGCAG

1051
AACACCCCCATCGGCGACGGCCCCGTGCTGCTGCCCGACAACCACTACCT

1101
GAGCACCCAGTCCGCCCTGAGCAAAGACCCCAACGAGAAGCGCGATCACA

1151
TGGTCCTGCTGGAGTTCGTGACCGCCGCCGGGATCACTCTCGGCATGGAC

1201
GAGCTGTACAAGTAAAGCGGCCGCGACTCTAGAACTATAGTGAGTCGTAT

1251
TACGTAGATCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCAC

1301
AACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTA

1351
TTGCTTTATTTGTAACCATTTATAAGCTGCAATAAACAAGTTAACAACAA

1401
CAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTT

1451
TTTAATTCGCGGCCGCGGCGCCAATGCATTGGGCCCGGTACCCAGCTTTT

C
H2B:mCherry
H2B: zebrafish histone 2B (hist2h2l) exon (Ensembl ENSDARG00000068996.2)
mCherry: from pRSET-B-mCherry plasmid (the Forchheimer Center plasmid collection)

Mutated sites are indicated in bold and underlined.

1
CGCCATTCTGCCTGGGGACGTCGGAGCAAGCTTGATTTAGGTGACACTAT

51
AGAATACAAGCTACTTGTTCTTTTTGCAGGAACCGTCAACATGCCCGAAC

101
CTGCGAAGTCAGCGCCCGCTCCCAAAAAAGGCTCTAAAAAAGCTGTCGCC

151
AAGACCCAGAAGAAGGGGGATAAGAAAAGGCGTAAGACCAGGAAAGAGAG

201
TTACGCCATTTACGTGTACAAAGTGCTGAAACAAGTCCACCCGGACACTG

251
GCATCTCCTCAAAGGCGATGGGCATTATGAACTCATTTGTGAACGACATC

301
TTCGAGCGCATCGCCGGAGAAGCGTCGCGCCTGGCGCATTACAACAAGCG

351
CTCCACTATCACATCCCGGGAGATCCAGACGGCCGTGCGCCTGCTCCTGC

401
CCGGAGAACTGGCCAAACACGCTGTGTCTGAGGGCACAAAGGCCGTGACC

451
AAGTACACCAGCTCCAAGGTGCCGCGGGCCCGGGATCCCGCCACCATGGT

501
GAGCAAGGGCGAGGAGGATAACATGGCCATCATCAAGGAGTTCATGCGCT

551
TCAAGGTGCACATGGAGGGCTCCGTGAACGGCCACGAGTTCGAGATCGAG

601
GGCGAGGGCGAGGGCCGCCCCTACGAGGGCACCCAGACCGCCAAGCTGAA

651
GGTGACCAAGGGTGGCCCCCTGCCCTTCGCCTGGGACATCCTGTCCCCTC

701
AGTTCATGTACGGCTCCAAGGCCTACGTGAAGCACCCCGCCGACATCCCC

751
GACTACTTGAAGCTGTCCTTCCCCGAGGGCTTCAAGTGGGAGCGCGTGAT

801
GAACTTCGAGGACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGC

851
AGGACGGCGAGTTCATCTACAAGGTGAAGCTGCGCGGCACCAACTTCCCC

901
TCCGACGGCCCCGTGATGCAGAAGAAGACCATGGGCTGGGAGGCCTCCTC

951
CGAGCGGATGTACCCCGAGGACGGCGCCCTGAAGGGCGAGATCAAGCAGA

1001
GGCTGAAGCTGAAGGACGGCGGCCACTACGACGCTGAGGTCAAGACCACC

1051
TACAAGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAACGTCAACAT

1101
CAAGTTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGT

1151
ACGAACGCGCCGAGGGCCGCCACTCCACCGGCGGCATGGACGAGCTGTAC

1201
AAGTAAGAATTCAAGGCCTCTCGAGCCTCTAGAACTATAGTGAGTCGTAT

1251
TACGTAGATCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCAC

1301
AACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTA

1351
TTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAAC

1401
AATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTT

1451
TTAATTCGCGGCCGCGGCGCCAATGCATTGGGCCCGGTACCCAGCTTTTG
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