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Supplementary Figure S1 Construct maps. Design of constructs used to generate transgenic diatom 

lines. Uninformative regions of construct maps have been omitted for clarity. 

  

Supplementary Figure S2 IbpA DR2 sequences. a) Codon optimized and mutagenized IbpA DR2 

nucleotide sequences in FASTA format. Altered nucleotides underlined and bold. b) Amino acid 

alignment showing the H:A mutation in bold 

  

Supplementary Table S1 Primers used for amplification and construct synthesis 



Figure S1 



Figure S2 

a) Nucleotide Sequences: 

>DR2_Domain_Codon_optimized_for_Tp_Start_Met_added 

ATGTCTGTGAACGAGGTGGCTCCACTCTCTTCTGTGCCAGCTGAGCTCAAGGATGCTGCTGGAGGAAACAA 

GAAGGCTGCTGAGAAGTCTGAGGGAGCTACCGGAGTGGAGAAGGAGAAGACCACCCTCTTCCAACGTGTGA 

AGCAATTCTTCACCGGATCTAAGTCTGGAGCTAAGCCAGTGGCTGGAGATGAGACCGCTAACAAGGTGAAC 

TACCAAGATCTCGAGGATAACCTCAACCTCAAGGGACTCATCTCTCTCGAGGATGATCGTAACGCTAACTT 

CGAGTCTAACGTGCTCAAGAACGAGAAGTTCCTCGATGAGGCTCGTGAGATCTCTAAGAAGTCTATCCCAG 

AGGCTACCGTGAAGCAAATGTCTCACCTCCCAGAGTTCGATGATATCCTCACCGAGGGAGCTAAGAAGGTG 

GAGTCTCGTATCAACAAGGCTATCACCTTCCGTCCATCTGTGGAGGAGTTCTCTGAGATCCAAGATCTCGT 

GAAGACCCTCCCAAAGACCAAGGTGATCGAGGATCTCTCTACCAAGACCAACGAGATCACCGAGGCTCTCG 

CTGCTACCTCTAAGACCATCCAACGTACCCCAGAGCTCAAGGAGCAACTCAAGACCGCTATCGAGGATTTC 

CTCCAAAACTCTCAAGGAAAGCCACTCACCGTGCAAATGATCGAGAACCTCAACCACGGACTCCGTCCAGA 

TGAGGGAGAGGGACGTCTCCTCTACAAGAAGGAGAACCTCACCAAGGAGAACGCTGTGTTCTCTTCTCCAG 

AGGCTGCTAAGATCCAACTCGCTGAGACCGTGGATTTCATCAACCGTGCTAAGAACGAGGGAATCGAGCCA 

TCTGTGGTGGGAGCTCTCGTGTACCAACGTCTCATCGCTTACCACCCATTCGCTGAGGGAAACGGACGTAT 

GGCTCGTGTGATCGTGAACAAGATCCTCCTCGATGCTGGATACCCAGCTTTCACCAAGTTCTCTGATGAGT 

TCGAGCCACAAATCATCCCACAAACCAAGGCTTCTACCAAGTCTGCTACCTCTTCTGAGGTGGTGGTGGAG 

TTCCTCAAGGAGCTCGCTAAGAAGGGATCTAAGGAGGATAACGAGCAAAACCTCGAGAAGACCGATCGTAC 

CTCTACCGATCTCACCGAGTCTGCTGTGGAGAACTCTGCTGCTCTCTCT 

>DR2_Domain_Codon_optimized_for_Tp_Start_Met_added_H:A_mutant 

ATGTCTGTGAACGAGGTGGCTCCACTCTCTTCTGTGCCAGCTGAGCTCAAGGATGCTGCTGGAGGAAACAA 

GAAGGCTGCTGAGAAGTCTGAGGGAGCTACCGGAGTGGAGAAGGAGAAGACCACCCTCTTCCAACGTGTGA 

AGCAATTCTTCACCGGATCTAAGTCTGGAGCTAAGCCAGTGGCTGGAGATGAGACCGCTAACAAGGTGAAC 

TACCAAGATCTCGAGGATAACCTCAACCTCAAGGGACTCATCTCTCTCGAGGATGATCGTAACGCTAACTT 

CGAGTCTAACGTGCTCAAGAACGAGAAGTTCCTCGATGAGGCTCGTGAGATCTCTAAGAAGTCTATCCCAG 

AGGCTACCGTGAAGCAAATGTCTCACCTCCCAGAGTTCGATGATATCCTCACCGAGGGAGCTAAGAAGGTG 

GAGTCTCGTATCAACAAGGCTATCACCTTCCGTCCATCTGTGGAGGAGTTCTCTGAGATCCAAGATCTCGT 

GAAGACCCTCCCAAAGACCAAGGTGATCGAGGATCTCTCTACCAAGACCAACGAGATCACCGAGGCTCTCG 

CTGCTACCTCTAAGACCATCCAACGTACCCCAGAGCTCAAGGAGCAACTCAAGACCGCTATCGAGGATTTC 

CTCCAAAACTCTCAAGGAAAGCCACTCACCGTGCAAATGATCGAGAACCTCAACCACGGACTCCGTCCAGA 

TGAGGGAGAGGGACGTCTCCTCTACAAGAAGGAGAACCTCACCAAGGAGAACGCTGTGTTCTCTTCTCCAG 

AGGCTGCTAAGATCCAACTCGCTGAGACCGTGGATTTCATCAACCGTGCTAAGAACGAGGGAATCGAGCCA 

TCTGTGGTGGGAGCTCTCGTGTACCAACGTCTCATCGCTTACgctCCATTCGCTGAGGGAAACGGACGTAT 

GGCTCGTGTGATCGTGAACAAGATCCTCCTCGATGCTGGATACCCAGCTTTCACCAAGTTCTCTGATGAGT 

TCGAGCCACAAATCATCCCACAAACCAAGGCTTCTACCAAGTCTGCTACCTCTTCTGAGGTGGTGGTGGAG 

TTCCTCAAGGAGCTCGCTAAGAAGGGATCTAAGGAGGATAACGAGCAAAACCTCGAGAAGACCGATCGTAC 

CTCTACCGATCTCACCGAGTCTGCTGTGGAGAACTCTGCTGCTCTCTCT 

b) Amino acid alignment of mutant vs. native IbpA DR2 domain: 




