










Figure 1 

Figure 1. Galdieria sulphuraria SAG 107.79 growth (A) Microscopic image after 2-
weeks growth in liquid medium. (B) A separate microscopic image with confocal FITC 
filter set fluorescence image overlaid. (C) Plate growth after 2 weeks. (D) Dense liquid 
culture growth in the presence of high concentrations of various anions. 
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Figure 2 

A B C 

Figure 2. Metal uptake by strain 107.79. (A) Metal uptake after growth on acid 
mine tailings. (B) Precious metals uptake. (C) Rare-earths uptake.  
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Figure 3 

Figure 3. Maximum likelihood tree of Cyanidiophyceae inferred from RAxML 
analysis based on the combined plastid DNA sequences of psaA, psbA, and 
rbcL. Bootstrap support values are indicated near nodes above the branches, 
whereas the Bayesian posterior probability for clades using the GTR model is 
shown below the branches. Starred red is the position of the SAG 107.79. Only 
bootstrap values > 60% are shown.  
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Fig…..Maximum likelihood tree of Cyanidiophyceae inferred from RAxML analysis based on the combined plastid DNA sequences of psaA, psbA, 
and rbcL. Bootstrap support values are indicated near nodes above the branches, whereas the Bayesian posterior probability for clades using the GTR 
model is shown below the branches. Only bootstrap values > 60% are shown. 
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Figure 4 

Figure 4. Preliminary assembly statistics of Illumina data and MinION data 

.CC-BY-NC-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted September 20, 2016. ; https://doi.org/10.1101/076208doi: bioRxiv preprint 

https://doi.org/10.1101/076208
http://creativecommons.org/licenses/by-nc-nd/4.0/


Query: 3051  actatagcagatcacctctatctttcgtccattttgtcttatgcaaaacaacaagttggc 3110
             ||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||
Sbjct: 19325 actatagcagatcacctctatctttcgtc-attttgtcttatgcaaaacaacaagttggc 19267

                                                                         
Query: 3111  aactcgaaatttctagaaatgatttcatctctttatgacgcttttcaagcagagaatatt 3170
             | |||||| ||||||||||||||| || ||||||||||||||||||||||||||||||||
Sbjct: 19266 atctcgaa-tttctagaaatgattccaactctttatgacgcttttcaagcagagaatatt 19208

                                                                         
Query: 3171  tggcatcgagaggaagaagcaaagactcagctatcttcgtatccagaaaatgatgaaata 3230
             ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct: 19207 tggcatcgagaggaagaagcaaagactcagctatcttcgtatccagaaaatgatgaaata 19148

                                                                         
Query: 3231  gaagaccaggacgtagtagatgcggaagagtcttctattcgtacagctgttggcattttt 3290
             ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct: 19147 gaagaccaggacgtagtagatgcggaagagtcttctattcgtacagctgttggcatttt- 19089

                                                                         
Query: 3291  cgtgttgaaaggaatcgtaaaattgctcgagtgtcgaatgttgttgtttcta-acgagca 3349
             ||||||||||||||||||||||||||||||||||||||||||||||||     |||||||
Sbjct: 19088 cgtgttgaaaggaatcgtaaaattgctcgagtgtcgaatgttgttgttcggcgacgagca 19029

                                                                         
Query: 3350  ttttggcaag----gcgattcatggtgataaagtaatgatagagataagtactgtgaacg 3405
             ||||||||||    ||||||||||||||||||||||||||||||||||||||||||||||
Sbjct: 19028 ttttggcaagcgaggcgattcatggtgataaagtaatgatagagataagtactgtgaacg 18969

                                                                         
Query: 3406  gaaggagccaaggaaaggttgtttctgttttagagagaagaacagattcctttgtagcct 3465
             ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct: 18968 gaaggagccaaggaaaggttgtttctgttttagagagaagaacagattcctttgtagcct 18909

MySeq 
minION 

Figure 5. Alignment of the heme oxygenase gene of 107.79 from MinION and 
Illumina reads. 
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