
Table S1. List of primers used in complementation assay. Bold text indicates the 

pDR195 recombination sequences. 

 

PRIMER   UmZRT1 PRIMER SEQUENCES  UmZRT2 PRIMER SEQUENCES  

1 

Forward 

GAAAGAAAAAAAATATACCC

CAGCCTCGACCCAGCCTCGA

GATGGCTGACGAAATTCAGTG 

GAAAGAAAAAAAATATACCC

CAGCCTCGACCCAGCCTCGA

GATGTTGGGGATCAATGTTAA

GAG 

2 

Reverse 

GAGACTTGACCAAACCTCTG

GCGAAGAAGTCCAAAGCTGG

ATCCCTGTAGAGAGGAAAGAA

TCGAGGT 

GAGACTTGACCAAACCTCTG

GCGAAGAAGTCCAAAGCTGG

ATCCGGTTGCTATGCCAGACCT

TAG 

3 

Forward 

CAATCGTTAATAATTAATTAAT

TGGAAAATAAC 

CAATCGTTAATAATTAATTAAT

TGGAAAATAAC 

4  

Reverse 

CTACCAACGATTTGACCC ACAATCTGCCACTTCACATTG 

5  

Reverse 

 CTACCAACGATTTGACCC 

 

 

Figure S1. Representation of the gene replacement cassette. The construction is 

composed of 5´ and 3´regions localized approximately 1000bp upstream and downstream 

respectively from the open reading frame of the interest gene ORF, and the hph 

(hygromicin phosphotransferase) as resistance gene. The numbers represent the primers 

used to amplify the delimited region, and they are described in the Table S2.  



Table S2. List of primers used to generate the replacement cassettes.  

 

PRIMER UmZRT1 PRIMER SEQUENCES UmZRT2 PRIMER SEQUENCES 

1 TCGAATGGACCAACTGTCTG  GCTCAAGCAGCTCGAAACTTG  

2 GCACACGACTCACATCTGCCGC

CACTC 

TAACAGGGAAAGGGCCGAAC  

GCACACGACTCACATCTGCCGC

CACTCGCTACAGACTGGATCG

GTTC  

3 AGTCTGCCAACGTGGAGTAAG

TGAACC 

CTTCGGACCTCGATTCTTTC  

AGTCTGCCAACGTGGAGTAAG

TGAACCGTTGCGTGATGTTCC

GAGT  

4 AATGGACAGGACACATGGAG  CCTGGAAGCACACCGAGACT  

5 GAACAGCAGCGGTTTCTGACC  GTGACTCTAGCACAAGCGGAC  

6 GGATGACGAAGGGTTGGC  GGATACAACACGTTGGGCATC

T  

7 CTCGAGTGGCGGCAGATGTGA

GTCG  

CTCGAGTGGCGGCAGATGTGA

GTCG  

8 GGTTCACTTACTCCACGTTG  GGTTCACTTACTCCACGTTG  

9 GAT TTG TGT ACG CCC GAC 

AG 

 

10  CGAGAGCCTGACCTATTGCATC 

 

Table S3. Primers used in qRT-PCR.  

 

GEN FORWARD REVERSE 

UmZRT1 CTTCCTCTCGGCATGAAGTC ATGAACTCGTGTGCAAGCAG 

UmZRT2 CGTCTCTCCCTGCTAAGGTG TCTTCTGCATCTGCCTGTTG 

Rim101 GACTCGCACATGGCTGAGAGG GCCGAGGGATCAAAGGCGG 

Nrg1 ACTTGACCACCTCGACCTTG AAAGGCGACACCATTCAATC 

Actin CTCBATCATGAAGTGTGA BTGCTTYGARATCCACAT 

 

 

 

 

 

 

 



Table S4. Differences in predicted transmembrane domains according to the 

prediction software used. All programs used predicted 8 transmembranal domains with 

slight variations in the endpoints of each domain. 

 



 

Figure S2. UmZrt1p and Saccharomyces cerevisiae Zrt1p alignment. Identical amino 

acids shared between the sequences are marked in black. Similar amino acids (same charge 

or hydrophobicity) are shown in gray. Polar amino acids are exhibited in green (G, S, T, Y, 

C, Q, and N), basic in blue (K, R, and H), acidic in red (D and E), and hydrophobic in 

purple (A, V, L, I, P, W, F, and M). 



 

Figure S3. UmZrt2p and Saccharomyces cerevisiae Zrt2p alignment. Identical amino 

acids shared between the sequences are marked in black. Similar amino acids (same charge 

or hydrophobicity) are shown in gray. Polar amino acids are exhibited in green (G, S, T, Y, 

C, Q, and N), basic in blue (K, R, and H), acidic in red (D and E), and hydrophobic in 

purple (A, V, L, I, P, W, F, and M). 



 

Figure S4.  Quantification of zinc by ICP-OES. Determination of zinc concentration in 

dry weight of cells grown in YNB supplemented with 1, 10 and 100 µM of ZnCl2 

corresponding with a, b and c respectively. 



 

Figure S5. Quantification of iron by ICP-OES. Determination of iron concentration in 

dry weight of cells grown at YNB + 1 µM of ZnCl2. All the strains showed the similar 

amount of iron.  

 


