a) Ibarra b) La Palma c) Maltarafia

Fig. S1. Sampling sites located in Lerma-Chapala Basin. a)
Ibarra (20°13’ N 102°37' W, altitude 1530 m); b) La Palma
(20°07'N 102 ° 39' O, altitude 1530 m) and c) Maltarafa
(20°13'N 102°41 O, altitude 1528 m).
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Fig. S2. Simplified neighbor joining (NJ) tree based on 16S rRNA gene sequences showing Pseudomonas
relationships. Bootstrap values greater than 50% are shown at nodes as percentages of 1000 replicates.
Scale Bar represents 0.050 changes per nucleotide position. GenBank accession numbers are given in
parentheses.
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Fig. S3. Simplified neighbor joining (NJ) tree based on 16S rRNA gene sequences showing Acinetobacter
relationships. Bootstrap values greater than 50% are shown at nodes as percentages of 1000 replicates.
Scale Bar represents 0.050 changes per nucleotide position. GenBank accession numbers are given in

parentheses.
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Fig. S4. Simplified neighbor joining (NJ)

Enterobacter y Klebsiella

tree inferred with 16S rRNA gene sequences showing

Enterobacter, Klebsiella and Stenotrophomonas relationships. Bootstrap values greater than 50% are
shown at nodes as percentages of 1000 replicates. Scale Bar represents 0.05 changes per nucleotide

position. GenBank accession numbers are given in parentheses.
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Fig. S5. Simplified neighbor joining (NJ) tree based on 16S rRNA gene sequences
Achromonbacter and Cupriavidus relationships. Bootstrap values greater than 50% are shown at nodes
as percentages of 1000 replicates. Scale Bar represents 0.050 changes per nucleotide position. GenBank

accession numbers are given in parentheses.

showing



100
Pseudomonas

82

83 100
—<Acinetobacter
93
100 ﬂ Enterobacter & Klebsiella

100 —seseSSSSSSSNEN Stcnotrophomonas

100
100 69 Achromobacter

100

Cupriavidus

_ Comamonas

100 +7| Delftia sp. 1S2Zn4 (MT197041) _
Delftia sp. 1IS3Cu2 (MT226498)

Delftia acidovorans 21677 (JOUB01000005)

Delftia sp. 1S2Zn1 (MT197040)

Delftia litopenaei wsw-7 T(GU721 027)

Delftia rhizosphaerae RAGT(KYO75828)

Delftia sp. 1S3Zn1 (MT197042)

Delftia sp. PS2Zn3 (MT197046)

{Delftia tsuruhatensis NBRC 167417(BCT001000107)

100

94

Delftia
Delftia lacustris LMG 24775 (jgi.1102360)
Delftia sp. MS2As2 (MT226500)

L Delftia sp. PS4Zn4 (MT197050)

Delftia sp. PS4Zn1 (MT197048)

Delftia sp. PS4Zn3 (MT197049)

64| Delftia sp. PS2Zn4 (MT197047)

Delftia sp. PS2Zn2 (MT197046)

Delftia sp. MS2As4 (MT197043)

Delftia sp. PS2Zn1 (MT197044)

93

100 ——E . istia -
|—< Ochrobactrum
=—Flavobacterlum
100 ———S S taphylococcus

Micrococcus luteus NCTC 2665 T(NR075062)
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parentheses.
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Fig. S7-Simptified neighbor joining (NJ) tree based on 16S rRNA gene sequences showing Comamonas,
Kaistia and Ochrobactrum relationships. Bootstrap values greater than 50% are shown at nodes as
percentages of 1000 replicates. Scale Bar represents 0.050 changes per nucleotide position. GenBank
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Fig. S8. Simplified neighbor joining (NJ) tree based on 16S rRNA gene sequences showing Flavobacterium
and Staphylococcus relationships. Bootstrap values greater than 50% are shown at nodes as percentages
of 1000 replicates. Scale Bar represents 0.050 changes per nucleotide position. GenBank accession
numbers are given in parentheses.
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Fig. S9. PCA-biplot of the relation between metallophores production and MIC showing the distribution of the strains in relation with each of the metals for which the metallophores were produced. Also showed the MIC for each metals tested


