Supplementary Materials

Multiple Lines of Evidences Reveal Mechanisms
Underpinning Mercury Resistance and Volatilization by
Stenotrophomonas sp. MAS Isolated from the Savannah

River Site (SRS), USA

Table S1: List of primers and probes used for gRT-PCR analysis

Target Forward primer Reverse primer Probe
gene
16s CTCGGAATTACTGGGCGT CGCTACCCTCTACCACATT  AACGGACTTAAACGACCAC
AAAG CTA CTACGC
merA CCAAGTACGAAGGCATC  TCGTTCAAACGGACGGTAA ACAACGGTGATGGCCGGAT
CTG G TACC
merD GGTGAGCGTGCATATCGT TCATCGAACAAGCCGTAGC TACCTGCTGCGCGGATTGCT
merT CAAACCGGGTGAGGTCTG TGGCATGACGTAGGGAAAT CCCAAGTGCGAGCTACTTAC
C AAGCT
merE CGTCCGAGACGCACAAA  CACGACAGCGAGGATGG ACTGGCTGTGCTGACTTGCC
merR CGTGCTGTCTGAGTTGGT CTAAGGCATAGCCGAACCT AAGCTTGCTCCACCCTGTAG
G TGAC
merP AGTTGACGTGACTTTCGA CTTGACGCTGGACGGATAG ACCTTCGACGATGCCAAGA
GAC CCAG
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@ Lysobacter (13)

@ Sphingomonas sp. NIC1 (21)
@ Pscudoxanthomaonas suwanensis (7)

@ Stenotrophomonas sp. WS40 (11)
@ Stenotrophomonas acidaminiphila (4)

4 Stenotrophomonas maltophilia (979)

@ Stenotrophomonas koreensis (12)

@ stenotrophomonas pavani (318)
4 uncultured Stenotrophomonas sp. (12)

@ Stenotrophomonas sp. HMSC10F06 (10)
A Stenotrophomonas sp. HMSC 07 (85)
4 Stenotrophomonas sp. M15 (1
@ Stenotrophomonas sp. UBA2302 (20)
@ Stenotrophomonas sp. UBA2628 (14)
4 Stenotrophomonas sp. UBA3473 (4)
@ Stenotrophomonas sp. UBASD23 (
@ Stenotrophomonas sp. MB338 (16)

@ Stenotrophomonas sp. UBAT346 (5)

@ Stenotrophomonas sp. CC120222-04 (39)
@ Stenotrophomonas sp. CC120223-11 (.
@ Stenotrophomonas sp. LMD91 (17)
.Sleﬂmmuhamunas sp. SKA14 (358)
@ Stenotrophomonas sp. LMG 29892 (4)
@ Stenotrophomonas sp. UBA2124 (33)
@ Stenotrophomenas ginsengisoli (11)

9)

. Stenotrophomonas rhizophila (160)
@ Stenotrophomenas humi (15)

@ Stenotrophomonas sp. WZN-1 (98)
@ Stenotrophomonas terrae (16)

@ Stenotrophomonas daejeonensis (15)
@ Stenotrophomonas sp. BIRT (57)

@ Stenotrophomonas sp. UBAGT59 (8)
@ Stenotrophomenas sp. DDT-1 (3)

@ Stenotrophomonas sp. SC-N050 (13)
@ Stenotrophomenas sp. TD2 (79)

@ Stenotrophomenas sp. 92mfcol. 1 (11)
. Stenotrophomonas chelatiphaga (108)
@ Stenotrophomonas panacinumi (14)
@ Stenotrophomonas sp. KAs 5-3 (26)
@ Stenotrophomonas sp. RIT308 (8)

@ Xanthomonas sacchari (6)
@ Xanthomonas retroflexus (5)

Figure S1: Whole genome sequence-based phylogenetic tress of isolated strain Stenotrophomonas
sp. strain MA5. The highest taxonomic affiliation of strain was found with Stenotrophomonas
maltophilia based on highest number of whole genome sequence reads (979; shown in
parenthesis). Displayed nodes are those with at least 4 reads (<1% classified reads). This tree was

generated by using one codex database.



