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Table S1. Oligonucleotides designed for sited directed mutagenesis of p.nasABC region and for obtaining biotinylated DNA samples.

Oligonucleo-

tide Sequence Target
PAL1-1 for GAGAAACCTTCTCACCGCGAAAACCGGGTATA-
- CAGGGACGC Modification of palindromic sequence by
PALL-L rev GCGTCCCTGTATACCCGGTTTTCGCGGTGA- sited directed mutagenesis
- GAAGGTTTCTC
PAL1-2_for GGGACGCCCCGGTGGACCGCACGACG Promoter amplification without palin-
p-nas_rev ACCACACCCCATGGCACAGCGCAT dromic region
PAL2-1_for ATATICTTAGTATACGITCTCGTATICCACGA- Modification of putative consensus bind-
TATGGEEG ing site sequence by sited directed
PAL2-1 rev CCCCCATATCGTGCAATACGAGAACGTATACTAA- mutagenesis
- GAATAT
PAL2-2_for GTATACGTTTGTGGC(C;(C;SESSGATATGGGGGAATT_ Modification of putative consensus bind-
PAL2 roy CCGCCCAATTCCCCCATATCGTIGCGGGCCACAAAC 8¢ Seq;i‘l:egi’gezt:d directed
- GTATAC
pVA-for-Biot GCTCGGAATTAACCCTCACTAAAG Biotinylated p.nasABC
N-bGal-rev GCTCCGGGAAATAGCAGACAC ]
p.fdx_for TACTTCGTACGCGCTGTTCT Biotinylated p.fix
p.fdx_rev-Biot GITACCGTGGGCATCAACAA
Gle_for CCATTGGTAAACATATGAAAGC Biotinylated glucose dehydrogenase
Glc_rev-Biot GTGAAGAACTGGACATGTAC

The mutant sequences are shown in red color.
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Novobiocin-Resistance Gene (DNA gyrase subunit B) [Haloferax lucentense DSM 14919]
Reference

Figure S1. pVA513 halophilic expression vector, which was kindly provided by Mike Dyall-Smith (University of Melbourne, Australia).
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p-nasABC CACTCATCCCCCCGAAATTGCCGGGGCAGACGCATAAGAGCGTCGGAGCGCGCETGACCAAGAGAAACCTTCTCACCGLGHEEINCCGGGTATACAGGGACGCCCCGGTGG 110
PAL1-1 CACTCATCCCCCCGAAATTGCCGGGGCAGACGCATAAGAGCGTCGGAGCGCGCGTGACCAAGAGAAACCTTCTCACCGCGAAAACCGGGTATACAGGGACGCCCCGGTGG

pnasABC ACCGCACGACGAATTAATTCCGARAAACATTTTCAAATAAATATCTAAAAACACCGGGATTACGCGACTATATTCTTA T CACH A 320
PAL1-1 ACCGCACGACGAATTAAT’I‘CCGAAAAACAT’I‘TTCAAATAAATATCTAAAAACACCGGGATTACGCGACTATATTCTTAGTATACGTTTGTAGATTGCACGATATGGGGGA

p-nasABC ATTGGGCGGAATAATTTGATTTATTAAACGATTGGTATTTTATGTTCTCCTTTCACCAGTATGAGCCAAGATAGTGARATGATGTGTTCATCATACATGGAARAATTGCA 330
PAL1-1 ATTGGGCGGAATAATTTGATTTATTAAACGATTGGTATTTTATGTTCTCCTTTCACCAGTATGAGCCAAGATAGTGARATGATGTGTTCATCATACATGGAARAATTGCA

p-nasABC CAAATGCCCCGGAATCTCCGATTCTTGTCGGTGGTGAACCACGTGACGAAACAAGTCCCGACGACCTGTATGCGCTGTGCTGTGGGGTGT
PAL1-1 CARATGCCCCGGAATCTCCGATTCTTGTCGGTGGTGAACCACGTGACGARACAAGTCCCGACGACCTGTATGCGCTGTGCTGTGGGGTGT

@

p-nasABC CACTCATCCCCCCGARATTGCCGGGGCAGACGCATAAGAGCGTCGGAGCECGLGTGACCARGAGAAACCTTCTCACCGLGLGCTCCGGGTATACAGGGACGCCCCGGTGG 110
PAL1-2 GGACGCCCCGGTGG

420

pnasABC ACCGCACGACGAATTAATTCCGAAAAACATTTTCAAATAAATATCTAAAAACACCGGGATTACGCGACTATATTCT TT TGCACGATATGGGGGA 559
PAL1-2 ACCGCACGACGAATTAATTCCGAAAAACATTTTCAAATAAATATC TARAAACACCGGGATTACGCGACTATATTCTTAGTATACGTTTGTAGATTGCACGATATGGGGGA

pnasABC ATTGGGCGGAATAATTTGATTTATTAAACGATTGGTATT TTATGT TCTCCTTTCACCAGTATGAGCCAAGATAGTGAAATGATGTGTTCATCATACATGGAARAATTGCA 330
PAL1-2 ATTGGGCGGAATAATTTGATTTATTAAACGATTGGTATTTTATGTTCTCCTTTCACCAGTATGAGCCAAGATAGTGAAATGATGTGTTCATCATACATGGAAAAATTGCA

p-nasABC CAAATGCCCCGGAATCTCCGATTCTTGTCGGTGGTGAACCACGTGACGAAACAAGTCCCGACGACCTGTATGCGCTGTGCTGTGGGGTGT
PAL1-2 CARATGCCCCGGAATCTCCGATTCTTGTCGGTGGTGAACCACGTGACGAAACAAGTCCCGACGACCTGTATGCGCTGTGCCATGGGGTGT

(b)

p-nasABC CACTCATCCCCCCGAAATTGCCGGGGCAGACGCATAAGAGCGT CGGAGCGCGCETGACCAAGAGAAACCTTCTCACCGLGCECTCCEGE GCCCCGGTGG 110
PAL2-1 CACTCATCCCCCCGAAATTGCCGGGGCAGACGCATAAGAGCGTCGGAGCGCGCGTGACCAAGAGARACCTTCTCACCGCGCGCTCCGGGTATACAGGGACGCCCCGGTGG

420

p-nasABC ACCGCACGACGAATTAATTCCGAAAAACATTTTCAAATARATATCTAAAAACACCGGGATTACGCGACTATATTCTTAGTATACGTITREGRAGATTGCACGATATGGGGGA 559
PAL2-1 ACCGCACGACGAATTAATTCCGAAAAACATTTTCAAATAARATATCTAAAAACACCGGGATTACGCGACTATATTCTTAGTATACGTTCTCGTATTGCACGATATGGGGGA

pnasABC ATTGGGCGGAATAATTTGATTTATTAAACGATTGGTATTTTATGTTCTCCTTTCACCAGTATGAGCCAAGATAGTGAAATGATGTGTTCATCATACATGGAAARATTGCA 330
PAL2-1 ATTGGGCGGAATAATTTGATTTATTAAACGATTGGTATTTTATGTTCTCCTTTCACCAGTATGAGCCAAGATAGTGAAATGATGTGTTCATCATACATGGAAARATTGCA

p-nasABC CAAATGCCCCGGAATCTCCGATTCTTGTCGGTGGTGAACCACGTGACGAAACAAGTCCCGACGACCTGTATGCGCTGTGCTGTGGGGTGT
PAL2-1 CAAATGCCCCGGAATCTCCGATTCTTGTCGGTGGTGAACCACGTGACGAAACAAGTCCCGACGACCTGTATGCGCTGTGCTGTGGGGTGT

(©

p-nasABC CACTCATCCCCCCGAAATTGCCGGGGCAGACGCATAAGAGCGTCGEACCGCECETGACCAAGAGAAACCTTCTCACCECGCECTCCEGGTATACAGGGACGCCCCGGTGG 110
PAL2-2 CACTCATCCCCCCGAAATTGCCGGGGCAGACGCATAAGAGCGTCGGAGCGCGCGTGACCAAGAGAAACCTTCTCACCGCGCGCTCCGGGTATACAGGGACGCCCCGGTGG

p-nasABC ACCGCACGACGAATTAATTCCGAAAAACATTTTCAAATAAATATCTAAAAACACCGGGATTACGCGACTATATTCTTAGTATACGITTGTAGATTGCACGATATGGGGGA 559
PAL2-2 ACCGCACGACGAATTAATTCCGAAAAACATTTTCAAATAAATATCTAAAAACACCGGGATTACGCGACTATATTC TTAGTATACGTTTGTGGCCCGCACGATATGGGGGA

p-nasABC ATTGGGCGGAATAATTTGATTTATTAAACGATTGGTATTTTATGTTC TCCTTTCACCAGTATGAGCCAAGATAGTGAAATGATGTGTTCATCATACATGGAAAAATTGCA 330
PAL2-2 ATTGGGCGGAATAATTTGATTTATTAAACGATTGGTATTTTATGTTCTCCTTTCACCAGTATGAGCCAAGATAGTGAAATGATGTGTTCATCATACATGGAAAAATTGCA

p-nasABC CAAATGCCCCGGAATCTCCGATTCTTGTCGGTGGTGAACCACGTGACGAAACAAGTCCCGACGACCTGTATGCGCTGTGCTGTGGGGTGT
PAL2-2 CAAATGCCCCGGAATCTCCGATTCTTGTCGGTGGTGAACCACGTGACGARACAAGTCCCGACGACCTGTATGCGCTGTGCTGTGGGGTGT

CY

420

WS Palindromic region R Probable start codon of p.nasABC (HFX_2002 to HFX_2004)
B Putative consensus binding site sequence [ Probable start codon of ATP-binding protein (HFX_2001)

Figure S2. Sequence of promoter region in pVA-PAL1-1 (a), pVA-PAL1-2 (b), pVA-PAL2-1(c), and pVA-PAL2-2 (d).
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Figure S3. Cell growth, followed by measuring ODeoonm, and (3-galactosidase specific activity, determined for Hfx. mediterranei p.nasABC PAL1-1 transformants (a) and
PAL1-2 transformants (b) under nitrogen-starved conditions. Time point where nitrogen starvation starts is indicated with a red arrow.



