
Additional file 1. Best maximum likelihood tree (IQPNNI, WAG, estimated shape parameter a with 8 rate categories +
invariable sites) of the BR protein (124 aa positions) including partial sequences for members of the haloarchaea. Bootstrap
values were obtained using PHYML and IQPNNI and are shown on this order in the tree. Only bootstrap values greater
than 70% are displayed. Sequences obtained in this study are indicated in colour and include undescribed strains from our
collection, cultivated from a solar saltern in spain (red), described haloarchaea (blue) and two BR sequences obtained from
fosmid clones. The affect of using fewer amino acid positions is observed by the branching of copy B of Haloquadratum
walsbyi within the proton pumps, rather than basal as was observed in fig 2a with good bootstrap support (copy B branches
with Halobacterium sp. NRC-1, disrupting the monophyly of the BR-types.)

Fos10H9Bop (EF558547)
Haloarcula marismortui B (AAV46888)

Environmental sequence 33br17 (AAR12458)
Haloquadratum walsbyi A (YP_656801)

Environmental sequence 36br0233 (AAR12469)
Haloquadratum walsbyi B (YP_656804)

Halobacterium sp. NRC-1 (AAG19772)
Environmental sequence 36br18 (AAR12471)

Halorubrum sp. Aus-2 (AAB19870)
TP116 (EF558557)

Halorubrum xinjiangense (AAS15567)
Tp009Bop (EF558549)
Halorubrum sodomense (BAA09452)

Halorubrum sp. SG1 (AAB26387)
TP222 (EF558558)

TP262 (EF558559)

Halobiforma lacisalsi (AAU04564)
Natronorubrum str. Tenzan 10 (EF558562))
Halobiforma haloterrestris (EF558553)
Haloterrigena str. GSL-11 (EF558561)

Natrinema sp. XA3-1 (EF558563)
Haloterrigena sp. Arg-4 (O93740)

Halomicrobium mukohataei (AAB32951)
Environmental sequence 33br10 (AAR12460)

Halosimplex carlsbadense (EF558554)
TP072 (EF558555)
TP100 (EF558556) 

Environmental sequence 36br35 (AAR12475)
Haloarcula marismortui A (AAV47867)
Haloarcula japonica (BAA81816)
Haloarcula argentinensis (BAA06678)
Haloarcula vallismortis  (BAA06680)
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