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Top 10 interactors with YLR143W by homozygous co-sensitivity in S. cerevisiae (from the
Yeast fitness database http://fitdb.stanford.edu/fitdb.cgi?query=YLR143W).
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Multiple sequence alignment of selected Dph6 family and DUF71-B12 family sequences generated using the Multialin
platform (http://multalin.toulouse.inra.fr/multalin/) Strictly conserved residues between the two families are in red. Residues
conserved only in the Dph6 family are boxed in green. Residues found around the phosphate group of ATP are noted by
red arrows. Secondary structural elements, yellow rectangles for a-helix and cyan arrows for B-strand, shown above the
alignment, are from the crystal structure of P. furiosus_Dph6 (PF0828) (PDB id: 3RK1).
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Tetrahymena thermophila XP_001016762
Paramecium tetraurelia strain d4-2 XP_001444982
Plasmodium falciparum 3D7 XP_001350622
1 Cryptosporidium parvum lowa Il XP_625666
Homo sapiens NP_542381
Drosophila melanogaster NP_572749
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Saccharomyces cerevisiae S288c NP_013244
1 Yarrowia lipolytica CLIB122 XP_505418
Trypanosoma brucei brucei strain 927 4 GUTat10.1 XP_828128
1 Leishmania major strain Friedlin XP_001683782
Phaeodactylum tricornutum CCAP_1055 1 XP_002180405
1 Thalassiosira pseudonana CCMP1335 XP_002292404
Archaeoglobus veneficus SNP6 YP_004341662
1 Archaeoglobus fulgidus DSM 4304 NP_070494
Thermococcus barophilus MP YP_004071328
1 Pyrococcus furiosus DSM 3638 NP_578557
Candidatus Caldiarchaeum subterraneum BAJ48107
Pyrobaculum oguniense TE7 YP_005259944
1 Pyrobaculum aerophilum str. IM2 NP_560174
1 Methanopyrus kandleri AV19 NP_613929
Aciduliprofundum boonei T469 YP_003483464
Picrophilus torridus DSM 9790 YP_023745
Methanococcus voltae A3 YP_003708306
1 Methanocaldococcus jannaschii DSM 2661 NP_247549
Methanosphaera stadtmanae DSM 3091 YP_447605
1 Methanothermobacter thermautotrophicus str. Delta H NP_275575
uncultured marine group Il euryarchaeote EHR76673
halophilic archaeon DL31 YP_004806933
1 Haloterrigena turkmenica DSM 5511 YP_003402914
Methanocella arvoryzae MRE50 YP_687132
1 Methanocella conradii HZ254 YP_005381419
Thermofilum pendens Hrk 5 YP_920509
Methanospirillum hungatei JF-1 YP_503034
Methanosaeta thermophila PT YP_843767
Methanoplanus petrolearius DSM 11571 YP_003894468
1 Methanoregula boonei 6A8 YP_001404153
Methanosalsum zhilinae DSM 4017 YP_004615790
1 Methanohalobium evestigatum Z-7303 YP_003727184
Methanococcoides burtonii DSM 6242 YP_565201
Cenarchaeum symbiosum A YP_875359
Nitrosopumilus maritimus SCM1 YP_001581864
1 Candidatus Nitrosoarchaeum limnia SFB1 ZP_08256363
1 Candidatus Nitrosoarchaeum koreensis MY1 ZP_08667550 __|
Ignisphaera aggregans DSM 17230 YP_003859822 ™|
1 Staphylothermus marinus F1 YP_001041170
1 Caldivirga maquilingensis IC-167 YP_001541343
Metallosphaera sedula DSM 5348 YP_001192089
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Bayesian tree of archaeal and eukaryotic Dph6 sequences. The scale
bar represents the average number of substitutions per site. Number at
nodes represent posterior probabilities. For clarity only values

greater than 0.85 are indicated.
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(Top) Sequence logo derived from 95 Dph6 sequences extracted from Diphthamide

subsystem in SEED. The E188 reside (PF0828 numbering)

is located at position 10 in the logo. (Bottom) Sequence logo derived of the corresponding region
derived from 102 DUF71-B12 sequences extracted from the DUF71-B12 subsystem in SEED.
Both logos were made at http://weblogo.berkeley.edu/logo.cgi based on clustalw derived
alignments.




