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Phylogenetic analysis of AsnRS sequences
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Phylogenetic analysis of AspRS sequences
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Phylogenetic analysis of CysRS sequences 0.5
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* predieted to be also mitochondrial (http: {'mips gsf de)
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Phylogenetic analysis of GInRS sequences
Two representations of the phylogenetic tree are given
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Phylogenetic analysis of GluRS sequences

# possibly mitochondrial andfor plastid
{hitp-// genoplante-info infobiogen_ it/ predotar/predotar himl )
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Phylogenetic analysis of GIyRS sequences

In the case of eubacterial enzymes, the alpha and beta subunits were fused to make the alignments and

phylogenetic analvsis,

* possibly mitochondrial (Predotar, TargetF)

% the cytosolic and mitochondnal enzyvmes are encoded by the same gene (Shiba et al. 1. Biol. Chem

(1994) 265 30049-30055)

#4% predicted 10 be also mitochondrial (http://mips gsf de)
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Phylogenetic analysis of HisRS sequences

# poasibly mitochondnal (Predotar, TargetP)
% the cytosolic and mitochondnal enzymes are encoded by the same gene (Natsoulis et al. Cell
(1986) 46: 235-243)
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Phylogenetic analysis of lleRS sequences
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Phylogenetic analysis of LeuRS sequences
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Phylogenetic analysis of MetRS sequences
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Phylogenetic analysis of PheRS sequences

The alpha and beta chains were fused to make the alignments
# predicted to be mitochondrial (hitp://mips_gsl.de or hitp./www.expasy.org)
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Phylogenetic analysis of ProRS sequences

*# possibly mitochondnal (Predotar and/or TargetP)
For SYEP_HUMAN, SYEP_DROME and SYEP_MOUSE, the part of sequence corresponding to
the GluRS was removed (aboutl B0 [irst aminoacids) prior to alignments and phylogenetic analysis.
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Phylogenetic analysis of SerRS sequences
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Phylogenetic analysis of ThrRS sequences
* possibly mitochondnal (Predotar and/or TargetP)
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Phylogenetic analysis of TrpRS sequences
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Phylogenetic analysis of TyrRS sequences
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