Additional Figure 4
Sequence based phylogeny of D-tyrosine deacylases (Dtdas) from DTDA2_HUMAN (sp|Q96FN9);

DTD2_MOUSE (sp|Q8BHA3); DTD2_DANRE (sp|Q68EL2); DTD1_ECOLI (1JKE); DTD2_HINF
(1J7G); DTD1_AAQU (2DBO); DTD1_PFAL (3K05); DTD1_BOVIN (sp|Q2T9V8);
DTD1_HUMAN (20KV);GEK1_ARATH (sp|Q9ZPQ3); DTDA_PYRFU (sp|P58852);
DTDA_PYRHO (sp|057774); DTDA_PYRAB (sp|Q9V2R8) constructed using MEGA v5.0 using

Maximum Likelihood method based on JTT matrix model. Bootstrap values are indicated at the nodes.
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