VIM variants protein sequence alignment- BBL numbering
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Gray: Signal peptide; Red: Zn(ll) ligands; Green: positions related to substrate preferences



VIM variants protein sequence alignment- BBL numbering
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Gray: Signal peptide; Red: Zn(ll) ligands; Green: positions related to substrate preferences
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Gray: Signal peptide; Red: Zn(ll) ligands; Green: positions related to substrate preferences
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Gray: Signal peptide; Red: Zn(ll) ligands; Green: positions related to substrate preferences
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Gray: Signal peptide; Red: Zn(ll) ligands; Green: positions related to substrate preferences
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Gray: Signal peptide; Red: Zn(ll) ligands; Green: positions related to substrate preferences
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Gray: Signal peptide; Red: Zn(ll) ligands; Green: positions related to substrate preferences




