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XP_002937227.1_homeobox_protein_zampogna_[Xenopus_tropicalis]

XP_038647557.1_homeobox_protein_Nkx-3.2_[Scyliorhinus_canicula]

gi|1834487637|emb|CAB3248512.1|MTP2014.S24.g00993|_homeobox_protein_MSH-B_[Phallusia_mammillata]

XP_032801717.1_homeobox_protein_GBX-2-like_[Petromyzon_marinus]

XP_032806760.1_homeobox_protein_MSX-2_[Petromyzon_marinus]

XP_006824470.1_PREDICTED_homeobox_protein_GBX-1-like_[Saccoglossus_kowalevskii]

XP_786006.2_homeobox_protein_GBX-2_[Strongylocentrotus_purpuratus]

XP_682960.4_homeobox_protein_Nkx-3.1_[Danio_rerio]

NP_001243268.1_homeobox_protein_Nkx-3.1_isoform_2_[Homo_sapiens]

XP_019624611.1_PREDICTED_barH-like_2_homeobox_protein_[Branchiostoma_belcheri]
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NP_001476.2_homeobox_protein_GBX-2_isoform_1_[Homo_sapiens]

XP_038629320.1_homeobox_protein_Nkx-2.3_[Scyliorhinus_canicula]

BLAG04001112_1

XP_783123.1_homeobox_protein_Nkx-2.5_[Strongylocentrotus_purpuratus]

Harore.CG.MTP2014.S163.g09495.01.p

XP_006815459.1_PREDICTED_NK2-3_5_transcription_factor_isoform_X1_[Saccoglossus_kowalevskii]

BLAG90000686_1

XP_032801546.1_homeobox_protein_Hox-C6a_[Petromyzon_marinus]

NP_571335.1_homeobox_protein_MSH-B_[Danio_rerio]

XP_002121214.1_homeobox_protein_MSH-B_[Ciona_intestinalis]

0,98

0,8

0,92

0,79

0,89

0,94

0,97

0,31

0,99

1

0,43

0,05

0,85

0,99

0,98

0,96

1

0,73


