
Homo_sapiens_NUMB
Gallus_gallus_NUMB
ZebraFinch_NUMB
Anolis_carolinensis_NUMB
Xenopus_tropicalis_NUMB
Elephant_Shark_NUMB
Danio_rerio_NUMB
Takifugu_rubipes_NUMB
Petromyzon_marinus_NUMB
Ciona_intestinalis_NUMB
Branchiostoma_floridae_NUMB
Strongylocentrotus_purpuratus_NUMB
Saccoglossus_kowalevskii_NUMB
Capitella_teleta_NUMB
Lottia_gigantea_NUMB
Drosophila_melanogaster_NUMB
Nematostella_vectensis_NUMB
Hydra_vulgaris_NUMB
Caenorhabditis_elegans_NUMB
Oscarella_carmela_NUMB
Mnemiopsis_leidyi_NUMB
Pleurobrachia_bachei_NUMB
Oikopleura_dioica_NUMB-Like
Trichoplax_adhaerens_NUMB
Oikopleura_dioica_NUMB
Anolis_carolinensis_NUMBL
Xenopus_tropicalis_NUMBL
Homo_sapiens_NUMBL
Takifugu_rubripes_NUMBL
Danio_rerio_NUMBL
Elephant_Shark_NUMBL
Petromyzon_marinus_NUMBL
Petromyzon_marius_NUMBL-Like
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QDAKKAET DK I VVGSSVAPGNT APSPSSP - - - T SPT SDAT T SL - - - EMNNPHA I PRRHAP I EQL AR - - QGSF RGF PAL SQK - - - MSPF KRQL SL R I NE - L PST MQRKT - DF P I KNAVPEVEGE - - - - - - - - - AES I SSL CSQI T NAF S - - T P - EDPF SSAPMT KPVT VVAPQSPT F QANGT DSAF HVL A - KPAHT AL A - PVAM- - - PVRET NPWAHAPDAANKE I AAT CSG- - - - - T EWG- QSSGAASPGL F QAGHRRT PSEADRWL EEVSKSVRAQQPQAS - - - - - - - - -
PDAKA - ET EVKT AAPGAAPT T T APSPGSP - - - ASPT AEVAASVE - KEMSNPHA I PRRHAP I EQL AR - - QGSF RGF PAL SQK - - - MSPF KRQL SL R I NE - L PST VQRKT - DF PMKNSVPEVEGE - - - - - - - - - VDS I SAL CSQI T SAF S - - T PSEDPF SSAPMT KPVT VVAPQSPAF QVNGT ASAF CVL AAKPSQAAVV - ST AM- - - PVRET NPWAHAPAAN - T GAAAMVSG- - - - - T EWNSST PGT ASPSL F QGNHRRT PSEADRWL EEVSKT VRAQQQQQP - - - - - - - - -
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