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S3 | MIT domains of VSP4 ATPase

257372942 |Halob|Halomicrobium mukohataei_DSM 12286
PHpred (confidence>=3)

241905101 |Metha|Methanocaldococcus_infernus_ME
261403117 |Metha |Methanocaldococcus_vulcanius_ M7
254170018 |Therm|Thermococcus_barophilus_MP
254171848 | Therm|Thermococcus_sp-_AM4
254172320 | Therm|Thermococcus _sp-_AM4

240103023 |Therm|Thermococcus_gammatolerans_EJ3
240103029 | Therm|Thermococcus_gammatolerans_EJ3
219851941 |Metha|Methanosphaerula palustris El-9c
57641074 | Therm|Thermococcus_kodakarensis_KOD1
14521065 | Therm|Pyrococcus_abyssi_GE5

14591092 | Therm|Pyrococcus_horikoshii_ OT3
Consensus_aa: ..

Consensus_ss:

257076944 |Therm|Ferroplasma_acidarmanus_ferl
16082186 | Therm|Thermoplasma_acidophilum DSM 1728
13541213 |Therm|Thermoplasma_volcanium_GSS1

126466168 | Therm|Staphylothermus_marinus_F1
118576017 |Cenar |Cenarchaeum_symbiosum_A
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161528596 |marin|Nitrosopumilus_maritimus_SCM1
156937784 | Therm|Ignicoccus_hospitalis_KIN4-I
146304435 |Therm|Metallosphaera_sedula DSM 5348
227827584 | Therm|Sulfolobus_islandicus_M-14-25
70607129 | Therm|Sulfolobus_acidocaldarius_DSM_ 639
2V6Y|Therm|Sulfolobus solfataricus

2V6Y

15921478 |Therm|Sulfolobus_tokodaii_str-_7
14601103 | Therm|Aeropyrum_pernix K1

124027677 | Therm|Hyperthermus_butylicus_DSM 5456
Consensus_aa:

Consensus_ss:

MIT domain consensus (PMC1236530)

7019569 |[Metaz |Homo_sapiens VPS4A
17865802 |Metaz|Homo_sapiens VPS4B
11875211 |Metaz |Homo_sapiens spastin
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