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RIP1,a kinase on the crossroads
of a cell’s decision to live or die.
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RIPK1 maintains epithelial homeostasis by inhibiting
apoptosis and necroptosis
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RIPs review
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Domain organization of the RIP kinase family.




RIP1 review
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RIPK1--receptor (TNFRSF)-interacting serine-
threonine kinase 1

Location: 6p25.2; Exons: 13
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NO Accession Name Species Total Query  E-value Identity
Score Cover
1 NP_003795.2 RIP1 Homo sapiens 1477 100% 0.0 100%
2 NP_001030184.1 Ripl Bos taurus 1069 99% 0.0 75%
3 NP_001100820.1  Ripl Rattus orvegicus 1006 100% 0.0 70%
4 NP_033094.3 Ripl Mus musculus 996 100% 0.0 70%
5 NP_006862.2 RIP3 Homo sapiens 145 39% 7e-37 32%
6 NP_001029782.1 Rip2 Bos taurus 141 36% 2e-35 33%
7 NP_001100573.1  Rip4  Rattus orvegicus 143 36% 3e-35 36%
8 NP_076152.2 Rip4 Mus musculus 143 36% 3e-35 36%
9 NP_620402.1 Rip2 Mus musculus 138 36% le-34 32%
10 NP_001178794.1  Rip2  Rattus orvegicus 136 36% 6e-34 32%
11 NP_065690.2 RIP4 Homo sapiens 139 39% 7e-34 34%
12 NP_003812.1 RIP2 Homo sapiens 134 36% 4e-33 32%
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Neighbor-joining method
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RIP1 %
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RIP homotypic interaction motif (RHIM)
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