APPENDIX 4: Identity/similarity matrix comparing the HSP70 superfamily protein sequences from the marine sponge T. muricata against protein sequences from human and bacteria, based on multiple sequence alignment (Supplementary material, Appendix 3).  Identities are given below the ID diagonal and similarities (according to BLOSSOM62) above the ID diagonal. The following representatives from the human HSP70 superfamily proteins were chosen: HSPA1A (the stress-induced HSP70 protein), HSPA5 (the constitutive HSP70 protein), HSPA8 (the glucose regulated protein).  

* HSP70a1 from specimen C2.2 was chosen for this matrix as a representative of T. muricata HSP70a type sequences. 

** The protein has been deposited to the database as GRP78, but due to the EEVD motif at the end of the sequence, the protein was renamed as HSP70. 

*** The protein has been deposited to the database as HSP70, but due to the ER retention signal KDEL at the end of the sequence, the protein was renamed as GRP78. 
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