Table EV1. HHPRED alignment between the PB1 domains of TFG and PKC (PDB entry 1WMH, chain B). C,E and H indicate coil, strand and helical regions, respectively.  



>1WMH_B Protein kinase C, iota type(E.C.2.7.1.37)/Partitioning; KINASE, PB1 DOMAIN, OPCA MOTIF; 1.5A {Homo sapiens} SCOP: d.15.2.2
Probab=99.41  E-value=6.8e-15  Score=117.26  Aligned_cols=85  Identities=19%  Similarity=0.314  Sum_probs=0.0  Template_Neff=8.700

Q ss_pred             cCCCCeEEEEEEECCeEEEEEEe-CCCCCHHHHHHHHHHHhcCcCCCCCCeEEEEECCCCCEEEeCCHHHHHHHHHhcCc
Q sp|Q92734|TFG_    5 LDLSGKLIIKAQLGEDIRRIPIH-NEDITYDELVLMMQRVFRGKLLSNDEVTIKYKDEDGDLITIFDSSDLSFAIQCSRI   83 (400)
Q Consensus         5 ~~~sskL~VKV~yggDiRRfsI~-~~diTf~eL~~kIss~f~~~l~s~~~f~LKYkDEDGDLITISSDEDL~~ALe~~~~   83 (400)
                      +...+.+.||+.|++++|||.+. ...++|.+|+.+|.++|...   ...|.++|+|+|||+|+|++|+||++|++...
T Consensus         1 ~~~~~~~~vK~~~~~~~rr~~~~~~~~~~~~~l~~~v~~~f~l~---~~~~~~~Y~DedgD~v~i~~d~dl~~a~~~~~-   76 (86)
T 1WMH_B            1 GPHMSIVEVKSKFDAEFRRFALPRASVSGFQEFSRLLRAVHQIP---GLDVLLGYTDAHGDLLPLTNDDSLHRALASGP-   76 (86)
T ss_dssp             ----CEEEEEEEETTEEEEEEEEGGGCCCHHHHHHHHHHHTTCT---TCCCEEEEECTTSCEEECCSHHHHHHHTTSSS-
T ss_pred             CCCcceEEEEEecCCeEEEEEcccccCCCHHHHHHHHHHHcCCC---CCcEEEEEECCCCCEEEcCChHHHHHHHHhCC-


Q ss_pred             CcEEEEeCCC
Q sp|Q92734|TFG_   84 LKLTLFVNGQ   93 (400)

