Start: 57,852 (Glimmer)
MRORLKIAAAEDGLTYAQLLVSLLDLRDDRHRRORAAQASPLHRPRAETA

Start: 57,555
MLPIKCPPDVRORLKIAAAEDGLTYAQLLVSLLDLRDDRHRRQRAAQASPLHRPRAETA

Start: 57,492
MVNPKRPHRAFQOQTPAKPATILLPIKCPPDVRQRLKIAAAEDGLTYAQLLVSLLDLRDDRHRRORAAQASPLHRPRAETA

57,492. Structure starts upstream of the predicted beta sheet

57,555. Structure starts in the beta sheet

57,852. Structure starts within the alpha helix

Template alignméant | Template 3D Strucjure | PDBe
20. 65BW_A CdbA; nutleoid ribbon-helix-helix, DNA BINDING PROTEIN; 2.24A {Myxococcus xanthus DK 1622}
Probability: 97.86%\ E-value: 0.00018, |Score: 45.31/ Aligned cols: 44, Identities: 7%, Similarity: 0.15, Template Neff: 6.5

0 ss_pred deEg £ EEE L CHHHHHHHHHHHHHC CCCHHHHHHHHHHAR R RHHHH

Q Uvasi_78_57492 19 ATILLPIKCPPDVRORLKIAAAEDGLTYAQLLVSLLDLRDDRHR 62 (81)

 Consensus 19 renctfrene T T W Pene L B B LK el @ remel Gt M2 1 T L reremerercns r 62 (81)
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T Consensus 5 rererenetf G L Prene Lwrcne Loene L i P e G ] T AL ey LB 48 (BT )

T 65BW_A 5 DKRKQSLYFPEEMLKEIQEEATROQDRS LSIWVVOOAIWK IARERIK 48 (67)

T ss_dssp CCCCcCCCCCCHHHHHHHHHHAAAT TCCHHHHHHAHHHHHHHHAHHA

T ss_pred CHHHHHHHHHHHHHCCCCHHHHHHHHHHHHHHHHh

If translation starts at 57,492, a 7aa beta strand is predicted, and full ribbon-helix-helix motif is present.
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