
[bookmark: _GoBack]Here is a weird one for phage MrMiyagi. Not autocalled, no Coding potential seen in GeneMark (smeg), S, or TB. But seen as in phamerator, sharing the same pharm 9086 with gene 31 in phage Fowlmouth. When inserted, shows poor RBS scores (z= 1.353, F =-6.153), but surprisingly, TmHMM & SOSUI analysis clearly shows that this is a membrane protein! (See figures below). Blastp yields q11:s1 with Cuke; q11:s1 with Fowlmouth. HHPred yields no hits above 90% probability [The highest hit, at 83.65% probability (4IMM_B; PDBe ), hits the "Outer membrane assembly lipoprotein YfgL; 8-bladed beta-propeller, Protein-protein interactions, chaperone; 2.33A {Moraxella catarrhalis}]. What’s your take?
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MHMM result

HELP with output formats

# WEBSEQUENCE Length: 90
# WEBSEQUENCE Number of predicted TMHs:
# WEBSEQUENCE Exp number of AAs in TMHs: 21.73397

# WEBSEQUENCE Exp number, first 60 AAs: 21.45874

# WEBSEQUENCE Total prob of N-in: 0.90994

# WEBSEQUENCE POSSIBLE N-term signal sequence
WEBSEQUENCE THHMM2. 0 inside 1 6
WEBSEQUENCE THHMM2. 0 TMhelix 7 29
WEBSEQUENCE THHMM2. 0 outside 30 9
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This amino acid sequence is of a MEMBRANE PROTEIN
which have 1 transmembrane helix.
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MrMiyagi_Draft gene 31 (29621 - 29890 ) | pham 9086

DNA PROTEIN DOMAINS CLUSTERS FUNCTION

>Hriiyagi_Draft gp31
MFKRTAGATITAVFSHALVIAPVSASPTYTAGPEPTPTIKCRNQSHVKNPEQCDRPAPF TIGGGGSGRSNGGL LGRIGGIIGRLTGGIL
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