HHpred:

SHSL_A

. . . . . . . Aligned Target
Nr ~  Hit " Name " Probability = E-value = Score =SS  cols Length
1 PF10955.13  ; Fin; Anti-sigma-F factor Fin 96.87 0.0029 36 S 51 76
2 SMSL_A Anti-sigma-F factor Fin; Zinc finger, 96.49 0.0069 34.39 31 51 75
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PAELLA_195

QUI_195
GANDIONCO_DRAFT_194
CATERPILLAR_55
MEDIUMFRY_56
ZIPPEN_DRAFT_60
ADAT_46

BRAD_46
GURGLEFERB_46
NELLIE_46
JASMINE_48
JAZZY4900_DRAFT_60
SUNNY4976_DRAFT_59
ARZAN_DRAFT_61
GIANTSBANE_60
BOUCHARD_DRAFT_59
LILHUDDY_59
POWELLDOG_DRAFT_64
SPORTO_59
NATASHA_DRAFT_59
RUSTYBOY_DRAFT_59
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'SEAARLLNGMALNEDGVNQI IDDTEKKE!
'SEAARLLNGMALNEDGVNQI 1DDTEKKE!
'SEAARLLNGMALNEDGVNQI I1DDTEKKE!

EATRLLTGMTLDDHGIKP| IDDKKEKP
DAVAKALAERRGDIASS-----------
DAVAKALAERRGDIASS-----------
DAVAKALAERRGD I APSK----------
SVMLNALKRR=KEDGE------------



Very high (pIDDT > 90) Confident (90 > pIDDT > 70) Low (70 > pIDDT > 50) Very low (pIDDT < 50)
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2X Fin, 2X Zn:
Zn binding in Fin:

2X Zippen_60, 2X Zn:
Zn binding in Zippen



Very high (pIDDT > 90) Confident (90 > pIDDT > 70) Low (70 > pIDDT > 50) Very low (pIDDT < 50)
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