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File Edit Select View Format Colour Calculate Web Service

Create Sequence Feature

FERI_PEA/1-149 SCACGKVVLGE
Q7XA98_TRIPR/1-152 S5CAGKVVNGN

FIILUHTEHIIIILETHKE

ferredoxin HEKE
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FER_CAPAA/1-97 5mnnanmnnnlnnl FECWYI TCYAYPQSDVT I ETHKE T
FER_CAPAN/1-144 Selection MgEEsis FMCVAYPOQSDVTIETHKE
FER1_SOLLC/1-144 SCAGKVTAGSY Qutput to Textbox... VCVAYPKGDVT I ETHKE [!
Q93X/9_SOLTU/1-144 SCAGKVTAGTY CVAYPKCDVTIETHKE |/
}
}

FERI_MESCR/1-148 SCAGKVTSGSVNQDDCSFLDDDQIKEGWYVLT Remove Group HKE 1l
FER1_SPIOL/1-147 SCAGKLKTGSLNOQDDQSFLDDDQIDECGWY L TR NeG BITENE  Text Colour
FER3I_RAPSA/I-96 SCAGENVVSG SVDQSDQSFLDDDQIAEGFVL v BOXEs s None
FER1_ARATH/1-148  SCAGKVVSGSVDQSDOSFLDDEQIGEGFVLT
FER_BRANA/1-96 SCAGKVVSGFVDQSDESFLDDDOI AEGFVLTY Text Clustalx colours
FERZ_ARATH/1-148  SCAGKVVSGSIDQSDQSFLDDEOQOMSEGYVLT Colour Text BLOSUMG?Z
QU3Z60_ARATH/1-118 SCAGEVVSLSIDQSDOSFLDD--=-=-=-=-=-=---= Border colour Fercen[age |dent|w
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Sequence 4 ID: Q93XJ9 SOLTU Residue: ALA (95) Conservation
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