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Prediction of epitope for Malaria based on bioinformatics
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CLUSTAL 2.1 multiple sequence al igrment

qi|6B967945] ab|AAYS3419. 1|
9i| 76563843] ab | ABAE3 . 1|

i |B6IETHE | ab|AAY5I419. 1
9i| 76563843 | ab|ABA4EITE . 1|

9166367348 | sb|AAYS3413. 1]
9i| 76563643 | 9b |ABAJE3H . 1]

9166367348 | ab|AAYS3419. 1]
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MTPKPKYLVGSGM | GRVMATL |VORNLGOWYMF DVWKNMPOGKALOTSH 50
MAH(A IYLVGSGM | GEYMATL |YOKNLGDWYLFD 1'KNMPHGRALDTSH 50
Dapibane
SNAMAYSNCKVTGSNSYDDLKGADYY | VTAGF TKAPGKSOKEWNROOLLP 100
TN‘MAVSNC SESNTVDDLAGADYY | YTAGF TKAPCKSDKEUNRDOLLP 100
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LNNKIMIE | G3H] KNLCPNAF | 1YY TNPYOYMYQLLFEHSGYPRNK T IGL 150
LNN(IHIEIBEHIKKN[P F 1 1YY TNPYOMYOL LHJHS WPKNKT 1GL 150
GGVLOTSRLKYY | SOKLNVCPROYNAL | YGAHGNKMYLLKRY ITYGG IPL 200
GGVLOTSALKYY | SOKLNVCPRIMNAH | YRAHGNKMYLLKRY ITYGE IPL 200

(EF INNKK | TOEEVEG IFDRTYNTALE | YNLLASPYVAPAAA| | EMAESY 250
(QEFINNKL | SDAELEAIFDRTYNTALE | YNLHASPYYAPAAA | | EMAESY 250
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*, fully conserved residue; :, strongly similar properties;
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