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TATGGCTAGCATGACTGOTGGACAGCAAATGGETCGCGGATCCGAATTCA EJ
TOGAAGTACTTAGCGTTCTCCACATGAATGGAGCGARTAGAAGALAGCAGC
TATGCTAACAACTCAGCAATTCAGAGAAAAGCCATATCCARAGCAGAGCC
CATAGCGGAGGAACCGATACATGAGCTCTTCAGCAGCAGCAACAGCTACA
ACAACAMATTCCGAGAGAGCTTGGGCATAGCTGACTTGGCGTTGITCTTCC :]
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KEEM LA bp F 4000bp LA, #BJE  [ATGATCTCCAAGATCATCGACATCATCAACGG
:,l: IEMXEF:F POCGGAATTOCARATATTCTTGAATGACCTTCC

5 ME S A TCATTGCCAGACTATTACCAGAGAGTTAGAGA
ARAGARAGGAGRIGACTI TIGGICCTI TAL T TCATTGTAGGAGTACCCGGCTOCTTCTATGG
GAGGC T T OO CAACAGGAG O T ACT T TG TCCACTOCTCTTACAGOCTAATGTGGCT
TTCTCAGGTTCCTCCAGCACTTCATGOTAAAAGAGGAAGCGCATTAAACALAGGAAATAT
ATACATGOOGAARACARGCCCTCCTGTTGTAT TGAAAGCATACTTGGATCAATTCCAGAA
GGATTTCTTCACCTTCCTCAGTTGTCGCTCTGAAGAAATGGTTGOCGGAGGAAGGATGGT
TCTCACCTTTCTTGOCCGGAAAAGT TCAGATCCCACTAGCARAGAGTGCTGTTTCATATG
AR T TG A A AT A T AATGATATGETCTCACAGGGTTTGATTGAAGAAGAGAA
AGTGGACTCATTCAATCTACCACAGTATACACCATCTCCAGAAGAGETGAAGTCATTGGT
TETATCAGAGGGGTCATTCCTCATCCATCCTC TAGAAACATATACAGTAAGCTGEGEACCC
TCAAGACAAGCTTCACCACCAAAGTCTTGCATTTAATGOGCTTAAAAGTGOGGCTAAGGT
GECCATGTATATGAGAGCTGTOGCTGAATCOCTGC TGACTAGCCACTTTGGAGGTGOCAT
CATCGATGACTTATTTCAAAAGTACAAGGATACTGTATC TGAGAAGCTGGAAAGAGAGGA
ACCCACATTCACAAATCTGGTGATTTCCTTGGAGAAGAAAGCAGACATCTAACTCGAGCA
CCACCACCACCACCACTGAGATOCGGCTOCTAACAAAGOCCGARAAGGAAGCTGAGTTGGC
TeCTGCCAOCGCTGAGCAAT AACTAGCATAACCCCTTGEGGCCTCTAAACGEGTCTTGAG
GEGTTTTTTGCTGAAAGGAGGAACTATATOOGGATTGGCGAATG
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>Protein: Translation Start Position: . Translation End Position 1362
?G-HDUUTAHGSQXRIHGST-RSPHEURNRRKOLC-QLSNSEKSHIQSRAHSGGSDT-AV
QOOOOLOCO I PRELGHS#* LGLFFRTOHSVDDLODHRHHORRMPPSVP = IAGIAN I LE=PS
RE«FOHHFHIIARLIPES=RKERR=LUSLIHCRSTRLLIVEALPKQEFPLCP, OPHVA
FSGSSSTwUwKRERIKQRKY IHGENKFSOCIESILGSIPEGFLHELPQLS NCGCRREDG
SHISVPEKFRSHeQRVIFHMGTAGKCTOW YGLTGFDeRRESGLIQOST TV ISERGEVIG
CIRGVIPHPSSRNIYSKLGPSROASPPESCICAKUGHGGHVYESCG= IPAD=PLURCH
HR«LISKVOGYCI=EAGKRGTHIHKSGDFLGEESRELTRAPPPPPLRSGC#QSPEGS#VG

CCHR#AITSITPVGL=*TGLEGFFAERRNYIRIGE
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Secondary Structure:

Falindrome:

Falindrome:

Inverted Repest:
Fep=at Sequence:
Fep=at Sequence:
Fepmat Sequence:
Fepeat Sequence:
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s CACCADCADCAC - Size:
; RAAGCOCGAAA: Size:
: TTACTTCATT: Size:
: GACCTTCCAG: Size:

TCATCGATGA: Size: 1
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ACCACCACCACDAC: Size:; 15%: Tm: 565.1: Start Fozition
ACCACCROCAN,; Size: 12: Tm: 45.9: Start Positions: 1193
AGAAGARAGCAGNSize: 12: Tm: 36.4: Start Posmitions H7T
TTTAATGCOGCTT: Siz 12: Tm: 37 . 6: Stas FPo=ition=s: 577,
GUCATGTATAT: Saize 1: Tm 2B 2 =srt Positions: 599,
TCATOGATGA: Size: 10T . Start Positions: 1080,
GTCTTGAGHG: Size: 10: Twm: 30.9: Start Positions: 958, 1313,
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