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Plate SKboxes51-54-1 well 112

Phred guality:
Length of insert: 579

Cross references - specific to this Sequence

Mapped to Arabidopsis thaliana genome

Phred sequence after Cross_match'ing for vector
>3Fhoxes51-54-1_I12 sk6478_085.abl CHROMAT FILE: SKboxesS51l- 4
54-1_I12_ sk6478_085.abl PHD_FILE: SFboxes5l-54-
1_IlZz_sk&478_085.abl.phd.1 CHEM: term DYE: big TIME: Fri
Mar 2 16:54:12 2007
NGGGARATCAATGACTTTCTTTTATAATATTCCGCGGACGGAT,

HEEEECCCTAR A TAGTGCATGAAGTTTTCATTTCATTTACARAC AAACTC
ATGGAGGAGGTGETGCATGTTAGC AACCTCCGCGCATTATARAGACAAAC
ATTCTCTAATC TTCC T TG TAC AAC TTTTTTTTTGGTTGGATGAAGGALLL
ACCAACTTTACCARRAGGGARRRACCARTCCATACCTTTATTTGGTTCCA
TTTTTTGGTTTCCCARACCGCATCCGARATTTCCGGATTGGGTAATTTGG
TTAAATTARCCCGTTCC AR AGAACCATTARACCCTTTARACCTTTCGGGA
GACCCCCCC ALl B GGGENNNNGGGNN AL L ANN ANC CGGGNCNAC GAGCC A
ATARCCCCTTTARACCCTTTTCGGTTCC TTCARAA AR R DR DR DR RRRDDD LI
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SATGG AGGAGGTGGTOCATGTTAGC CCTCOCGCBCATTAT G AC CATTCTCT TCTTCCTTGTAC CTTTTTT®
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SATGG AGG AGGTGGTOGCATGTTAGC CCTCOGCGCATTAT G AC CATTCTCT TCTTCCTTGTAC CTTTTTT®
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