
Provisional ID : 3L_dna:chromosome_chromosome:BDGP6:3L:1:28110227:1_REF_12592
Score total :        4.6
Score for star read(s) :       -1.3
Score for read counts :          0
Score for mfe :        1.3
Score for randfold :        1.6
Score for cons. seed :          3
Total read count :        141
Mature read count :        139
Loop read count :          0
Star read count :          2
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....................ugauuguccaaacgcaauuc...................................................................... 3 0 seq

....................ugauuguccaaacgcaauuUu..................................................................... 1 1 seq

....................ugauuguccaaacgcaaCucu..................................................................... 2 1 seq

....................ugauuguccaaacgcCauucu..................................................................... 1 1 seq

....................Cgauuguccaaacgcaauucu..................................................................... 1 1 seq

....................ugauuguccaaacCcaauucu..................................................................... 4 1 seq

....................ugaAuguccaaacgcaauucu..................................................................... 1 1 seq

....................ugauuguccaaacgcaauucu..................................................................... 56 0 seq

....................Agauuguccaaacgcaauucu..................................................................... 2 1 seq

....................ugauuguccaaacgcaauCcu..................................................................... 1 1 seq

....................ugauuguccaaacAcaauucu..................................................................... 1 1 seq

....................ugauuguccaaacgcaUuucu..................................................................... 1 1 seq

....................ugauuguccaaacgcaauucuu.................................................................... 27 0 seq

....................ugauuguccaGacgcaauucuug................................................................... 1 1 seq

....................ugauuguccaaacgcaauucuug................................................................... 33 0 seq

....................ugauuguccaaacgcaaCucuug................................................................... 1 1 seq

....................ugauugCccaaacgcaauucuug................................................................... 1 1 seq

....................ugauuguccaaacgcaauucuugu.................................................................. 1 0 seq

........................uguccaaacgcaauuUuug................................................................... 1 1 seq

............................................................aggguugcgacugggcaucgcg............................ 2 0 seq


