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0. 010 53.0 10/10 - 4 1.00 AATCGAT CEH 28, CEH-28, CEH 38 ...
0. 009 44.4 10/ 10 - 4 1. 00 ACGAAGA -
0. 004 22.4 10/10 - — 0.92 TTTCCCC BLMP_1.2, EFL_3, PIE 1
0. 003 14.6 9/10 - & 0. 69 AATCGCCG DPY- 27, DPY-27_DPY_27, PIE_1
0. 006 29.3 10/10 - & 0.67 AGGCAGG -
0. 005 27.3 10/10 - & 0.73 ATAGTAA -
0. 004 17.0 10/10 - — 0. 45 ATAATCA FKH 2_FKH 2, FKH 6
0. 003 15.0 9/10 - & 0. 80 TAGTATC PIE 1, DVD 4, MED 1 MED 2
0. 003 13.0 8/10 - &— 0.79 AACTTTG PIE_1, NHR 64, NHR 69 ...
0. 002 9.1 6/ 10 - &— 0.84 CTGITTC SNPC 4.2, PIE 1




