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best alignments 
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B153_3_CTTGTA_L001.pos  from region Brain_the_rest in state IBA replicate 1

14-M62_S14_L001.pos  from region Medulla in state Ent replicate 1

32-H59_S36_L005.pos  from region Hypothalamus in state Ent replicate 1

B55_4_GTGAAA_L001.pos  from region Brain_the_rest in state Ent replicate 1

10-M67_S10_L001.pos  from region Medulla in state LT replicate 1

34-H65_S38_L005.pos  from region Hypothalamus in state LT replicate 1

B65_5_TTAGGC_L001.pos  from region Brain_the_rest in state LT replicate 1

1-M53_S1_L001.pos  from region Medulla in state Ar replicate 1

31-H53_S35_L005.pos  from region Hypothalamus in state Ar replicate 1

B53_6_GATCAG_L001.pos  from region Brain_the_rest in state Ar replicate 1

12-M84_S12_L001.pos  from region Medulla in state SpD replicate 1

36-H83_S40_L005.pos  from region Hypothalamus in state SpD replicate 1

B77_13_CAGATC_L002.pos  from region Brain_the_rest in state SpD replicate 1
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