MAPPING STATS

Read

Library Length Mapping Species
2019-12-13-HFL_palobo_binl_rep3 2x150 STAR-2.5.3a dmé
2019-12-13-HFL_palobo_binl rep3 2x150 STAR-2.5.3a hg38
2019-12-13-HFL_palobo_binl_rep4 2x150 STAR-2.5.3a dmé
2019-12-13-HFL _palobo binl rep4 2x150 STAR-2.5.3a hg38
2019-12-13-HFL_palobo_bin2_rep3 2x150 STAR-2.5.3a dmé
2019-12-13-HFL_palobo_bin2_rep3 2x150 STAR-2.5.3a hg38
2019-12-13-HFL_palobo_bin2_rep4 2x150 STAR-2.5.3a dmé
2019-12-13-HFL_palobo _bin2_rep4 2x150 STAR-2.5.3a hg38
2019-12-13-HFL_palobo_bin3_rep3 2x150 STAR-2.5.3a dm6
2019-12-13-HFL_palobo_bin3 rep3 2x150 STAR-2.5.3a hg38
2019-12-13-HFL_palobo_bin3_rep4 2x150 STAR-2.5.3a dmé
2019-12-13-HFL_palobo_bin3 rep4 2x150 STAR-2.5.3a hg38
2019-12-13-HFL_palobo_bin4_rep3 2x150 STAR-2.5.3a dmé
2019-12-13-HFL_palobo_bin4 rep3 2x150 STAR-2.5.3a hg38
2019-12-13-HFL_palobo_bin4_rep4 2x150 STAR-2.5.3a dmé
2019-12-13-HFL_palobo_bin4 rep4 2x150 STAR-2.5.3a hg38

2019-12-13-HFL_palobo_pre-sort_rep3 2x150 STAR-2.5.3a dmé
2019-12-13-HFL _palobo_pre-sort_rep3 2x150 STAR-2.5.3a hg38
2019-12-13-HFL_palobo_pre-sort_rep4 2x150 STAR-2.5.3a dm6
2019-12-13-HFL_palobo_pre-sort_rep4 2x150 STAR-2.5.3a hg38
2019-12-13-HFL_palobo_sort-all_rep3 2x150 STAR-2.5.3a dmé
2019-12-13-HFL_palobo_sort-all_rep3 2x150 STAR-2.5.3a hg38
2019-12-13-HFL_palobo_sort-all_rep4 2x150 STAR-2.5.3a dmé6
2019-12-13-HFL_palobo_sort-all_rep4 2x150 STAR-2.5.3a hg38
2019-12-13-HMEC_G1_bin1_repl 2x150 STAR-2.5.3a dm6
2019-12-13-HMEC _G1 binl repl 2x150 STAR-2.5.3a hg38
2019-12-13-HMEC_G1_bin1_rep2 2x150 STAR-2.5.3a dmé6
2019-12-13-HMEC_G1 binl rep2 2x150 STAR-2.5.3a hg38
2019-12-13-HMEC_G1_bin4_repl 2x150 STAR-2.5.3a dmé
2019-12-13-HMEC_G1 bin4 repl 2x150 STAR-2.5.3a hg38
2019-12-13-HMEC_G1_bin4_rep2 2x150 STAR-2.5.3a dm6
2019-12-13-HMEC_G1_bin4 _rep2 2x150 STAR-2.5.3a hg38

Raw
fragments

Complexity Unique
0.39 11,145,618
0.38
0.36 19,035,257
0.38
0.36 10,201,173
0.35
0.35 16,046,210
0.36
0.36 8,111,941
0.34
0.33 11,694,552
0.33
0.31 7,811,929
0.28
0.39 10,966,181
0.38
0.33 9,512,873
0.32
0.37 4,188,190
0.37
0.36 9,854,674
0.35
0.35 10,455,707
0.34

2,371
0.30

2,460
0.27

1,390
0.32

1,786
0.33

Unique
Splices

2,581,037

2,431,363

1,525,002

3,050,136

697
762
454

560

. Multi Fraction
Multi .
Splices | mapped
2,281,373 | 199,983 0.16
3,983,748 0.27
6,773,937 0.71
2,193,201 = 183,329 0.15
3,321,591 0.24
6,901,007 0.73
1,590,865 145,913 0.14
2,416,597 | 215,133 0.21
4,592,947 0.75
1,675,790 134,490 0.12
2,275,127 | 196,745 0.18
7,042,070
2,092,631 = 184,159 0.16
984,854 93,814 0.07
2,061,742 = 171,320 0.16
2,107,526 = 186,770 0.16
6,595,703
551 21 0.00
3,177,903
607 35 0.00
5,168,793
305 15 0.00
6,656,177
359 39 0.00
4,017,688




READ DISTRIBUTION

#

2019-12-13-HFL_palobo_binl_rep3.hg38
2019-12-13-HFL_palobo_binl_rep4.hg38
2019-12-13-HFL_palobo_bin2_rep3.hg38
2019-12-13-HFL_palobo_bin2_rep4.hg38
2019-12-13-HFL_palobo_bin3_rep3.hg38
2019-12-13-HFL_palobo_bin3_rep4.hg38
2019-12-13-HFL_palobo_bin4_rep3.hg38
2019-12-13-HFL_palobo_bin4_rep4.hg38
2019-12-13-HFL_palobo_pre-sort_rep3.hg38
2019-12-13-HFL_palobo_pre-sort_rep4.hg38
2019-12-13-HFL_palobo_sort-all_rep3.hg38
2019-12-13-HFL_palobo_sort-all_rep4.hg38
2019-12-13-HMEC_G1_binl_repl.hg38
2019-12-13-HMEC_G1_binl_rep2.hg38
2019-12-13-HMEC_G1_bin4_repl.hg38
2019-12-13-HMEC_G1_bin4_rep2.hg38

0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01

Intergenic: Intronic:

0.08
0.08
0.07
0.07
0.06
0.07
0.07
0.07
0.04
0.07
0.08
0.06
0.07
0.07
0.06
0.06




Coverage (arbitrary units)

2.0

Coverage of genes; >1000bp, sacCer3

== 2019-12-13-HFL_palobo_binl_rep3.hg38
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Coverage (arbitrary units)

Coverage of genes; >1000bp, sacCer3

=0= 2019-12-13-HFL_palobo_bin3_rep3.hg38
=8= 2019-12-13-HFL_palobo_hin3_rep4.hg38

2019-12-13-HFL_palobo_bin4d_rep3.hg38
=o= 2019-12-13-HFL_palobo_hind_rep4.hg38
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2.0+4

Coverage (arbitrary units)

0.5+4

Coverage of genes; >1000bp, sacCer3

== 2019-12-13-HFL_palobo_pre-sort_rep3.hg38
=8= 2019-12-13-HFL_palobo_pre-sort_rep4.hg38
2019-12-13-HFL_palobo_sort-all_rep3.hg38

== 2019-12-13-HFL_palobo_sort-all_rep4.hg38
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2.5+

2.0+4

Coverage (arbitrary units)

0.5+4

0.0+

Coverage of genes; >1000bp, sacCer3

=0= 2019-12-13-HMEC_G1_binl_repl.hg38
== 2019-12-13-HMEC_G1_bin1_rep2.hg38
2019-12-13-HMEC_G1_bin4_repl.hg38

2-13-H i 2.hg38
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