MAPPING STATS

Library Lzﬁgfh Mapping Species fragrivgnts Complexity Unique g;lli?:iz Multi S’;\JAILiI(lgs ';rg;ggg
A3-G2M_1_rep3 2x150 STAR-2.5.3a S_pombe 0.28 645,088 152,292 0.49
A3-G2M 1 rep3 2x150 STAR-2.5.3a sacCer3 0.27 989,238 1,865,029 80,345 0.48
A4-G2M_1_reps 2x150 STAR-2.5.3a S_pombe 0.26 1,047,791 0.65
A4-G2M 1 rep4 2x150 STAR-2.5.3a sacCer3 0.27 25,537,086 751,758 1425701 65,509 0.33
B3-G2M_2_rep3 2x150 STAR-2.5.3a S_pombe 0.25 631,962 184,154 0.51
B3-G2M_2 rep3 2x150 STAR-2.5.3a sacCer3 0.25 812,906 1,847,450 102,548 0.46
B4-G2M_2_rep4 2x150 STAR-2.5.3a S_pombe 0.25 739,815 189,665 0.54
B4-G2M 2 rep4 2x150 STAR-2.5.3a sacCer3 0.25 970,979 1,841,606 77,364 0.44
C3-G2M_3_rep3 2x150 STAR-2.5.3a S_pombe 0.18 2,856,548 523,779 132,239 0.42
C3-G2M 3 rep3 2x150 STAR-2.5.3a sacCer3 0.17 988,178 2,411,361 94,523 0.55
C4-G2M_3_rep4 2x150 STAR-2.5.3a S_pombe 0.29 740,299 206,131 0.50
C4-G2M 3 rep4 2x150 STAR-2.5.3a sacCer3 0.27 1,126,775 2,142,002 98,562 0.48
D3-G2M_4_rep3 2x150 STAR-2.5.3a S_pombe 0.32 26,683,779 2,419,169 424,890 119,634 0.36
D3-G2M_4 rep3 2x150 STAR-2.5.3a sacCer3 0.27 1,336,822 2,639,507 120,679 0.62
D4-G2M_4 _rep4 2x150 STAR-2.5.3a S_pombe 0.29 628,582 = 154,648 0.49
D4-G2M_4 rep4d 2x150 STAR-2.5.3a sacCer3 0.27 1,164,412 2,191,363 90,989 0.49

E3-input_rep3 2x150 STAR-2.5.3a S_pombe 0.27 17,398,727 1,621,783 303,137 78,791 0.24
E3-input rep3 2x150 STAR-2.5.3a sacCer3 0.22 1384973 3,409,252 143,840 0.73
E4-input_rep4 2x150 STAR-2.5.3a S_pombe 132 16 241 7 0.00
E4-input_rep4 2x150 STAR-2.5.3a sacCer3 0.22 2,320,210 4,517,134
F3-unstained_input_rep3 2x150 STAR-2.5.3a S_pombe 0.28 21,795,416 2,032,250 397,258 84,650 0.29
F3-unstained input_rep3 2x150 STAR-2.5.3a sacCer3 0.23 1698254 3,142,950 170,286 0.69
F4-unstained_input_rep4 2x150 STAR-2.5.3a S_pombe 3,049 237 270 4 0.00
F4-unstained_input_rep4 2x150 | STAR-2.5.3a sacCer3 0.24 1934778 3983001 225773 1008 1|




READ DISTRIBUTION

2019-08-21-A3-G2M_1_rep3.S_pombe 0.02
2019-08-21-A3-G2M_1_rep3.sacCer3 0.10
2019-08-21-A4-G2M_1_rep4.S_pombe 0.02
2019-08-21-A4-G2M_1_rep4.sacCer3 0.11
2019-08-21-B3-G2M_2_rep3.S_pombe 0.03
2019-08-21-B3-G2M_2_rep3.sacCer3 0.11
2019-08-21-B4-G2M_2_rep4.S_pombe 0.02
2019-08-21-B4-G2M_2_rep4.sacCer3 0.11
2019-08-21-C3-G2M_3_rep3.S_pombe 0.03
2019-08-21-C3-G2M_3_rep3.sacCer3 0.12
2019-08-21-C4-G2M_3_rep4.S_pombe 0.02
2019-08-21-C4-G2M_3_rep4.sacCer3 0.10
2019-08-21-D3-G2M_4_rep3.S_pombe 0.02
2019-08-21-D3-G2M_4_rep3.sacCer3 0.09
2019-08-21-D4-G2M_4_rep4.S_pombe 0.02
2019-08-21-D4-G2M_4_rep4.sacCer3 0.09
2019-08-21-E3-input_rep3.S_pombe 0.02
2019-08-21-E3-input_rep3.sacCer3 0.10
2019-08-21-E4-input_rep4.S_pombe 0.01
2019-08-21-E4-input_rep4.sacCer3 0.10
2019-08-21-F3-unstained_input_rep3.S_pombe 0.02
2019-08-21-F3-unstained_input_rep3.sacCer3 0.11
2019-08-21-F4-unstained_input_rep4.S_pombe 0.02
2019-08-21-F4-unstained_input_rep4.sacCer3 0.10
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Coverage (arbitrary units)
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Coverage of genes; >1000bp, sacCer3

== (3-G2M_3_rep3.sacCer3
== (4-G2M_3_rep4.sacCer3
D3-G2M_4_rep3.sacCer3

== D4-G2ZM_4_rep4d.sacCer3
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Coverage (arbitrary units)
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Coverage of genes; >1000bp, sacCer3

== E3-input_rep3.sacCer3
== E4-input_rep4d.sacCer3
F3-unstained_input_rep3.sacCer3

== F4-unstained_input_rep4.sacCer3
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Coverage (arbitrary units)
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Coverage of genes; >1000bp, S.pombe

== A3-G2ZM_1_rep3.5_pombe
== A4-G2M_1_rep4d.S_pombe
B3-G2M_2_rep3.S_pombe

== B4-G2M_2_rep4.S_pombe
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Coverage (arbitrary units)
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Coverage of genes; >1000bp, S.pombe

== (C3-G2M_3_rep3.S_pombe
== (4-G2M_3_rep4.S_pombe

D3-G2M_4_rep3.5_pombe
== DA4-G2M_4_rep4.S_pombe
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Coverage (arbitrary units)
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Coverage of genes; >1000bp, S.pombe

== E3-input_rep3.5_pombe
== E4-input_repd.S_pombe
F3-unstained_input_rep3.5_pombe

== F4-unstained_input_rep4.S_pombe
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Number differential genes, sacCer3

A B p-adj p-val
upinBvsA |downinBvsA| upinBvsA |downinBvsA

G2M_1 G2M_2 78 26 339 221
G2M_1 G2M_3 318 262 645 521
G2M_1 G2M_4 716 558 1,072 869
G2M_1 input 513 281 839 584
G2M_1 unstained_input 331 163 628 419
G2M_2 G2M_3 100 60 295 250
G2M_2 G2M_4 720 472 1,162 870
G2M_2 input 257 119 571 382
G2M_2 unstained_input 176 59 437 273
G2M_3 G2M_4 145 40 689 291
G2M_3 input 183 88 524 372
G2M_3 unstained_input 70 28 253 164
G2M_4 input 362 324 771 810
G2M_4 unstained_input 109 143 394 509

input unstained_input 0 3 69 124




Number differential genes, S. pombe

A B p-adj p-val
upinBvsA |downinBvsA| upinBvsA |downinBvsA

G2M_1 G2M_2 0 0 57 1
G2M_1 G2M_3 0 0 110 0
G2M_1 G2M_4 95 0 379 3
G2M_1 input 66 1 1,525 5
G2M_1 unstained_input 0 0 17 1
G2M_2 G2M_3 0 0 7 0
G2M_2 G2M_4 94 0 213 8
G2M_2 input 2 2 173 11
G2M_2 unstained_input 0 0 16 36
G2M_3 G2M_4 46 0 138 6
G2M_3 input 1 1 144 15
G2M_3 unstained_input 0 0 14 59
G2M_4 input 1 37 215 144
G2M_4 unstained_input 1 23 13 181

input unstained_input 0 0 12 1092




MAPPING STATS

Library inzttjh Mapping Species
A00-190704_elutriation_A00 2x150 STAR-2.5.3a S_pombe
A00-190704 _elutriation_A00 2x150 STAR-2.5.3a sacCer3
A30-190704_elutriation_A30 2x150 STAR-2.5.3a S_pombe
A30-190704 elutriation_ A30 2x150 STAR-2.5.3a sacCer3
A45-190704_elutriation_A45 2x150 STAR-2.5.3a S_pombe
A45-190704 _elutriation_A45 2x150 STAR-2.5.3a sacCer3
A60-190704_elutriation_A60 2x150 STAR-2.5.3a S_pombe
A60-190704 elutriation_A60 2x150 STAR-2.5.3a sacCer3
A75-190704_elutriation_A75 2x150 STAR-2.5.3a S_pombe
A75-190704_elutriation A75 2x150 STAR-2.5.3a sacCer3
A90-190704_elutriation_A90 2x150 STAR-2.5.3a S_pombe
A90-190704 _elutriation_A90 2x150 STAR-2.5.3a sacCer3
B00-190704_elutriation_A00 2x150 STAR-2.5.3a S_pombe
B00-190704 elutriation AOO 2x150 STAR-2.5.3a sacCer3
B30-190704_elutriation_A30 2x150 STAR-2.5.3a S_pombe
B30-190704 elutriation_A30 2x150 STAR-2.5.3a sacCer3
B45-190704_elutriation_A45 2x150 STAR-2.5.3a S_pombe
B45-190704 elutriation A45 2x 150 STAR-2.5.3a sacCer3
B60-190704_elutriation_A60 2x150 STAR-2.5.3a S_pombe
B60-190704 elutriation A60 2x150 STAR-2.5.3a sacCer3
B75-190704_elutriation_A75 2x150 STAR-2.5.3a S_pombe
B75-190704_elutriation_A75 2x150 STAR-2.5.3a sacCer3
B90-190704_elutriation_A90 2x150 STAR-2.5.3a S_pombe
B90-190704 elutriation A90 2x150 STAR-2.5.3a sacCer3
C00-190704_elutriation_A0O 2x150 STAR-2.5.3a S_pombe
C00-190704_elutriation_AOO 2x150 STAR-2.5.3a sacCer3
C30-190704_elutriation_A30 2x150 STAR-2.5.3a S_pombe
C30-190704 _elutriation A30 2x150 STAR-2.5.3a sacCer3
C45-190704_elutriation_A45 2x150 STAR-2.5.3a S_pombe
C45-190704 _elutriation A45 2x150 STAR-2.5.3a sacCer3
C60-190704_elutriation_A60 2x150 STAR-2.5.3a S_pombe
C60-190704_elutriation_ A60 2x150 STAR-2.5.3a sacCer3
C75-190704_elutriation_A75 2x150 STAR-2.5.3a S_pombe
C75-190704 elutriation A75 2x150 STAR-2.5.3a sacCer3
C90-190704_elutriation_A90 2x150 STAR-2.5.3a S_pombe
C90-190704_elutriation_A90 2x 150 STAR-2.5.3a sacCer3

Raw
fragments

35,380,753
35,380,753

Complexity

0.33
0.31
0.30
0.30
0.29
0.30
0.29
0.29
0.23
0.26
0.29
0.28
0.33
0.31
0.28
0.29
0.28

0.28

Unique Unigue Multi Mylti Fraction
Splices Splices | mapped
26 4 114 2 0.00
1,574,365 3,944,765 = 220,529
10 0 152 0 0.00
2,205,959 4,205,928
14 2 112 2 0.00
1,968,153 3,300,510
12 6 155 1 0.00
2,780,308 3,912,908
33 1 168 2 0.00
2,610,353 3,292,509
26 2 128 0 0.00
2,489,269 3,385,377
244 14 492 16 0.00
1,718,352 4,674,873 215,117
118 6 138 4 0.00
2,052,302 4,172,947
39 9 429 11 0.00
2,020,459 3,253,726 = 185,386
134 10 269 9 0.00
3,900,506
31 9 147 3 0.00
2,665,622 3,586,627
21 3 137 7 0.00
2,576,438 3,889,538
7,556 668 300 26 0.00
1,648,325 4,999,775
32 4 147 1 0.00
2,268,851 4,022,691
15 1 130 4 0.00
1,873,793 3,479,423
19 5 40 2 0.00
2,287,561 3,748,395
34 2 396 10 0.00
2,857,434 4,101,693
40 4 228 2 0.00
2,356,753 3,723,209




READ DISTRIBUTION

#
2019-08-21-A00-190704_elutriation_A00.S_pombe
2019-08-21-A00-190704_elutriation_A00.sacCer3
2019-08-21-A30-190704_elutriation_A30.S_pombe
2019-08-21-A30-190704_elutriation_A30.sacCer3
2019-08-21-A45-190704_elutriation_A45.S_pombe
2019-08-21-A45-190704_elutriation_A45.sacCer3
2019-08-21-A60-190704_elutriation_A60.S_pombe
2019-08-21-A60-190704_elutriation_A60.sacCer3
2019-08-21-A75-190704_elutriation_A75.S_pombe
2019-08-21-A75-190704_elutriation_A75.sacCer3
2019-08-21-A90-190704_elutriation_A90.S_pombe
2019-08-21-A90-190704_elutriation_A90.sacCer3
2019-08-21-B00-190704 _elutriation_A00.S_pombe
2019-08-21-B00-190704 _elutriation_A00.sacCer3
2019-08-21-B30-190704 _elutriation_A30.S_pombe
2019-08-21-B30-190704 _elutriation_A30.sacCer3
2019-08-21-B45-190704 _elutriation_A45.5S_pombe
2019-08-21-B45-190704 _elutriation_A45.sacCer3
2019-08-21-B60-190704 _elutriation_A60.S_pombe
2019-08-21-B60-190704 _elutriation_A60.sacCer3
2019-08-21-B75-190704 _elutriation_A75.S_pombe
2019-08-21-B75-190704 _elutriation_A75.sacCer3
2019-08-21-B90-190704 _elutriation_A90.S_pombe
2019-08-21-B90-190704 _elutriation_A90.sacCer3
2019-08-21-C00-190704_elutriation_A00.S_pombe
2019-08-21-C00-190704 _elutriation_A00.sacCer3
2019-08-21-C30-190704_elutriation_A30.S_pombe
2019-08-21-C30-190704_elutriation_A30.sacCer3
2019-08-21-C45-190704 _elutriation_A45.S_pombe
2019-08-21-C45-190704 _elutriation_A45.sacCer3
2019-08-21-C60-190704 _elutriation_A60.S_pombe
2019-08-21-C60-190704 _elutriation_A60.sacCer3
2019-08-21-C75-190704_elutriation_A75.5_pombe
2019-08-21-C75-190704 _elutriation_A75.sacCer3
2019-08-21-C90-190704 _elutriation_A90.S_pombe
2019-08-21-C90-190704 _elutriation_A90.sacCer3

Exonic: Intergenic:
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=o= A00-190704_elutriation_A00.sacCer3
== A30-190704_elutriation_A30.sacCer3
A45-190704_elutriation_A45.sacCer3

== AG0-190704_elutriation_A60.sacCer3
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Coverage (arbitrary units)
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Coverage of genes; >1000bp, sacCer3

=o= A75-190704_elutriation_A75.sacCer3
== A90-190704_elutriation_A90.sacCer3
B00-190704_elutriation_A00.sacCer3

== B30-190704_elutriation_A30.sacCer3
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Coverage of genes; >1000bp, sacCer3

B45-190704_elutriation_A45.sacCer3
B60-190704_elutriation_A60.sacCer3
B75-190704_elutriation_A75.sacCer3

B90-190704_elutriation_A90.sacCer3
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Coverage of genes; >1000bp, sacCer3

== (C00-190704_elutriation_A00.sacCer3
== (30-190704_elutriation_A30.sacCer3
C45-190704_elutriation_A45.sacCer3

== (60-190704_elutriation_A60.sacCer3
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== (90-190704_elutriation_A90.sacCer3
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MAPPING STATS

Library LE?\Z?h Mapping Species fra?r?]vgnts Complexity| Unique g;lli(j;i Multi S'[\JAILiJ(I:?as ::;ggz
HLF-1A-HLF_bin1_repl 2x150 STAR-2.5.3a dmé 0.29 4,961,983 506,887 3,761,415 73,045 0.12
HLF-1A-HLF_binl _repl 2x150 STAR-2.5.3a hg38 0.28 1,577,502
HLF-1C-HLF_bin1_rep2 2x150 STAR-2.5.3a dmé 5,180,394 640,772 4,031,220 81,116 0.13
HLF-1C-HLF binl rep2 2x150 STAR-2.5.3a hg38 ! 1,515,623
HLF-2A-HLF_bin2_repl 2x150 STAR-2.5.3a dmé 4,681,749 398,897 3,933,705 52,785 0.11
HLF-2A-HLF_bin2_repl 2x150 STAR-2.5.3a hg38 b 1,464,360
HLF-2C-HLF_bin2_rep2 2x150 STAR-2.5.3a dmé 4,137,826 612,338 3,176,618 68,810 0.10
HLF-2C-HLF_bin2_rep2 2x150 STAR-2.5.3a hg38 ! 1,546,307
HLF-3A-HLF_bin3_repl 2x150 STAR-2.5.3a dmé 4,197,930 369,966 3,155,861 58,545 0.10
HLF-3A-HLF_bin3_repl 2x150 STAR-2.5.3a hg38 . 1,505,246
HLF-3C-HLF_bin3_rep2 2x150 STAR-2.5.3a dmé 4,533,795 424,417 4,072,927 52,471 0.11
HLF-3C-HLF_bin3_rep2 2x150 STAR-2.5.3a hg38 ; 1,552,851
HLF-4A-HLF_bin4_repl 2x150 STAR-2.5.3a dmé 4,378,766 346,846 3,626,266 48,644 0.10
HLF-4A-HLF_bin4 repl 2x150 STAR-2.5.3a hg38 . 1,470,805
HLF-4C-HLF_bin4_rep2 2x150 STAR-2.5.3a dm6 4,108,941 598,187 2,565,211 54,863 0.09
HLF-4C-HLF_bin4 rep2 2x150 STAR-2.5.3a hg38 ; 1,781,206

HLF-pre-Sort-A-HLF_pre-sort_repl 2x 150 STAR-2.5.3a dm6 4,890,588 467,102 4,140,089 67,483 0.11
HLF-pre-Sort-A-HLF pre-sort_repl 2x150 STAR-2.5.3a hg38 . 1,677,665
HLF-pre-Sort-C-HLF_pre-sort_rep2 2x150 STAR-2.5.3a dmé 5,089,377 579,409 3,630,409 72,445 0.11
HLF-pre-Sort-C-HLF _pre-sort_rep2 2x150 STAR-2.5.3a hg38 . 1,628,184
HLF-SortAll-A-HLF_sort-all_repl 2x150 STAR-2.5.3a dmé 2,684,256 298,806 1,925,015 37,491 0.06
HLF-SortAll-A-HLF_sort-all_repl 2x150 STAR-2.5.3a hg38 b 1,742,972




READ DISTRIBUTION

#

2019-08-21-HLF-1A-HLF_binl_repl.dm6
2019-08-21-HLF-1A-HLF_binl_repl1.hg38
2019-08-21-HLF-1C-HLF_bin1_rep2.dm6
2019-08-21-HLF-1C-HLF_bin1_rep2.hg38
2019-08-21-HLF-2A-HLF_bin2_repl.dm6
2019-08-21-HLF-2A-HLF_bin2_rep1.hg38
2019-08-21-HLF-2C-HLF_bin2_rep2.dm6
2019-08-21-HLF-2C-HLF_bin2_rep2.hg38
2019-08-21-HLF-3A-HLF_bin3_repl.dm6
2019-08-21-HLF-3A-HLF_bin3_rep1.hg38
2019-08-21-HLF-3C-HLF_bin3_rep2.dm6
2019-08-21-HLF-3C-HLF_bin3_rep2.hg38
2019-08-21-HLF-4A-HLF_bin4_repl.dm6
2019-08-21-HLF-4A-HLF_bin4_rep1.hg38
2019-08-21-HLF-4C-HLF_bin4_rep2.dm6
2019-08-21-HLF-4C-HLF_bin4_rep2.hg38
2019-08-21-HLF-SortAll-A-HLF_sort-all_repl.dm6
2019-08-21-HLF-SortAll-A-HLF_sort-all_rep1.hg38
2019-08-21-HLF-pre-Sort-A-HLF_pre-sort_repl.dm6
2019-08-21-HLF-pre-Sort-A-HLF_pre-sort_repl.hg38
2019-08-21-HLF-pre-Sort-C-HLF_pre-sort_rep2.dm6
2019-08-21-HLF-pre-Sort-C-HLF_pre-sort_rep2.hg38
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0.01

Intronic:
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0.10
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0.09
0.09
0.10
0.09
0.09
0.09
0.09
0.10
0.10
0.09
0.10
0.08
0.09
0.09
0.09
0.07
0.06
0.05
0.08
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Coverage (arbitrary units)

Coverage of genes; >1000bp, sacCer3

=®= HLF-3A-HLF_bin3_repl.hg38
== HLF-3C-HLF_bin3_rep2.hg38

HLF-4A-HLF_bin4_repl.hg38
=0= HLF-4C-HLF_bin4_rep2.hg38
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Position along mRNA 5' -> 3'
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Coverage of genes; >1000bp, sacCer3

=o= HLF-SortAll-A-HLF_sort-all_rep1.hg38
== HLF-pre-Sort-A-HLF_pre-sort_repl.hg38
HLF-pre-Sort-C-HLF_pre-sort_rep2.hg38
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Coverage (arbitrary units)
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Coverage of genes; >1000bp, S.pombe
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Coverage of genes; >1000bp, S.pombe
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Coverage (arbitrary units)
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Coverage of genes; >1000bp, S.pombe

=0= HLF-SortAll-A-HLF_sort-all_repl.dm6
== HLF-pre-Sort-A-HLF_pre-sort_repl.dmb
HLF-pre-Sort-C-HLF_pre-sort_rep2.dmé
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Number differential genes, hg38

A B p-adj p-val
upinBvsA |downinBvsA| upinBvsA |downinBvsA
HLF_bin1 HLF_bin2 0 10 150 138
HLF_bin1l HLF_bin3 20 23 421 431
HLF_binl HLF_bin4 25 3 548 245
HLF_binl HLF_pre-sort 1 2 173 262
HLF_binl HLF_sort-all 0 0 187 141
HLF_bin2 HLF_bin3 0 0 164 263
HLF_bin2 HLF_bin4 28 1 356 143
HLF_bin2 HLF_pre-sort 4 4 152 347
HLF_bin2 HLF_sort-all 2 0 165 136
HLF_bin3 HLF_bin4 4 0 709 142
HLF_bin3 HLF_pre-sort 1 2 276 453
HLF_bin3 HLF_sort-all 1 1 151 95
HLF_bin4d HLF_pre-sort 1 1 183 551
HLF_bin4 HLF_sort-all 3 2 179 535
HLF_sort-all HLF_pre-sort 1 2 85 248




Number differential genes, dmé6

A B p-adj p-val
upinBvsA |downinBvsA| upinBvsA |downinBvsA
HLF_bin1 HLF_bin2 0 0 33 15
HLF_binl HLF_bin3 1 0 53 77
HLF_bin1 HLF_bin4 0 0 61 34
HLF_binl HLF_pre-sort 0 0 116 117
HLF_binl HLF_sort-all 0 0 35 15
HLF_bin2 HLF_bin3 0 0 77 116
HLF_bin2 HLF_bin4 0 0 86 49
HLF_bin2 HLF_pre-sort 0 1 157 206
HLF_bin2 HLF_sort-all 0 0 53 42
HLF_bin3 HLF_bin4 0 1 245 80
HLF_bin3 HLF_pre-sort 12 18 232 340
HLF_bin3 HLF_sort-all 0 1 48 30
HLF_bin4 HLF_pre-sort 0 0 201 269
HLF_bin4 HLF_sort-all 0 0 57 143
HLF_sort-all HLF_pre-sort 0 0 100 119




