MAPPING STATS

Library Lzﬁgttjh Mapping Species fragﬁ\gnts Complexity Unique g;lli?:lejzz Multi S’;JAIlijcitels :Z;SZS
A3-G2M_1_rep3 2x150 STAR-2.5.3a S_pombe 20,645,522 0.39 18,294,361 1,400,891 687,712 62,208 0.50
A3-G2M 1 rep3 2x150 STAR-2.5.3a sacCer3 20,645,522 0.37 17,837,669 445645 1,312,408 36,108 0.48
A4-G2M_1_rep4d 2x150 STAR-2.5.3a S_pombe 23,997,134 0.36 28,786,499 2,191,879 868,904 121,016 0.67
A4-G2M 1 repd 2x150 STAR-2.5.3a sacCer3 23,997,134 0.39 13,448,727 332,285 803,642 24,704 0.30
B3-G2M_2_rep3 2x150 STAR-2.5.3a S_pombe 23,178,118 0.38 21,251,024 1,599,314 637,663 81,937 0.51
B3-G2M 2 rep3 2x150 STAR-2.5.3a sacCer3 23,178,118 0.37 19,521,932 476,820 1,185,524 39,502 0.46
B4-G2M_2_rep4 2x150 STAR-2.5.3a S_pombe 25,616,710 0.37 25,179,892 1,990,418 1,132,011 104,183 0.55
B4-G2M 2 rep4 2x150 STAR-2.5.3a sacCer3 25,616,710 0.37 18,866,978 478,722 1,512,259 38,049 0.41
C3-G2M_3_rep3 2x150 STAR-2.5.3a S_pombe 20,985,562 0.41 16,183,734 1,276,704 582,672 53,400 0.43
C3-G2M_3 rep3 2x150 STAR-2.5.3a sacCer3 20,985,562 0.38 20,236,001 504,279 1,469,083 37,003 0.53
C4-G2M_3_rep4 2x150 STAR-2.5.3a S_pombe 20,505,903 0.39 18,736,090 1,494,362 619,400 70,028 0.51
C4-G2M 3 rep4 2x150 STAR-2.5.3a sacCer3 20,505,903 0.38 17,183,709 436,745 1,171,704 28,536 0.46
D3-G2M_4_rep3 2x150 STAR-2.5.3a S_pombe 24,494,003 0.39 16,109,676 1,253,840 574,940 59,322 0.37
D3-G2M 4 rep3 2x150 STAR-2.5.3a sacCer3 24,494,003 0.36 26,031,540 610,526 2,106,464 51,836 0.59
D4-G2M_4_rep4 2x150 STAR-2.5.3a S_pombe 19,666,415 0.37 18,344,599 1,531,463 605,727 75,597 0.52
D4-G2M_4 rep4 2x150 STAR-2.5.3a sacCer3 19,666,415 0.35 15,884,050 425,788 1,081,076 31,262 0.44

E3-input_rep3 2x150 STAR-2.5.3a S_pombe 20,650,841 0.45 9,822,901 779,481 299,996 30,274 0.26
E3-input_rep3 2x150 STAR-2.5.3a sacCer3 20,650,841 0.37 26,426,754 668,470 1,661,261 51,051 0.70
E4-input_rep4 2x150 STAR-2.5.3a S_pombe 19,972,687 73 9 81 1 0.00
E4-input_rep4 2x150 STAR-2.5.3a sacCer3 19,972,687 0.35 35,335,012 934,818 2,002,649 78,387
F3-unstained_input_rep3 2x150 STAR-2.5.3a S_pombe 21,576,320 0.40 12,204,541 946,213 228,915 43,529 0.31
F3-unstained input _rep3 2x150 STAR-2.5.3a sacCer3 21,576,320 0.34 26,059,578 705,002 1,366,491 58,541 0.65
F4-unstained_input_rep4 2x150 STAR-2.5.3a S_pombe 19,679,198 1,499 139 144 0 0.00
F4-unstained_input_rep4 2x150 STAR-2.5.3a sacCer3 19,679,198 0.31 34,720,986 898,718 1,944,200 80,382




READ DISTRIBUTION

Exonic: Intergenic:

2019—10—25-A3—G2M_1_rep3.$_pombe-
2019-10-25-A3-G2M_1_rep3.sacCer3
2019-10-25-A4-G2M_1_rep4.S_pombe
2019-10-25-A4-G2M_1_rep4.sacCer3
2019-10-25-B3-G2M_2_rep3.S_pombe
2019-10-25-B3-G2M_2_rep3.sacCer3
2019-10-25-B4-G2M_2_rep4.S_pombe
2019-10-25-B4-G2M_2_rep4.sacCer3
2019-10-25-C3-G2M_3_rep3.S_pombe
2019-10-25-C3-G2M_3_rep3.sacCer3
2019-10-25-C4-G2M_3_rep4.S_pombe
2019-10-25-C4-G2M_3_rep4.sacCer3
2019-10-25-D3-G2M_4_rep3.S_pombe
2019-10-25-D3-G2M_4_rep3.sacCer3
2019-10-25-D4-G2M_4_rep4.S_pombe
2019-10-25-D4-G2M_4_rep4.sacCer3
2019-10-25-E3-input_rep3.S_pombe
2019-10-25-E3-input_rep3.sacCer3
2019-10-25-E4-input_rep4.S_pombe
2019-10-25-E4-input_rep4.sacCer3
2019-10-25-F3-unstained_input_rep3.S_pombe
2019-10-25-F3-unstained_input_rep3.sacCer3
2019-10-25-F4-unstained_input_rep4.S_pombe
2019-10-25-F4-unstained_input_rep4.sacCer3
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0.00
0.01
0.00
0.01
0.00
0.01
0.00
0.01
0.00
0.01
0.00
0.01
0.00
0.00
0.00
0.01
0.00
0.00
0.00




Coverage (arbitrary units)

25+

20+

5+

Coverage of genes; >1000bp, S.pombe

== A3-G2ZM_1_rep3.5_pombe
== A4-G2M_1_rep4.S_pombe

B3-G2M_2_rep3.S_pombe
== B4-G2M_2_rep4.S_pombe

10 15 20 25 30 35 40 45 S50 55 60 65 70 75 80 85 90 9.5 1(.)0
Position along mRNA 5' -> 3'




Coverage (arbitrary units)

25+

0«

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

10 15 20 25 30 35 40 45 S50 55 60 65 70 75 80 85 90 9.5 1(.)0
Position along mRNA 5' -> 3'




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

15 20 25 30 35 40 45 S50 55 60 65 70 75 80
Position along mRNA 5' -> 3'




Coverage (arbitrary units)
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Coverage of genes; >1000bp, sacCer3

== A3-G2M_1_rep3.sacCer3
== A4-G2ZM_1_rep4.sacCer3
B3-G2M_2_rep3.sacCer3

== B4-G2M_2_rep4.sacCer3

10 15 20 25 30 35 40 45 S50 55 60 65 70 75 80 85 90 9.5 1(.)0
Position along mRNA 5' -> 3'




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

10 15 20 25 30 35 40 45 S50 55 60 65 70 75 80 85 90 9.5 1(.)0
Position along mRNA 5' -> 3'




Coverage (arbitrary units)

25+
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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

10 15 20 25 30 35 40 45 S50 55 60 65 70 75 80 85 90 9.5 1(.)0
Position along mRNA 5' -> 3'




Number differential genes, sacCer3

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

G2M_1 G2M_2 250 229 624 567
G2M_1 G2M_3 749 750 1,069 1,008
G2M_1 G2M_4 1,014 1,056 1,285 1,294
G2M_1 input 765 677 1,042 997
G2M_1 unstained_input 903 785 1,135 1,098
G2M_2 G2M_3 304 243 555 537
G2M_2 G2M_4 698 691 971 1,001
G2M_2 input 456 251 749 591
G2M_2 unstained_input 618 420 925 794
G2M_3 G2M_4 189 105 495 461
G2M_3 input 277 146 549 428
G2M_3 unstained_input 461 316 838 662
G2M_4 input 398 301 712 584
G2M_4 unstained_input 578 445 868 768

input unstained_input 13 15 275 231




Number differential genes, S. pombe

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

G2M_1 G2M_2 0 0 3 10
G2M_1 G2M_3 0 0 23 1
G2M_1 G2M_4 0 2 3 15
G2M_1 input 1 0 181 5
G2M_1 unstained_input 3,688 1 3,840 1
G2M_2 G2M_3 0 0 79 0
G2M_2 G2M_4 0 1 11 12
G2M_2 input 1 1 360 3
G2M_2 unstained_input 3795 1 3927 1
G2M_3 G2M_4 0 1 2 140
G2M_3 input 0 1 42 4
G2M_3 unstained_input 3573 1 3720 2
G2M_4 input 4 0 465 4
G2M_4 unstained_input 3807 1 3938 1

input unstained_input 3297 1 3505 1
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# 8 & &8 & & & & & & & & & A& & & & & Q& Q@@ Q@ Q@@ Q@ Q@ Q@ Q@ Q@ Q8 QS QS

0.63 0.66 0.58 0.63 0.60 0.63 0.69 0.67 0.57 0.65 0.65 0.62
0.64 0.67 0.59 0.64 0.61 0.64 0.70 0.68 0.58 0.66 0.66 0.63
0.66 0.70 0.63 0.67 0.65 0.68 0.74 0.72 0.61 0.70 0.70 0.66
0.64 0.67 0.60 0.65 0.62 0.65 0.71 0.70 0.58 0.67 0.67 0.64
0.68 0.71 0.65 0.70 0.67 0.71 0.77 0.75 0.63 0.72 0.72 0.69
0.67 0.70 0.63 0.68 0.65 0.69 0.75 0.74 0.61 0.71 0.70 0.67
0.67 0.70 0.63 0.68 0.66 0.69 0.76 0.74 0.62 0.71 0.71 0.68
0.68 0.71 0.64 0.69 0.67 0.70 0.76 0.75 0.63 0.72 0.72 0.68
0.65 0.69 0.61 0.66 0.63 0.66 0.73 0.71 0.60 0.69 0.69 0.66
2019-07-06-input_rep2-E2 0.65 0.68 0.61 0.65 0.63 0.66 0.72 0.71 0.60 0.69 0.68 0.65
2019-07-06-unstained_input_rep1-F1 0.66 0.69 0.61 0.66 0.63 0.67 0.73 0.71 0.60 0.69 0.69 0.66
2019-07-06-unstained_input_rep2-F2 0.68 0.71 0.64 0.68 0.66 0.69 0.75 0.74 0.63 0.72 0.72 0.68
2019-08-21-A3-G2M_1_rep3 0.63 0.64 0.66 0.64 0.68 0.67 0.67 0.68 0.65 0.65 0.66 0.68
2019-08-21-A4-G2M_1_rep4 0.66 0.67 0.70 0.67 0.71 0.70 0.70 0.71 0.69 0.68 0.69 0.71
2019-08-21-B3-G2M_2_rep3 0.58 0.59 0.63 0.60 0.65 0.63 0.63 0.64 0.61 0.61 0.61 0.64
2019-08-21-B4-G2M_2_rep4 0.63 0.64 0.67 0.65 0.70 0.68 0.68 0.69 0.66 0.65 0.66 0.68,
2019-08-21-C3-G2M_3_rep3 0.60 0.61 0.65 0.62 0.67 0.65 0.66 0.67 0.63 0.63 0.63 0.66
2019-08-21-C4-G2M_3_rep4 0.63 0.64 0.68 0.65 0.71 0.69 0.69 0.70 0.66 0.66 0.67 0.69
2019-08-21-D3-G2M_4_rep3 0.69 0.70 0.74 0.71 0.77 0.75 0.76 0.76 0.73 0.72 0.73 0.75
2019-08-21-D4-G2M_4_rep4 0.67 0.68 0.72 0.70 0.75 0.74 0.74 0.75 0.71 0.71 0.71 0.74
2019-08-21-E3-input_rep3 0.57 0.58 0.61 0.58 0.63 0.61 0.62 0.63 0.60 0.60 0.60 0.63
2019-08-21-E4-input_rep4 0.65 0.66 0.70 0.67 0.72 0.71 0.71 0.72 0.69 0.69 0.69 0.72 0.65 0.67 0.67 0.68 0.70 0.73 0.70 0.70 0.71 0.73 0.72 0.72
2019-08-21-F3-unstained_input_rep3 0.65 0.66 0.70 0.67 0.72 0.70 0.71 0.72 0.69 0.68 0.69 0.72 0.64 0.66 0.67 0.67 0.70 0.72 0.69 0.69 0.70 0.72 0.71 0.71
2019-08-21-F4-unstained_input_rep4 0.62 0.63 0.66 0.64 0.69 0.67 0.68 0.68 0.66 0.65 0.66 0.68, 0.61 0.63 0.63 0.64 0.66 0.69 0.66 0.66 0.67 0.69 0.68 0.68
2019-10-25-A3-G2M_1_rep3 0.63 0.66 0.58 0.62 0.58 0.62 0.69 0.67 0.56 0.65 0.64 0.61
2019-10-25-A4-G2M_1_rep4 0.65 0.67 0.60 0.64 0.60 0.64 0.70 0.68 0.58 0.67 0.66 0.63
2019-10-25-B3-G2M_2_rep3 0.65 0.67 0.60 0.65 0.61 0.65 0.71 0.69 0.58 0.67 0.67 0.63
2019-10-25-B4-G2M_2_rep4 0.65 0.68 0.61 0.65 0.61 0.66 0.71 0.70 0.59 0.68 0.67 0.64
2019-10-25-C3-G2M_3_rep3 0.67 0.70 0.63 0.67 0.64 0.68 0.74 0.73 0.61 0.70 0.70 0.66
2019-10-25-C4-G2M_3_rep4 0.70 0.72 0.66 0.70 0.67 0.71 0.77 0.75 0.63 0.73 0.72 0.69
2019-10-25-D3-G2M_4_rep3 0.67 0.69 0.62 0.67 0.64 0.68 0.74 0.72 0.61 0.70 0.69 0.66
2019-10-25-D4-G2M_4_rep4 0.67 0.69 0.63 0.67 0.64 0.68 0.74 0.73 0.61 0.70 0.69 0.66
2019-10-25-E3-input_rep3 0.67 0.70 0.62 0.67 0.63 0.67 0.74 0.72 0.61 0.71 0.70 0.67
2019-10-25-E4-input_rep4 0.70 0.72 0.65 0.69 0.66 0.70 0.76 0.74 0.64 0.73 0.72 0.69
2019-10-25-F3-unstained_input_rep3 0.69 0.72 0.64 0.68 0.65 0.69 0.75 0.73 0.63 0.72 0.71 0.68
2019-10-25-F4-unstained_input_rep4 0.68 0.71 0.63 0.68 0.64 0.68 0.75 0.73 0.62 0.72 0.71 0.68

2019-07-06-G2M_1_rep1-Al
2019-07-06-G2M_1_rep2-A2
2019-07-06-G2M_2_rep1-B1
2019-07-06-G2M_2_rep1-B2
2019-07-06-G2M_3_rep1-C1
2019-07-06-G2M_3_rep2-C2
2019-07-06-G2M_4_rep1-D1
2019-07-06-G2M_4_rep2-D2

2019-07-06-input_rep1-E1

0.63 0.65 0.65 0.65 0.67 0.70 0.67 0.67 0.67 0.70 0.69 0.68
0.66 0.67 0.67 0.68 0.70 0.72 0.69 0.69 0.70 0.72 0.72 0.71
0.58 0.60 0.60 0.61 0.63 0.66 0.62 0.63 0.62 0.65 0.64 0.63
0.62 0.64 0.65 0.65 0.67 0.70 0.67 0.67 0.67 0.69 0.68 0.68
0.58 0.60 0.61 0.61 0.64 0.67 0.64 0.64 0.63 0.66 0.65 0.64
0.62 0.64 0.65 0.66 0.68 0.71 0.68 0.68 0.67 0.70 0.69 0.68
0.69 0.70 0.71 0.71 0.74 0.77 0.74 0.74 0.74 0.76 0.75 0.75
0.67 0.68 0.69 0.70 0.73 0.75 0.72 0.73 0.72 0.74 0.73 0.73
0.56 0.58 0.58 0.59 0.61 0.63 0.61 0.61 0.61 0.64 0.63 0.62




MAPPING STATS

. Read . . Raw

Library Length Mapping Species fragments
A00-190704_elutriation_A00 2x150 STAR-2.5.3a S_pombe 27,356,578
A00-190704_elutriation_A00 2x150 STAR-2.5.3a sacCer3 27,356,578
A30-190704_elutriation_A30 2x150 STAR-2.5.3a S_pombe 23,822,110
A30-190704 _elutriation_A30 2x150 STAR-2.5.3a sacCer3 23,822,110
A45-190704_elutriation_A45 2x150 STAR-2.5.3a S_pombe 19,807,640
A45-190704 _elutriation A45 2x150 STAR-2.5.3a sacCer3 19,807,640
A60-190704_elutriation_A60 2x150 STAR-2.5.3a S_pombe 23,856,009
AB0-190704 _elutriation A60 2x150 STAR-2.5.3a sacCer3 23,856,009
A75-190704_elutriation_A75 2x150 STAR-2.5.3a S_pombe 20,765,168
AT75-190704 elutriation_ A75 2x150 STAR-2.5.3a sacCer3 20,765,168
A90-190704_elutriation_A90 2x150 STAR-2.5.3a S_pombe 22,436,325
A90-190704 _elutriation_A90 2x150 STAR-2.5.3a sacCer3 22,436,325
B00-190704_elutriation_A00 2x150 STAR-2.5.3a S_pombe 21,690,376
B00-190704_elutriation_A00 2x150 STAR-2.5.3a sacCer3 21,690,376
B30-190704_elutriation_A30 2x150 STAR-2.5.3a S_pombe 29,126,599
B30-190704 elutriation_A30 2x150 STAR-2.5.3a sacCer3 29,126,599
B45-190704_elutriation_A45 2x150 STAR-2.5.3a S_pombe 21,031,271
B45-190704 elutriation A45 2x150 STAR-2.5.3a sacCer3 21,031,271
B60-190704_elutriation_A60 2x150 STAR-2.5.3a S_pombe 24,790,224
B60-190704 elutriation A60 2x150 STAR-2.5.3a sacCer3 24,790,224
B75-190704_elutriation_A75 2x150 STAR-2.5.3a S_pombe 22,456,702
B75-190704_elutriation_A75 2x150 STAR-2.5.3a sacCer3 22,456,702
B90-190704_elutriation_A90 2x150 STAR-2.5.3a S_pombe 29,761,680
B90-190704 elutriation_A90 2x150 STAR-2.5.3a sacCer3 29,761,680
C00-190704_elutriation_A00 2x150 STAR-2.5.3a S_pombe 20,690,474
C00-190704_elutriation_A00 2x150 STAR-2.5.3a sacCer3 20,690,474
C30-190704_elutriation_A30 2x150 STAR-2.5.3a S_pombe 23,713,522
C30-190704_elutriation_A30 2x150 STAR-2.5.3a sacCer3 23,713,522
C45-190704_elutriation_A45 2x150 STAR-2.5.3a S_pombe 21,701,085
C45-190704 elutriation A45 2x150 STAR-2.5.3a sacCer3 21,701,085
C60-190704_elutriation_A60 2x150 STAR-2.5.3a S_pombe 21,584,921
C60-190704_elutriation_A60 2x150 STAR-2.5.3a sacCer3 21,584,921
C75-190704_elutriation_A75 2x150 STAR-2.5.3a S_pombe 20,778,476
C75-190704 _elutriation_A75 2x150 STAR-2.5.3a sacCer3 20,778,476
C90-190704_elutriation_A90 2x150 STAR-2.5.3a S_pombe 23,141,764
C90-190704 elutriation A90 2x150 STAR-2.5.3a sacCer3 23,141,764

Complexity

0.34
0.35
0.35
0.32
0.31
0.35
0.37
0.32
0.35
0.32
0.33
0.32
0.37
0.37
0.32
0.35
0.29

0.33

Unique Unigue Multi Mglti Fraction
Splices Splices | mapped

1,861 163 301 5 0.00
882,409 3,495,577 120,305

10 0 54 0 0.00
1,072,511 2,350,215 99,771

2,054 188 182 10 0.00
1,029,524 1,803,763 71,761

2,341 195 166 6 0.00
1,062,892 2,093,642 92,278

686 50 104 0 0.00
948,687 1,621,395 82,499

1,882 154 101 5 0.00
1,078,628 1,916,709 93,351

2,422 188 165 1 0.00
735,811 2,392,942 94,368

1,662 112 209 7 0.00
1,279,989 3,153,484 114,846

3,665 273 336 8 0.00
1,118,906 2,279,456 84,234

3,215 259 264 6 0.00
1,290,499 2,891,830 134,300

1,181 89 128 2 0.00
1,314,747 2,096,182 123,924

1,375 125 143 1 0.00
1,465,177 3,104,358 146,624

774 68 176 0 0.00
640,152 2,399,605 87,455

22 4 439 13 0.00
1,084,854 2,651,037 93,121

543 65 190 0 0.00
1,113,205 2,091,976 87,694

4 0 106 0 0.00
1,221,215 2,425,186 112,644

15 3 112 0 0.00
984,213 2,081,009 114,969

12 0 114 0 0.00
1,190,617 2,390,447 111,345




READ DISTRIBUTION

# Exonic: Intergenic:  Intronic:

2019-10-25-A00-190704_elutriation_A00.S_pombe 0.01 0.01
2019-10-25-A00-190704_elutriation_A00.sacCer3 0.07 0.00
2019-10-25-A30-190704_elutriation_A30.S_pombe 0.00 0.00
2019-10-25-A30-190704_elutriation_A30.sacCer3 0.06 0.00
2019-10-25-A45-190704_elutriation_A45.S_pombe 0.01 0.01
2019-10-25-A45-190704_elutriation_A45.sacCer3 0.07 0.00
2019-10-25-A60-190704_elutriation_A60.S_pombe 0.01 0.00
2019-10-25-A60-190704_elutriation_A60.sacCer3 0.07 0.00
2019-10-25-A75-190704_elutriation_A75.S_pombe 0.01 0.00
2019-10-25-A75-190704_elutriation_A75.sacCer3 0.07 0.00
2019-10-25-A90-190704_elutriation_A90.S_pombe 0.02 0.01
2019-10-25-A90-190704_elutriation_A90.sacCer3 0.07 0.00
2019-10-25-B00-190704_elutriation_A00.S_pombe 0.01 0.00
2019-10-25-B00-190704_elutriation_A00.sacCer3 0.07 0.00
2019-10-25-B30-190704_elutriation_A30.S_pombe 0.01 0.00
2019-10-25-B30-190704_elutriation_A30.sacCer3 0.07 0.00
2019-10-25-B45-190704_elutriation_A45.S_pombe 0.02 0.01
2019-10-25-B45-190704_elutriation_A45.sacCer3 0.07 0.00
2019-10-25-B60-190704_elutriation_A60.S_pombe 0.02 0.01
2019-10-25-B60-190704_elutriation_A60.sacCer3 0.07 0.00
2019-10-25-B75-190704_elutriation_A75.S_pombe 0.01 0.00
2019-10-25-B75-190704_elutriation_A75.sacCer3 0.07 0.00
2019-10-25-B90-190704_elutriation_A90.S_pombe 0.02 0.00
2019-10-25-B90-190704_elutriation_A90.sacCer3 0.07 0.00
2019-10-25-C00-190704_elutriation_A00.S_pombe 0.01 0.01
2019-10-25-C00-190704_elutriation_A00.sacCer3 0.07 0.00
2019-10-25-C30-190704_elutriation_A30.S_pombe 0.00 0.00
2019-10-25-C30-190704_elutriation_A30.sacCer3 0.07 0.00
2019-10-25-C45-190704_elutriation_A45.S_pombe 0.01 0.01
2019-10-25-C45-190704_elutriation_A45.sacCer3 0.07 0.00
2019-10-25-C60-190704_elutriation_A60.S_pombe 0.00 0.00
2019-10-25-C60-190704_elutriation_A60.sacCer3 0.07 0.00
2019-10-25-C75-190704_elutriation_A75.S_pombe 0.00 0.00
2019-10-25-C75-190704_elutriation_A75.sacCer3 0.07 0.00
2019-10-25-C90-190704_elutriation_A90.S_pombe 0.00 0.00
2019-10-25-C90-190704_elutriation_A90.sacCer3 0.07 0.00




Coverage (arbitrary units)
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Coverage of genes; >1000bp, sacCer3

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

utriation_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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Position along mRNA 5' -> 3'




Coverage (arbitrary units)
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Coverage of genes; >1000bp, sacCer3

=0= B45-190704_elutriation_A45.sacCer3
== B60-190704_elutriation_A60.sacCer3
B75-190704_elutriation_A75.sacCer3
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Coverage (arbitrary units)
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Coverage of genes; >1000bp, sacCer3

=0= (C00-190704_elutriation_A00.sacCer3
== (30-190704_elutriation_A30.sacCer3
C45-190704_elutriation_A45.sacCer3

== (60-190704_elutriation_A60.sacCer3
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Position along mRNA 5' -> 3'
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Coverage of genes; >1000bp, sacCer3

=o= (75-190704_elutriation_A75.sacCer3
== (90-190704_elutriation_A90.sacCer3
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MAPPING STATS A

Library L}ziZ?h Mapping Species fra;iv(\e’nts Complexity| Unique g;;iii Multi S'[\:Illij‘l:zs ::;g(e)z
HLF-1A-HLF_bin1_repl 2x150 STAR-2.5.3a dm6é 7,983,462 | 2,627,896 1,478,116 139,650 0.16
HLF-1A-HLF binl repl 2x150 STAR-2.5.3a hg3s 5,888,904
HLF-1C-HLF_binl_rep2 2x150 STAR-2.5.3a dmé
HLF-1C-HLF_binl rep2 2x150 STAR-2.5.3a hg38
HLF-2A-HLF_bin2_repl 2x150 STAR-2.5.3a dmé 9,320,292 | 2,810,402 1,817,314 156,474 0.16
HLF-2A-HLF bin2 repl 2x150 STAR-2.5.3a hg3s 5,609,022
HLF-2C-HLF_bin2_rep2 2x150 STAR-2.5.3a dm6é 7,808,609 | 2,556,471 1,538,957 = 141,237 0.15
HLF-2C-HLF_bin2_rep2 2x150 STAR-2.5.3a hg38 5,544,864
HLF-3A-HLF_bin3_repl 2x150 STAR-2.5.3a dm6é
HLF-3A-HLF bin3 repl 2x150 STAR-2.5.3a hg3s
HLF-3C-HLF_bin3_rep2 2x150 STAR-2.5.3a dmé
HLF-3C-HLF_bin3 rep2 2x150 STAR-2.5.3a hg38
HLF-4A-HLF_bin4_repl 2x150 STAR-2.5.3a dm6é
HLF-4A-HLF bin4 repl 2x150 STAR-2.5.3a hg3s
HLF-4C-HLF_bin4_rep2 2x150 STAR-2.5.3a dmé
HLF-AC-HLF bin4 rep2 2x150 STAR-2.5.3a hg38

HLF-pre-Sort-A-HLF_pre-sort_repl 2x150 STAR-2.5.3a dmé 8,118,270 = 2,703,860 1,475,209 = 148,467
HLF-pre-Sort-A-HLF _pre-sort_repl 2x150 STAR-2.5.3a hg38

HLF-pre-Sort-C-HLF_pre-sort_rep2 2x150 STAR-2.5.3a dmé
HLF-pre-Sort-C-HLF pre-sort_rep2 2x150 STAR-2.5.3a hg38

HLF-SortAll-A-HLF_sort-all_repl 2x150 STAR-2.5.3a dm6é 3,958,329 1,495,713 668,005 86,707 0.07
HLF-SortAll-A-HLF_sort-all_repl 2x150 STAR-2.5.3a hg38 6,808,919




READ DISTRIBUTION

#

2019-10-25-HLF-1A-HLF_binl_repl.dm6
2019-10-25-HLF-1A-HLF_bin1_rep1.hg38
2019-10-25-HLF-1C-HLF_binl_rep2.dm6
2019-10-25-HLF-1C-HLF_bin1_rep2.hg38
2019-10-25-HLF-2A-HLF_bin2_repl.dm6
2019-10-25-HLF-2A-HLF_bin2_rep1.hg38
2019-10-25-HLF-2C-HLF_bin2_rep2.dm6
2019-10-25-HLF-2C-HLF_bin2_rep2.hg38
2019-10-25-HLF-3A-HLF_bin3_repl.dm6
2019-10-25-HLF-3A-HLF_bin3_repl.hg38
2019-10-25-HLF-3C-HLF_bin3_rep2.dm6
2019-10-25-HLF-3C-HLF_bin3_rep2.hg38
2019-10-25-HLF-4A-HLF_bin4_repl.dm6
2019-10-25-HLF-4A-HLF_bin4_repl.hg38
2019-10-25-HLF-4C-HLF_bin4_rep2.dm6
2019-10-25-HLF-4C-HLF_bin4_rep2.hg38

2019-10-25-HLF-SortAll-A-HLF_sort-all_repl.dm6
2019-10-25-HLF-SortAll-A-HLF_sort-all_rep1.hg38
2019-10-25-HLF-pre-Sort-A-HLF_pre-sort_repl.dm6
2019-10-25-HLF-pre-Sort-A-HLF_pre-sort_repl1.hg38
2019-10-25-HLF-pre-Sort-C-HLF_pre-sort_rep2.dm6
2019-10-25-HLF-pre-Sort-C-HLF_pre-sort_rep2.hg38

Exonic:

Intergenic:
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
0.01
0.01
0.01
0.01
0.01
0.01

Intronic:
0.03
0.07
0.03
0.07
0.03
0.07
0.03
0.07
0.03
0.06
0.03
0.07
0.03
0.07
0.03
0.06
0.03
0.07
0.02
0.04
0.02
0.05




Coverage (arbitrary units)

2.5+

Coverage of genes; >1000bp, sacCer3

=0= HLF-1A-HLF_hin1_repl.hg38
== HLF-1C-HLF_binl_rep2.hg38

HLF-2A-HLF_bin2_rep1.hg38
=8= HLF-2C-HLF_bin2_rep2.hg38

10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 9-5 1(.JO
Position along mRNA 5' -> 3'




Coverage (arbitrary units)

2.0+

1.54

1.0+

0.5+

0.0

=®= HLF-3A-HLF_bin3_repl.hg38

-4C-HLF_bin4_rep2.hg38 W’

Coverage of genes; >1000bp, sacCer3

RSy

LF_bind_rep

15 20 25 30 35 40 45 5.0 5.5 6.0 6.5 70 75 80 85 90 95 1(.JO
Position along mRNA 5' -> 3'




Coverage (arbitrary units)

2.5+

2.0+

1.5+

1.04

0.0

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

0 S 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 9-5 1(.JO
Position along mRNA 5' -> 3'




Coverage (arbitrary units)

0

Coverage of genes; >1000bp, S.pombe

=®= HLF-1A-HLF_binl_repl.dmé
=®= HLF-1C-HLF_binl_rep2.dmé6

HLF-2A-HLF_bin2_repl.dmé6
=8= HLF-2C-HLF_bin2_rep2.dm6

0 5 10 15 20 25 30 3.5 40 45 50 55 60 65 70 75 80 85 90 9-5 1(.JO
Position along mRNA 5' -> 3'
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2+

Coverage (arbitrary units)

0

Coverage of genes; >1000bp, S.pombe

=#= HLF-3A-HLF_bin3_repl.dmé
== HLF-3C-HLF_bin3_rep2.dmé6
HLF-4A-HLF_bin4_repl.dmé6

=8= HLF-4C-HLF_bin4_rep2.dmé6

15 20 25 30 3.5 40 45 50 55 60 65 70 75 80 85 90 9-5 1(.JO
Position along mRNA 5' -> 3'




Coverage (arbitrary units)

10+

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

10 15 20 25 30 35 40 45 S50 55 60 65 70 75 80 85 90 9.5 1(.)0
Position along mRNA 5' -> 3'




Number differential genes, hg38

A B p-adj p-val
upinBvsA |downinBvsA| upinBvsA |downinBvsA
HLF_bin1 HLF_bin2 10 30 565 552
HLF_bin1l HLF_bin3 74 56 785 655
HLF_binl HLF_bin4 237 81 1,075 786
HLF_bin1l HLF_pre-sort 97 155 882 1,084
HLF_binl HLF_sort-all 12 11 582 564
HLF_bin2 HLF_bin3 9 3 589 514
HLF_bin2 HLF_bin4 90 9 822 621
HLF_bin2 HLF_pre-sort 93 195 1,047 1,199
HLF_bin2 HLF_sort-all 11 10 597 566
HLF_bin3 HLF_bin4 13 1 313 192
HLF_bin3 HLF_pre-sort 6 62 336 632
HLF_bin3 HLF_sort-all 2 1 314 275
HLF_bin4d HLF_pre-sort 2 53 384 736
HLF_bin4 HLF_sort-all 2 11 367 475
HLF_sort-all HLF_pre-sort 2 26 322 678




Number differential genes, dmé6

A B p-adj p-val
upinBvsA |downinBvsA| upinBvsA |downinBvsA
HLF_bin1 HLF_bin2 0 1 31 43
HLF_bin1l HLF_bin3 1 1 30 28
HLF_bin1 HLF_bin4 0 1 30 29
HLF_binl HLF_pre-sort 128 399 660 854
HLF_binl HLF_sort-all 1 1 53 42
HLF_bin2 HLF_bin3 2 0 56 35
HLF_bin2 HLF_bin4 0 0 46 37
HLF_bin2 HLF_pre-sort 302 582 846 1,020
HLF_bin2 HLF_sort-all 4 0 74 60
HLF_bin3 HLF_bin4 0 1 29 29
HLF_bin3 HLF_pre-sort 103 333 600 785
HLF_bin3 HLF_sort-all 1 1 44 41
HLF_bin4 HLF_pre-sort 136 373 650 844
HLF_bin4 HLF_sort-all 1 0 56 44
HLF_sort-all HLF_pre-sort 8 94 509 601




