
Supplemental Table 1 for TIRF-PBM

Position Sequence Gene TBP Annotation
1 CTCAGGAATTCCCATAAAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Poor
2 CTCAGGAATTCCTATAGAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Poor
3 TCCTGAAGGGGCACCCTAGCTTGGTCCTATCGTCGTCAAGTCAATCGGTCC

4 GAATTCCTATGAAGTAATGTGGAGCTCCGTTCGTCTCAAGTCAATCGGTCC

5 CTGCTCCGTCCGCCTTCGAGGAGAGGTCGGCATCTTCAAGTCAATCGGTCC Poor
6 CTCAGGAATTCCTATAAAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Good
7 CTCAGGAATTCCTATCAAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Poor
8 TCCTGAAGGGGCGCCCTAGCTTGGTCCTATCGTCGTCAAGTCAATCGGTCC Poor
9 TCTTTTCTTGCTTAAATCTATAACTACAAAAAACATCAAGTCAATCGGTCC TPI1 Good

10 CGCGCCTGCGCTCTATATATACAGCGGCCCTGCCCTCAAGTCAATCGGTCC HIST1HIC
11 ATGTCACAGAAGCAAAGTACGAATCAGAATCAAAATCAAGTCAATCGGTCC TAF5 Good
12 CAAATGTATGCACCATATCCATTCTAAACATAGTTTCAAGTCAATCGGTCC UBI1 Good
13 TGGATCAATCGTATAAAGAGAATTCCTGGTATGGATCAAGTCAATCGGTCC Good
14 TGGTATAAAGATCAATCGAGAATTCCTGGTATGGATCAAGTCAATCGGTCC Good
15 GCCGGGCCGGCCGGCCGGCCCCCGGGGCCCGGCGCTCAATTCAATCGGTCC Poor
16 CTCAGGAATTCCTCTAAAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Poor
17 CTCAGGAATTCCTAGAAAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Good
18 CTGAAGGGGGGGCTATAAAAGGGGATGGGGGCTCCTCAAGTCAATCGGTCC Good
19 AAATCTTTTCTTTTTTCCATTCATTCATTAAATTTTCAATTCAATCGGTCC CLN2
20 GAATTCCTAAAAAGTAATGTGGAGCTCCGTTCGTCTCAAGTCAATCGGTCC

21 CTCGCTCCATCTCCAGAACTACAAGTCCCAGAGTGTCAAGTCAATCGGTCC HPIP
22 TTCCTGAAGGGGGGCTATAAAAGGGGGTGGGGGCGTCAAGTCAATCGGTCC Good
23 CTCAGGAATTCCTACAAAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Poor
24 TCCTGAAGGGGCACCTATAAAAGGTCCTATCGTCGTCAAGTCAATCGGTCC

25 CTGAAGGGGGGGCTATAAAAGGGGGTGGGGGCTCCTCAAGTCAATCGGTCC Good
26 ATGACTGAATTCAAGGCCGGTTCTGCTAAGAAAGGTCAAGTCAATCGGTCC CYC1 Good
27 CTCAGGAATTCCTATACAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Good
28 CTCAGGAATTCCGATAAAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Good
29 TCCTGAAGGGACGCCTATAAAAGGTCCTATCGTCGTCAAGTCAATCGGTCC Good
30 TCCTGAAGGGGCGCACTAGCTTGGTCCTATCGTCGTCAAGTCAATCGGTCC Good
31 GAAAAACATCTAACATAAATATATAAACGCAAACATCAAGTCAATCGGTCC HHT1
32 TGGATCAATCGAGAATTCCGCGCAAGTGGTATGGATCAAGTCAATCGGTCC

33 GATTTAATATTAACTTATATATGTAAACTTATTTATCAATTCAATCGGTCC

34 CTCAGGAATTCCTATAACGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Good
35 TCCTGAAGGGGCGACTATAAAAGGTCCTATCGTCGTCAAGTCAATCGGTCC Poor
36 AGCTAAAATTTGGACAGCTCTCATTACTAAATTAATCAATTCAATCGGTCC GCY1 Good
37 TGATTTCTTCGAAGAATATACTAAAAAATGAGCAGTCAATTCAATCGGTCC HIS3
38 GAATTCCTGTAAAGTAATGTGGAGCTCCGTTCGTCTCAAGTCAATCGGTCC Poor
39 ACCAGCCCATATAAATGTCACTGTGCCTCTAACTCTCAAGTCAATCGGTCC CRYGS
40 ATTCCAGTATGGCGTATAAATAAAGGCGAGGAGAATCAAGTCAATCGGTCC SFRS3 Poor
41 GTATAAAAGTTCCTGAAGGGGGGGCGGGGTGGGGGTCAAGTCAATCGGTCC Good
42 GATCGATCGATCGATCGATCGATCGATCGATCGATTCAATTCAATCGGTCC Good
43 CTCAGGAATTCCTGTAAAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Poor
44 TCCTGAAGGAGCGCCTATAAAAGGTCCTATCGTCGTCAAGTCAATCGGTCC Good
45 TCCTGAAGGGACGCCCTAGCTTGGTCCTATCGTCGTCAAGTCAATCGGTCC

46 CTTGAAGGGGGGCTATAAAAGGGGGTGGGGGCGCGTCAAGTCAATCGGTCC Good
47 CTCAGGAATTCCTATGAAGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Good
48 CTCAGGAATTCCTATAAGGTAATGTGGAGCTCAGTTCAAGTCAATCGGTCC Poor



49 TCCTGAAGAGGCGCCCTAGCTTGGTCCTATCGTCGTCAAGTCAATCGGTCC Poor
50 TCCTGAAGGGGAGCCCTAGCTTGGTCCTATCGTCGTCAAGTCAATCGGTCC Good
51 TCCTGAAGGGGCGACCTAGCTTGGTCCTATCGTCGTCAAGTCAATCGGTCC

52 CTGAAGGGGGGGCTATAAAAGTTTATGGGGGCTCCTCAAGTCAATCGGTCC Good
53 TACTTCAGTTGTGAAGTGTAACAAGGTCTTATAATTCAAGTCAATCGGTCC UGA4 Good
54 CCCCCGCGCCTACGCAAGTTTTCCGGATCCGTCCATCAAGTCAATCGGTCC

55 TCGGCTGGGAGGGGAGGTGTAGCCGGTCTTTGGGGTCAAGTCAATCGGTCC

56 GATCGATCGATCGAATTCTCGATCGATCGATCGATTCAATTCAATCGGTCC

57 GTTCCTGAAGGGGGGGCTATAAACGGGGGTGGGGGTCAAGTCAATCGGTCC

58 TCCTGAAGGAGCGCCCTAGCTTGGTCCTATCGTCGTCAAGTCAATCGGTCC

59 CTGAAGGGGGGGCTATAAAAGAAGGTGGGGGCTCCTCAAGTCAATCGGTCC

60 CCGTAGTGCGTCGCCTCCGTTGCCGGGGAAACGACTCAAGTCAATCGGTCC POL1 Poor
61 AAAAAACAAAAAAAATCCTATAACCAGTTCTCCCGTCAAGTCAATCGGTCC MYO4 Poor
62 TACTTGAAGTTGACAATATTATTTAAGGACCTATTTCAAGTCAATCGGTCC LEU2 Poor
63 CTCAATCAATTTGTGAAGGTATAACTGTAGCCGTGTCAAGTCAATCGGTCC ATP16 Good
64 ACATTTTTTTCGTTTGTTAGAATAATTCAAGAATCTCAATTCAATCGGTCC ARG8
65 CCCGCCCCGCACTAGGACCCCTGCAGATGATCAGGTCAAGTCAATCGGTCC Poor
66 ATGATGTCCTTTTCCAAAAACGCCACTCCTAGAGCTCAAGTCAATCGGTCC TAF2
67 TGCATAAGATTTGGTCCAGTACTCGCAGGAAATGGTCAAGTCAATCGGTCC HO
68 TGGATCAATCGAGAATTCCTGGTATGGTATAAAGATCAAGTCAATCGGTCC

69 GTTCCTGAAGGGGGGGCTATAAAACGGGGTGGGGGTCAAGTCAATCGGTCC Good
70 TCCTGAAGGGGAGCCTATAAAAGGTCCTATCGTCGTCAAGTCAATCGGTCC Good
71 TCCTGAAGGGGCGCATATAAAAGGTCCTATCGTCGTCAAGTCAATCGGTCC Good
72 ATGATTACTAATTCTTAACATTCGAGTTCAATCTCTCAAGTCAATCGGTCC ACT1 Good
73 ACAACAGACACACGAAGGTATAAAAATAAAATACATCAAGTCAATCGGTCC

74 TATTATTGGCACTTCTGTATAACTGGCTTTCATTCTCAAGTCAATCGGTCC PPH22
75 GAATTCCTATAAAGTAATGTGGAGCTCCGTTCGTCTCAAGTCAATCGGTCC Good
76 TTGTGCTACGGTCTCTCCACCCCCTGCTGCTGCTGTCAAGTCAATCGGTCC RAB30 Good
77 GGTGAGGGTACTTATGCGGTTGTTTACTTGGGTTGTCAAGTCAATCGGTCC KIN28
78 GTTCCTGAATATAAAAGGGGGGGGCGGGGTGGGGGTCAAGTCAATCGGTCC

79 TCCTGAAGGGGCGCCTATAAAAGGTCCTATCGTCGTCAAGTCAATCGGTCC

80 CTGAAGGGGGGGCTATAAAAGTTAGTGGGGGCTCCTCAAGTCAATCGGTCC

81 CCAACCGGACTTTGGGGCTAGCGTTTAGAAAAGTCTCAAGTCAATCGGTCC PYK
82 CGTCACTGGCGTGACCGTCCGCGCTACATACTGCGTCAAGTCAATCGGTCC RPL5
83 GAATTCCTATATATTAATGTGGAGCTCCGTTCGTCTCAAGTCAATCGGTCC Poor
84 GGGGGCTATAAAAGGGGGTGGGGGCGCGTTCGTCCTCAAGTCAATCGGTCC Poor
85 GAAGCGAGTACGGAGGTACCAGCTGGTCTCCGTAGTCAAGTCAATCGGTCC ZNF513
86 GTTCCTGAAGGGGGGGCGGGGTGGGTATAAAAGGGTCAAGTCAATCGGTCC Good
87 TCCTGAAGAGGCGCCTATAAAAGGTCCTATCGTCGTCAAGTCAATCGGTCC

88 TGGCACTCGGGAGGCAGCGGCGACTTTGGGGAAAGTCAAGTCAATCGGTCC PGK
89 TAAATATTCTTTCCTTATACATTAGGACCTTTGCATCAAGTCAATCGGTCC CYC1
90 TATCACAGAAAAAAAGAAAATATAATAAATTAGTATCAAGTCAATCGGTCC POX1 Poor
91 CTAATATACACGGATACAAAAGAAATACACATAATTCAATTCAATCGGTCC ARG1 Poor
92 TTGCCTGAAAAGAGTATAAAAGAATTTCAGCATGATCAAGTCAATCGGTCC AFP
93 GGAAGTGACGTACGTCGTGCACACGTGGTCCGGCGTCAAGTCAATCGGTCC GNL2 Poor
94 CCGGGTTCCTGTTTCCCGGCCGCGGCCACTCCAGATCAAGTCAATCGGTCC MID1 Poor
95 AACAAGTACAACACACTCTCAAATAATTATGCGCTTCAAGTCAATCGGTCC POL2 Poor
96 ATTTTTTAGTCCTATATATACTCGCTCTGCACTTGTCAAGTCAATCGGTCC


