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Barsi code v2 # Gene mRNA BarCode TargetSeq

1 acsc YBGYGB GTCGCACGCCGTAACGAACGGGAGCGAAACCGCGTCAAACTCGTCAACCATGGATTCGCCAATTTACGCCAGCAGCTCCCTAACGGCGCCAATAATAAGA

2 activinb BGYGYR AGCTCTGGTTGTACTGGAACGGTGAAAATTCATCCGGCTCTTCCACAAATCAAACCTTAACCATCTCACAGATATCAGGACATGGGTTGAGAACTAGTAG

3 alx1 BYGYRY AAGAAGAGGAGAAATAGGACGACGTTCACCAGCTATCAACTTGAGGAGATGGAGAAGGTATTTCAAAGAACGCACTATCCCGATGTGTACTGCAGAGAAC

4 arnt BRBRBG CAAGCCAAAAGTCGAGACTGGGTGTGGCTTCGAACCAGCTGCTTCAGCTTTCAGAATCCTTACACCGATGAAGTGGAGTACATCGTCTGCACCAATACAG

5 atbf1 BRGRGY GAGGAGAGGAGATTTGATGAAAGAAATGAAGTGAAGAGTTGGGAGGAGCGAAATGAGAGAGAGATGCAGTCACGGATATCTAGCCATAAAGGTAGTGAGA

6 atf2 RGRYGR GATATATGTTCATAAGAGGCAGCGTGTTTCGGAGGAGGACGATAACGAGAATAAACGACAAAAGTTCCTGGAGAGGAATCGAGCTGCTGCTAGTCGGTGT

7 blimp1a BRGRBR TACCACCACAGAAAAGAGAAAAAGCGAAAAAAAGAAGTCTAAAGAAATTCCCCGATTGAAACCGCAAGCTATTTTTTCTACGCTTCAACGAGGTCTTCGA

8 blimp1b GYBRBY GTTTGTTGTGATTTTGTACCGCGGTGTTTTTCAAGCGAAAGGGAGAAATGGTTATTGTTGAACACCCTCGCCCGCTCGCTATGCGGGATCTCTACTACCT

9 bmp2/4 YBGYBG AGGAGGAAGTAATGACGACGGCCGAACTGAGATTGTTCCGCAAAGACCTCGATGAGCACCACATCGTAAAACGACACGCACTTCACGACAGAGAAAGTCT

10 bmp5-8 BGBYBG AAGGAGATAAAAGAAGAGTGACAAGTGCCTTACGAATAGGGGAGAATCCTTTGAAATGTTCCTGGTTGCGTGAACAGGATAGGTGAGGAGTTTAGCCTCA

11 bra YGBRBY CCCTCAGTCACCGCTCCCAACCGGCTTGTTCCGTAACCCTCATCCAACCTCGTCACACCAGCACAACCTCGCATCAACGGCGCACGGAATGGCTCCGGTA

12 brn1/2/4 YRGRYG GGGTGTTCTGGGACCAGGTGGTGGTCAGTTACCTAGTCATAATGGTTCCGAAACGGTGATCGAAGACGATGCACCGTCATCGGATGATCTCGAGCAGTTT

13 cdx BRBRGR ACAGCATTCATCAAGCCCTCATCATACCACAGTCGACACCAAACCCAAACTCCCGATCATAACAACGATGACCACGGTCTCCGGCGATGTCATCAAGACG

14 chd GYRBRG GATTGGAGTCCCTAACCGCCTGATTGTGAGATCACCAAAGATGGTGTGAAGATGATGCCGACATCCTCAATGTCAGAGGAATGGAAGGGGTCAGCTGTTG

15 coe RYGBRG GGCCGGAGAGCGAGAAGACTTGACCCATCTGAAGGAGCTACGCCGTGCATCAAGGCAATCAGCCCTAGCGAAGGATGGACAACAGGGGGCGCCACTGTCA

16 cyclophilin BGBRYR CAAGACCAAGTGGCTGAACGGTGCCCATGTTGTCTACGGTAAAGTCCTGGATGGCCTTGATGTTCTGGCCACCATTGAGAACTCTGCTACAGATGAGAAC

17 dach YGRGYG GCGGACTACACACGGTTTACACAAAACTGAAGAGACTGAGCATCACTCCGGTGGTTTGTAACGTAGAACAGGTTCGCATCCTGCGGGGACTTGGGGCGAT

18 delta YRYGYR GAAAATGGAGGAACCTGTCTGCAAGATGTAATGGGAGGATTCATGTGCGAGTGTGCTGAAGGATGGATAGGTACAACATGTACGCAATCGACTGGTAAAG

19 dlx RBYRGY TGACTGGGATGGGTGCGATGAGTCAGACGAGGCACTACGGCTATCACTTTATGAACTCTTCCCTAGCCGGGCACCCTCCGATATACGACCATTCTGATCA

20 dpc4 RYRGRY TGCATATCACTATGAGCGAATTGTGTCACCTGGTATTGATCTGACTGGGCTCACATTACAACACACAGCTGGCCCTCCACGTGTGGTTAAAGACGAGTTT

21 dri BRBRYG GACGTGAAACCAGCCACGCCCATATTGATCTGAACATGATGCGAGCCAATGCCCACCTCAAGGAGATGATGGATAAGAACCGTCGATTTGTTTCTACCCG

22 e2a RYGYGY GCCAACAATGCAAGGGAGCGCATCCGCGTTCGGGACATCAACGAAGCATTCAAAGAACTGGGTAGGATGTGCCAGTTACACCTCAAGCAGGATAAGGCCC

23 e2f3 YRBGRY CAGAATGGTTTGGACGACGACTTTGTTGCGCTCTCGCCACCGGCTGTGGACGACTACCTCTTTGCCTTGAACGACAACGAAGGCATCTCTGACCTGTTCG

24 e2f4 BGBRGR GCCACTGAGTAGACATGAAAAGAGCCTCGGTTTGCTCACTACGAAATTCGTTGGTCTACTTCAAGAAGCACCAGATGGAGTATTAGATCTTAAGCAAGCG

25 ecr YGRGBG TGGAGATAAGGACCAGACAGTCGTGTCGATAGCGTATCAATCGTCAATGCAGATCAGCTGTGTTACACCATGCTGCGTGTTGACAACCTGTCACCGATCC

26 egf2 YGYBGY AGCCCGAGACAGTGAGAACAGATGCTTAAGTGACACCAGCAACTGCGATGGCCATGGTATATGTCAACTGAGTACCTTTGGCCGGAATGAGCGGTACATC

27 elk YRYGBY ATCGTGAGAAATTCCAGTGGACGACGTCCTTACGCAGAGAAGGCGATGAGATGTTCTCAAGACCACCCGTGACAGTGAATGTTCAGGAGGTCTACATCAC

28 emx RBRGYG GGCACGGCGGCATCATCAAGCCTATGCCCACAGAGGCATCCTTCTTTAACACTCTCAGTGGAATGAAGGGACTCTACCACCCTGAGCCCATCTATCACAC

29 endo16 YGBGBR TTCGCGGTTTTGGCCGTGGCGCGGTCAATGCCCACAGAGTTGCAATGTGACATCGACGAGGCCCATACGAATGTTGGAACACCACGAGTAGTCGACGATG

30 erf RGYRYR GCGCTTCACCTACAAATTCAACTTCAGCAAGCTGATTCTAGTGAACTACCCGGGAACCGACCTCAAATATGTGCCTCCGTTCATCCCGCAATCTCGGGGT

31 erg GYGBGB TGTATAGGAAGCATTATCGGTAGTCTCGGACGACCAGACGCTATTTGAGAACACATACCGTGAGGTGAATAAGTCCAACACTATCGTCTCGTCGCCACAC

32 ese RBYRYG TCCGGGACCTTCTCAAGTCCGAATCCTACTGCCCGAAGTTTATCCGATGGGAGGATCGGGAAGCCGGAGTTTTCCGATTCGTCAACTCGGAAGCGGTCGC

33 ets1/2 RGRYBR GCTCATCGCCACACGTACAGAAGCCGAGTAATTCCTGGTCGACGATTCGAGTTCGACCTCCAACAAGAGCCGCGCTGAGCATCAATCATGGCGTCTATGC

34 ets4 RBGBYG TGTCCAGAAGTGGTTGTTATGCGTCGCCAATCGCTTTGAGCTAGGGGAACTCGAGATGGGCCACTTTTACATCAATGGACCAACCCTTGCAACACTCCAG

35 eve GRGRGY CCGACGCCTACTCACTCCACCTCCGATCGCGAGCAGAGCTTCTACATGGTCTCGGTGCACACCCTTACGCAAGACCGTTTCCAAACCCTGCTGCCGCTCC

36 fgf BGBGBY GCGAGTAAGAGAGCCTCGCACGTCATCATCATCGGGTTCTTATGCGTAACCCTGGCGGCAGGTTTATCAGACGATGGCGGGTTGCAAACGAGAAGAGAAC

37 fic BRBYGY GTCACTGGCGCGACTACTCACGAGGGTTCGGCAATGTCAGCTCTGAGTTTTGGCTGGGCAATGAATTCCTTCACCACCTCACCATGCAGTATAACTACAT

38 follistatin GRGYRG CAAGGCCGTAGGCATCGCTCACGAAGGACGATGCGAAAATTTCACTTCATGTTCTGCTTTGAGCTGTGTTCGCGGTAATCAATGTGTGATGGATCCCATC

39 foxa BYGYBR CACGCGCATACACATCAGTGGAGGCTGACACTATATACTTTAGCAGATATATACAAACATACACTCAGCTCACGATCGAGAGAGAGAGAGGAACACAACG

40 foxb RBRBYR ACAGTGATGCCAAGCCGCCATATTCCTACATCTCCCTAACGGCTATGGCTATCCAGAGCTCGCAGGAGAAGATGCTACCCTTGAGTGATATCTATAAATT

41 foxc YBYBGY ATCAAGGAATGGCGATGCAACCTTATCATTCAGCGGCTCCTTCCATACCTGGCGTCATGCATTCGGTGTTTCCACCAGAACAGGGCTACTATCGGCACCC

42 foxd YBRGRY AAGAGGCAGCAACCAGACTTTTTCAGGGAAGCGGGGCATTTCATGACGGGTCCATATCCTATGGGGCGACCAGCATACGGTTATGCGATGGCAGGACTTC

43 foxf RYGRBG TATGATCGGTGGCCCGATGTCGCCACACCTTGCGAACAGCGCACCGAACGCCTGCTCGCCCAACGGTGGATTCATGACTAGCTGCTCGATGGCGGGTGGG

44 foxg YGRGYB GATGAGAATGATGGTGAGAAGGAGAAGGAGAAGGAAGGGGGAAATGATGAGGAGAAGAAAGATGACAAGGACGGTAACTCGACTACGAACAGTGTGCCAA

45 foxi RGRBGY GAATGCAGCCGCCGCATCGACTTTAAATAGTGAGGTTCCTGCATCCCATCTCTCTCCCAACGATATAGCTCATAGCAACATGGCAGCTCTGAGGTACTTC

46 foxj1 BRYGRG GACAGCATGCCAAGCAGCATCCTCAAGGAGGACTTCAGTTGGAACTCCATCTTCGAGTCGGAGATTGAGATCGAAGGCACGCGCATTAAGACGGAGGACA

47 foxk RBRBGR GTCAGAGGCTAAACTAATGGATCAAGCTTACAGAAGAAGACGCCAAAGGGGAGTGCCGTGCTTCAGGACACCCTTTAGCGGGGTCTCATCAAGCCGCTCC

48 foxm GYRGYB AATGCTTTGCTCCTGAAGGCTCCTTTGACATGGCTGCGATGGCAAATCTTCAAATGCAAGCTCTGGTCGGCGATCCTAGCAGAATGCCCATGTTATCAGC

49 foxn2/3 YRGRGR ATGATCCAATGGACCCGCACCGACACATCAATAGCAAACCTCCTTTCTCATTTAGCTGCCTCATATTCATGTCGATAGAGGACTGCCCTCTTAAGCGTCT

50 foxo BGBYGY AGGCAAGTCATCAAGGAGAAGAGCATCCAGCATGGACACCACAAATTCAAAGTTTGAAAGGAAGCGGGGGCGCGTGAAGAAGAAGGTCCTGGAAGAGCGT

51 foxp RBGBYR CGCCTTGATGATTTGTGGGAGAGCATCTCCAACAAGTTCCTGCTGGTGATTGTTGCATGGTACCAAACCAGACTCCATGAGTGAAACCCTGGCAAACAGT

52 foxq2 YRBGYB CATTTCTGGGCAATCCATCCCGCTAACCTTGAAGACTTCGCCCGTGGTGATTACAGGAGACGGCAAGCTCGTCGCCGAGCACGATCAGTCAGTTATTCTC

53 foxy GYGRYG GCCTACCTACCCAGCTTCACAAATCTCGCCTCATCGATTGCCTTACTCCTCATTTTCCATACCATTTGTAGTGTTCTGCACTTGGAGCCATGGAAGCGCA

54 fxr GBYBRB TGGAGATACCAGGTCCTGAGGACCTCAAGAGAGTTACGCCATGGAAAGAGGGCCAGAACTCGGGGCAAGACTCTAGCGATGACAACGGGCCCAAATCGGT

55 gatac BRYRBY TGGGCGCTCTGGCGTAGAGAACCCGAAACTATTTCGGACTAACTTATAGAACTACTGCGAGCTGGACTCTGGGACAGATAAATGCTTTCATTGTGATTGA

56 gatae YBYGBG ACCTCTCATCAAAAACCCAAGGAGATTGCAGTCTGGCTCAAGACGAGAAGGAATTACATGTGCTAACTGTCACACTAGCACTACAACACTGTGGCGTAGG

57 gcm RGRYRB GTTCGGGAGAAATCGTGACTGTTCGGCCAGCCACTTCGGATCGTGCTCGGAAGAAGCAAGGCGATAAGAAATGCCCAAGGACCGGTTGCGATGGCAAACT

58 gsc YRBYRG GTTCAAGAACCGCCGAGCTAAGTGGAGGAAGCAGAAACGGGAGCAACAAGAGGCTGCCAAACGGGCTTCCGAAGCATATAAAACCGAGTACGGGTCCAAA

59 hbn BRYBYG AGGCGCAGCAGCGGCTCACGACGGCGCCAAGCTCTCCCATTCCCTTCCAATCTCCATCCCGAAACTCTACATGTCGCCTGCCGAGAAAGGAAGGAGAATG

60 hes RGRBRY GCTGTCAACAACACATCGCAGGTCACGCAACCGATACGCGTTCAGATCTCGCAGGCGACCTCAACGGCGTTAAGTTCATCAAACGGCATCGTGACATCAC

61 hesc BYGBGY GCAACATCGCCAGTCCAGCAGTTTGCTACAACACCAAACGGCATGGTTCTCCTCCTCCCAGCCCACACCGTCCAACACAACTCGGTCATCTCGGTTCGAG

62 hex YBYRGR CACGTTCCCGGGGCATTCGTTCGGACCGTCGCCGTACGGACAGCCTCAGCATCCGACCGGAGCTTACTACGATCCCGCCGCCTTACCTGGTGGGCTGGCT

63 hh BYBRGY CAACTTATCAGGGTCGCTCAAACGGTGGTTATCGATGAGGCTCGCGGTAGGGAGGGGGAATGTAAATCCACGAGGTATCGGAAGTTGAGCAAGTGGATCA

64 hlf GYBGRG GTGCACCTTTACCGCGGAGGAGCTCAAGCCGCAGCCTATGATCAAGAAGTCACGAAAGATCTACGTGCCCGATGAGCAGAAGGACGACAAGTACTGGGAG

65 hmg1 RBYGRY CAAGAAGGACCGAGACAGTTCAAAGCCTCGTGGACGTATGTCTGCATACGCTTACTTTGTACAGGATTCCAGAGCAGAGCATGGCAAGAACCACCCTAAC

66 hmg2 YRYGRB GTACAGGATCGGCGCAGTAAAGCTGAAGGGCAAGTGAATTTCACCGCTTTCTCTAAGGAATGTGCTGATAGATGGAAGCATATGGATGATGGAGACAAGC

67 hmx1 RGYGYG CGATGTCGCCATCCAGTCCGTCGATGTCCAGCAATGGGTACAGTGAAGGGCCCATATACGGCTCCACTCGACACCCACTATCGGCGACCGTTCCGGGCTT

68 hnf1 GYGBRG GAGAAGTGGTAGATTCCACAGGTCTCAACCAATCACATCTCTCGCAGCATTTGAATAAGGGCACGCCCATGAAGGGCATTAAACGAGCCGCTCTCTACAA

69 hnf4 GBYBRG TGCGTGGTGGACAAGGACAAGAGGAACCAATGCAGATACTGCAGGTTAAAGAAGTGCTTCAGGGCTGGCATGAAGAAAGAAGCTGTTCAGAATGAGCGGG

70 hnf6 RBGBGR ACCTGATACCCATTCGTCTTCAGTAGCACCCGGCTTAAACCCGGGCGATTTCTTTAACGCCACGGATTTCGCGGTGAGTCGCCACTCCAGACCCGGTGGA

71 hnrpr GYRGBY GACGAAAGATGAGATCTTGGAAGAGTTCGCCAAAGTTGAAAAGGGTCTTCTGGATGTCATCATCTACAAGACAGAGGACAAGATGCGCAACCGTGGTTTT

72 hox11/13b BRGBGR AACGCCGTCCATACTCCAAGTTACAGATCTACGAACTAGAGAAGGAGTTCACAACTAACATGTACTTGACCCGAGATCGTCGCTCGAAGCTCTCACAGGC

73 hox7 YRGYRB CGAGGATGGCCGCCACGTATAATTCAGCGTCGTGGGGCAGCACGGCGGCGGAGTTAGGGGACGGGAGCTACCGGGGTAGAGTGAGCGCACTGACTGCTGG

74 id RBGRYB ACGCGCCGGAGTCTCGAACTTCACCATGTCCGATTGCTACGAGAAACTGAAGCAACTTGTGCCGACAATCCCGAAGAACAGGAAAGTCACACGAGTGGAG

75 irxa BYBGBY AGGTCCTAAGGATTCTGAACACGGCGCACTTAGGGATGATTACCGAAGAAGAAGTGGAGAATTGTTAGCTGAACACCACCGACTGAGCGGATTGAATGGC

76 jun RBRBYB AAAACCAGGAGCGCATCAAGGCTGAGAGGAAAAGGCTCAGGAATCGAATCGCCGCCAGCAAGTGCCGCAAGCGCAAGCTTGAGCGTATTGCCAGGTTAGA

77 lefty BGYGYG CGGCGTCGCATTCAACATCGACCCGATCGAGAGAAGTCATCACGCCAGGCAGGTGGCCGACGAGATGGTCTTCGCAACCGACTTTTATCCCGATTCTCCG

78 lhx2.9 BGYBRY CACTACGAAACCCTCTTCGTTCCGTCCTCCGATCAGAGCACCTATCACCATCTCCACCACGCCTCGCCTCCTCCTCCGCAACCAACCCTCCATAATCTCT

79 lim1 GYBGRY GTCGCCGCGCGGAGAGACCTAGCGTCTCGTTCGCTCAACTTTTCGCCCGTAATATCTGTGCATTGAGCCACGGATACCAAGCAAAAGAGAGAGAGAAGAG

80 lmx1 YBGRBG ACCTCATGAAAGTAATGGATCACTGCTGGCACGAGCAATGTCTTCAATGCAGCGTCTGTAGAATAAGACTATCACACTCCTGCTTTGCCAGAGATCGCAA

81 lox YGYBYG ATGGAAGGGAACAATCCCGCGTACTATCACTACATCCCTAAGGGACAATTCCCGATACCTATCACCACGGGTGAAGTTAGCAGCTTTCCCTCTAGCTATA

82 mad GBRBYB ATCTGAAGGTTTTACCTCGCACAAAGACCAGCTATGCAGAGAACAGCGCTTCCTCAGAAGGAGATTGGATTACTTACAGTCTACCTTGCACAGACAACGT

83 max BGBYGR TTGGAGAGATCTTCGACAGGGGAAGTAGCCAAGACCAACGGCATCATTCTCAACACCAAATTATCTCACTACGACGCCGGTTCCGAATCCGACTCGAACT

84 mef2 BRGBGB TGAGTCCTACATCCTAACGCCACGCACTGAAGCCAAATACCAGAAGATCAATGAGGAATTTGACAGAATGATGAATGGTGGAAGTGGGCAACCCATGAGC

85 mitf/tfe3 GBRBRY CAGGTCAAGACAGAACCGTTGGCTTACCCTGAAGAACATGTCCGAGCCCATGCCAAAGAGCGACAGAAGAAGGATAACCACAATATGATTGAGCGAAGGA

86 mlx BGYGRY GCTAGTTTTGCAGAGCTTTCGGCATGTGTATTCAGCTGGCTAGAGGAGTACTGCAAGCCTCAGACACTCCGAGAACTGGTTGCTGAAGTCTTGAGGAAAG

87 msx RGRYGY CTCGCTCTCGAGCGCAAATTCCGCCAAAAGCAGTACCTCTCGATAGCCGAGCGTGCAGAGTTCTCCGCCTCGCTCAACCTCACCGAAACTCAGGTCAAGA

88 myb GBGYGB ATGGCCCTAAGCGTTGGTCTCTCATCAGCAAGTTTCTGGTGGGGCGCACAGGCAAGCAGTGCAGGGAGAGATGGCATAATCATCTGAATCCTGATATAAA

89 myc BRYRYB CAGAGTTCCCTGCTACACATGGACATGACTATCTATAAGACTCTACGAGAGAGAACACTTTACCTCTTTGAGCGTATTGGATTTGGACCACTTACCCAGG

90 nfe2 YRGBGB AAAGAAGTCAATGAGATGCAGCAGAGGTATGCAGAACTCTGTGAAGAAGTCTTTGCCTCGGTTCAGGATGAGCATGGTAGCCCAGTTGATCCCAATGACT

91 nfkb RYBRBG CCTTGACCCTGTCATATCAGTGCCAGTCTTTGATAGCAAGGCACCCAACGCCACGACCCTCAAGATCTGTCGCATGGATAAGAGTGCAGGATGCTGTACA

92 ngn BRBYBR CTGACGAAGATTGAAACCCTTCGCTTCGCCCACAACTACATCTGGGCCCTGTCTCAGATGCTCAACATGGTGGACAGCAGCGAAAATGGTTGCCCAGGAA

93 nk1 RGRGYB CCAGGATGAACGAATGTCGCCTGACTTCTCGATGGCTCATCACGGAGTCGACACAGCATCGCCGTTCTTTTCTCATCGGTCTCCGGGTCGGTTGCTAGCC

94 nk2.1 BRBYBY CTTCGGCCAACAACCCGTATGCCCACATGCACGTCCCTCAGCTTTCCCACAACTATTGCAACGGATCGGTCGGGGAGCTTAGCCAGCACTACAGCGACCA

95 nk2.2 GYRBRY ATCTACGACCAGAGTGACAATCCCTATACCAGATGGCTTCAAACTCAAGGGGGCGATGCAGTGCATTACTCATCTTTGGCACAGAACACCGTATCTCACA

96 nlk RBYBYG CAGGTCAAAGAAGCGCTACACAAATTCATCACCGACAGACATCAGGGTAACACCGTACCTCTATGCATCAACCCGCAATCAGCCGCCTTCAAGAGTTTTG

97 nodal GRBRBG TGGACGTTGATTTCGGTCGAATCGGCTGGGACGAATGGATCATCTACCCAAAGCAGTTCAACGCCTACCGTTGCGTCGGTACGTGTAAGGGACCTCTTGA

98 not BGBRBG CCGTCGTGACACGGACCGAACATCGCCGTCCTCGTCGAATGACTCTTCGTCCTCCACCGCCAACTTCTCGGCCGCGTTGCAGTTGGAGGTGAAGAAGGTC

99 notch YBYRGY CTGCGAGTCTGTCGTTAACTGGTGCAGCCCTCAGAACAACCCTTGCTACAATGGAGCTAACTGCGTTGCAATGGGTCACCTGTATGAGTGTCGCTGTACA

100 otp RBRGYB CCACCGTACTCGATTCACACCGGCCCAACTGAACGAACTGGAGAGAAACTTTGCCAAGACACACTATCCTGATATCTTCATGCGGGAGGAGATTGCGATG



101 otx alpha YGBRYB ATTCTCCGCAGCGTCGATCCGACATTGAACAGCGTTATCAGCTGGACTAAGAACTGGTATCTCCTCTGCTGGCCATTGATTGCTTCACCATACACTCTAC

102 otx beta1/2 YBGRGR GTCTATTGAACATCGCTTAATTATCGTCAGATTATCCTATCATACTTGCCGTTCATTGGCATTTTGTTTAGGAACGTCGCTGGAACATTTCTGCACTTCT

103 p3a2 BRBGRB AGTAACCACATTGCCAGAGGGCACTCAACTTGTTCTAGCAAGCGATGGATCACTCCAAGCTATAAATGATGGCACAGCACAAGGTATTGTTATCCCGGCT

104 pax2/5/8 YGRYBG CTACCTGATGTCGTTCGCCAACGCATCGTCGATCTCGCACACAGCGGCGTCAGGCCGTGCGATATCTCAAGACAACTACGGGTTTCACATGGATGTGTTT

105 pax4 GBGBYR AGGGACAAGTTCACTTCCCGTCGGTCCCTAGAGAGAACCAGTGTTATCCTACTAATAGCATGATAGTGGGGAATCCAGATCTTGAGACTCAATGGGCGGG

106 pax6 BYGYRG GGACTCTACCCGACAGAAGATAGTCGAGTTAGCACACAGCGGCGCCCGTCCGTGCGACATCTCCCGTATACTACAGGTTTCCAATGGCTGCGTCTCGAAG

107 paxb RYBRYG GACTCGTGATTCCTTTATCCGAGTCGGCAGGGTTGCACACATTGACACCTGTGCAGAGTGATACGAACGTAAGGGGCGCTTATACGCGAGTGGTTGAAAG

108 pea BRBYRY TGGAATGCGGCAGGGCGTTCTATGATGATGCAAGCGTACCGGAAAAGGCTCAAGAACAACACAATGAGCCGAGGCATGAGGTGGTGCGAGAAGGGCCTCT

109 pitx2 YGRGBR GGTGTGAAGGGTGGTCACGACGATGGCGACGATTCGGACAACGACCAGGACAACGGCAAGAAGAAGCGTACTCGTCGACAACGCACACATTTCACCAGCC

110 pks YGBRBG CCGTGGTAGGCATTGGAACTCGCCATGCTTGTGGCGCAAACACTACCGATGACTTCTGGAAGGTTCTCAAGGAAGGTAAGGAGTGCATCCTGGACATTCC

111 prox1 GRBYRB TTTGTGCAGCGATACAGAATCACAAGATTCATTTGCGCAGGACAGAGTGGCGGAGGATCGCAGCAGTTTGCTTTATTCGGAAGAAGATATTGCGGAGAGC

112 ptc1 YRGRYB AACTCAGGACATCAATGCTCTCTCATCTGCATCTCTGGAAGATCTCCTCCAAGACTTCTCACGGACAAGTGTTGTTCGGGTTGCCATGGGTTACGCTATC

113 reverb GBRYGB TCAGATGAAGACGGAGCAGCTCATACTAAGCATCCATGAAGCACAGAAGAAGACCTTATGGGATTGGGGCATCCTGCAATGCAGGAGTTATAACCTTCTA

114 runt1 YGYRYB CCGGTACGGAGGAACAACCTACATAACAGTTATAAGATGGCCGAAGGGGGCCAGAGGAATAAGGCCTCATCCGTCTTCAAAGGAGGAGAACGGTCTATTG

115 rx RYBRYR GCACGCAGCAGCGGTCGCTGTCGCTGCAGCCGCCAGCCAAACAGCTATGTTTCCTTTGCTCAGCCCGACTCATCTCACATCGCCTCCTGGCCGCCCTGGG

116 scl BGYGBR ACCGGTGCTGGAGCGGGTAGGCTCGGGTAAAGTCGTACGCCGAATCTTCACCAATAGCCGAGAGCGATGGCGGCAGCAGAATGTTAACTCTGCATTTTCC

117 shr2/tf2.4 RGRBGR AGCACGCTAGCCAGCGTAGTCACATCCTTAGCCAATATGAACAAGAAGACGGAAGAAGGGCCAAGTCATTCACAACAGATCTATTCTCCATCTCAGACCC

118 sim BYRYGR CAGTTACTTAAAGATGCGTGCCCTATTCCCTGAAGCATCGCCAGGTAATGGAGCGGTAAACCGGAGCACCGATCTTATTTGCAATTTTCGCTCCGATTGC

119 sip/smadIP YBRYBG CAGCGACACTGCAATCATCTATCCTGAACCTGTAGAAGACATGGACGGAGTCAATGGCGATACAGATGACCCTGATACTCCTGAAGGAAATGACAACGAA

120 six1/2 YBYBGR GGTTGCCTGCGTCTGCGAGGTTCTCCAACAATCCGGCAACATCGAGAGACTTGGCCGTTTTCTCTGGTCGCTACCTGCCTGTGAGCATCTCCACAAGAAT

121 six3 YBRYGB AAAGAGAGAACGCGGAGTTTGCTCCGGGAGTGGTACCTCCAAGACCCTTATCCTAACCCTACCAAAAAACGTGAACTGGCTCAAGCCACAGGACTTACAC

122 sm50 YBRGYG TTCCCTACAGGATGGCCTCCGAATTCTGTGAAATGGTTACACCTTGTGGAAATGGACCAGCAAAAATGGGTGCTCTGGCTTCAGTTTCGTCGCCTCAGGA

123 smo YBGYRB GAACTGGAAAGAGGATGGCCACATTTCTTGCAGTGCAACGAAGAGCACATGCCTAGAGATTGCAGTGAACCAAACACCTACAAGGCAGTGACATTTAACT

124 snail BRYBYR CCCGTCAACATTCCGCATCCAGTTATCCACAAACCCGAGCCTCTCCAGGCCATTCCCAACCCATCGGCCTACTGGCGACACCATCCGAATGTGATCTACA

125 soxb1 GBRGRG ATGATGCACCACGCACCGTCTGGCACCTCAGCCGCCAAGTCCGAACAAGCGTCGATGCCAACAGAGCGAACGCAGTCAGCAGCCACCGCCGTCTCCGCTG

126 soxb2 RYBYGR TGCCTTTATGGTTTGGTCAAGAGGACAGAGGAGGAAACTTGCTCAGGAAAACCCTAAAATGCACAACTCCGAAATCAGCAAGAGGTTAGGAGCCGAATGG

127 soxc YBGRBY GCTGCTAAGACCACCAGCAGCAAACCAAAAGCCAACAAGCCCAAGTCATCATCGAAATTGACGAAGATGAATGGCATCGTGATCGACCAGATGCACCCGC

128 soxd1 GBRYBG ACTATGAGGAACAAGCCCGACTTGACAAAGCTCATCTGGAGAAATATCCGGACTACAAGTACAAGCCGCGCCCTAAGCGAACGTGCATCATCGACGGCAA

129 soxe RYRBRB GCTGGTGTCGATGTCCGTGACTTTGGTGGCGACATCATGGGCATGGAGGAGTTTTCATCGGAGGAGCTGGACCAGTACATCGTGCAGACCATAGCTAGTG

130 spec1 YBYRBR TCAGTCCTCAAGAGCTGCGTGAAGCGTTGTCAGCAAGCAAACCACCGATGAAGAGGAAGAAAATCAAAGCAATCATCCAGAAAGCCGACGCCAATAAGGA

131 spz12 GBRYGR GAGTGTCTTCATGGAGTGAGGCCCTACGAATGCAAAACTGCGGGAAACGGTTCGCCCAGAAGAGCTGTCTTACGCGTCACACCAAGATCCACACCGGAGA

132 srf YRBGBY GAAGCTGAAAAATGGTATCAGGGACCATGGATCATGTTTACCGGACAGTGACAGTAGCTCTGTTGGTACGGGCTCCGAGCTAGCGGACCGGGACCATGAC

133 su(h) YBRGBG GAGATCATCAACGATGGAGCTTCTTGGACTATTATCAGTACAGACCGGGCAGAGTACAGCTTCTATGAGGGCATGGACCCTGTTAAGATGCTTGTTACAC

134 tbp BGRYBG AAGAGATTTGCAGCAGTGATCATGAGGATACGTGAGCCAAGAACCACAGCTCTAATCTTCAGCTCAGGGAAGATGGTCTGTACTGGTGCAAAGAGTGAAG

135 tbr YRGBGR TCGAATTCACGTCCTAGAGTTGAGCGAGAGCCGCTCTATCCAAACCCATAGCTTTCCCGAGACGCAATTCTTCGGCGTGACGGCCTACCAAAATACTGAT

136 tbx2/3 YGYRYG TCCATTCGCTAAAGGTTTCAGAGATACAGGGGCAGGGAAGAGAGAGAAAAGGAAATACATTGGCGCGACGGGCACATACGAAATCGACCACGGTGATGAC

137 tbx6 RYRBGR ACGGTTGCGATGCGAGGTTGTCTGATTATAACACGGGAAATGGAATGGTCGATACGTTATCGCCCTGTTACACGCAGGACGGTGTCATGGATGACAACGG

138 tead4 BRYRBG TGAGATCTCGCGGTCGCCCATGTGTGAATACATGATCAACTTCATCCACAAACTCAAGCATCTCCCAGAGAAGTACATGATGAACAGTGTTCTAGAGAAC

139 tel GRYRGY CAGCGCATGTTCGAGAAACAACCCTTGCGACTTCCCGGCGGGAAAAACCTCCACGACAACTTCAGCGAGTCGGTGATGGATTCCTCTCAGGTTCCGCCGT

140 tgif RGRBYG AGCTCTACCTATCTCGCTTGGCTAACCTCACTCTTCTCCAGGTGTGCAATTGGTTCATCAACGCTCGAAGACGTATCCTGCCAGAGATGATTCGTCGCGA

141 thr GBGBYB ATGGATCTGAGTAATGGCCCTGAACCGTGTGTAGTATGCGGAGATGCTGCTACTGGCTATCACTACAGGTGTATGACATGCGAAGGATGCAAGGGTTTCT

142 ubq GRGRGR TTGTCAAGACCCTCACCGGCAAGACCATCACACTCGAGGTCGAGCCAAGTGACTCCATCGAGAACGTAAAGGCCAAGATCCAGGACAAAGAAGGCATCCC

143 unc4.1 YGRGYR AGCGAGATCGATTCAGAATGCATGGACAGTATGAGTATTGATACAACGGAGGAGCAGCGAAAACTCCCGGATTCGCCGCGCTTCAAGTTAGCGGCACGAA

144 univin BYBGRG GGAGTTGATGTCAACTTCAGGTAACAACCGACGTGGCAGTCAAGTCATCAAAGAGCTTGGAGCGATAAGCAAAAAATGTACAGCGAATCTGATTGTGACG

145 usf YBYBYG GCTTCACAGAGAACCATCGCTCCGAGGACACACCAGTTCAATACGAAAATTGACAATTCAAGAACGGTTCGTGATGAGAGACGGAGGGCGACTCATAACG

146 vegf3 BGBYBR CTCTCTGGAACAAATGTACTAAGTGGCACGAGCACCGGCGTGAGAGACTCCTGCAAATGTTCCCATTACGACGCCGATGGAAGGCGCGTCTTCGAGCGCG

147 vegfr BYGBRB TTCAATGTTACCTGCAATGTAGAATCACCCCTTGGAATCCAAATCAGGTGGAAATGGGACTATCCAGGTCTTCATAACCCCAACGCTAATCCCAATAATT

148 vitellogenin2 BRGRYR AAACGTTGTTAGTCCTCGCTTGCGTAGCGGCTGGATCTCTAGCTGGACCAGTGAGGGAAACGCAATGTGCAGAAGAATGCAATAGTCGAGATGACGAGGG

149 wnt1 GYGBYR GGTCTCACAGAATCGAGGGACCTTAGCCGCTATTAACAGAGCAGTCAAGATGGCTGTATCAGAGTGTCGATACCAGTTTAAAGAGAGGAGGTGGAACTGT

150 wnt16 GRYRGR CTCTCTGTCAAAGATTCCCGGGACTTACTGTTGAACAGCGGAGAGTATGTTCGAGTACACCCGAGATCATCAACATGATAAGTGAAGGTGCTAAGGTCGG

151 wnt4 GBRYRG TGCTGGAAATCGATGCCGACCTTCGGCGACATTGGACAGGTCCTCAAGGAGAAGTTCGACGGTGCTACTGAAGTCCAGTCCCTGAAGATCGGATCCAGAC

152 wnt5 GBGYRG TCCTTCACGAGAGCACAAGATACAACATGGATAAATCTAGGACTGGACACGAGAGTCCAGCAATTCGATGCCTTCCGGAACCCAGAGCTGTTCATCCTGG

153 wnt8 RYRGYG CAGTGACAATGTACGATTCGGTGAACGAATGGCGAGCGATATCATGGACGACGCAGAGAGTTCACAGGGCGCCATCTCCGTTATGACTCTACATAACAAC

154 wnta YGRBRY GCTAAATTCTGCAAGTCCCACACGTGGTTCACCAGGCAGCAGCTAAAGCTATGTCAGCTCCATCCCGACATCATTCCAAGTGTGACCCAAGGCGCCATGC

155 z108 RGYBRB TGGTGGTGCATACGGGTAGAAAAGACTTCTTGTGTCAGACGTGTGGGCAAAGGTTTGGGCGCAAGGACCATTTAGTGCGGCACACCCGCAAGAGTCACAA

156 z115 YGRBRB ATAATTCTTCTCCAGCCAAAGATAGTAAAGCTGAAAGCCTAGTCCCGTCAAAGAGTCAATCAAAAAGGCTTACCAAGCAAAGGCAACCTGTACAGAAAGC

157 z121 BYRBYB ATAGCACCCTGCGGCGCCTAGTACTCAGCGGCTCCTCGTCAGTGCCATCATCGCGCCAGCACACATCATTGGGGTCTTCGTCGGGGGCACCGCCCAAGAA

158 z13/krl GBYBGR AGCTCACCGAGACGCTCCGACGTTCTCCGACGGGTTCCGCTTCATCAACGGACATATCCGCGATGCCTACGAAGCGTCAACGATTAGATGAGACTTCATC

159 z133/fez GRGYBY TCACCCAAACTCGCATTTTCAATTGATAGCATCTTAGGAATCAAGAAGATGAAGAAATCTAAACTTGAGCCATCGGTGAACGAGGATGCATTCCATAAAG

160 z141 GBGYGR CAATGCCGTGGATAAACTGACCCGTCGACCTCCCAAGAACGTGCTCAGGATCAAGATGGGCTGCACTGACAAGCGTAAGGTACGCAGCGGCAAGCTCAAG

161 z157/ovo GRYBYG ATACTGCTACAAGCAGCGCCGTTCCAAGATATTTGTCTGTGAGGAATGCGGCATCACGACCGAAACCGCCGATTTTCACTACGACCACATCAAGGAGATA

162 z166 YRBYBR GAGGTTCACGTGCGACGTTCCCACAGCGGTAAGCGTCCTTTCGCCTGTGACATTTGCCAAAAGACGTTCGGCCACGCGGTCAGTCTCAGTCAGCACCGCG

163 z188/klf13 BRGYBY TCACATCTTAAAGCTCATCTCAGAACACACACAGGAGAGCGACCATTCCCGTGTAACTGGCAGGACTGTAACAAGCGTTTTGCGCGGTCTGACGAGCTTG

164 z199/sp5 YBYBYB AGTCTATGGCAAGACCTCGCATCTCAAAGCTCATCTGCGTTGGCACACAGGCGAGCGACCCTTCGTTTGCAACTGGCTTTTCTGCGGGAAGTCGTTCACG

165 z204 BYRYBR TCAATGTACATCACTCAGGGACCAACTCAGCAAGGAACGGGAGGAGAAAGGTGTGTTGAAGGAGGAGGTGGATCGTCTCCGGGAGGCCCTTGTCAACTTT

166 z214 YRGBYB AAACGAGCCAATCAGTGAAAGACATCCCTACTGTCACCGCTACTGCTGGATGCTTCACCATGAGTCCTCGTCCCATCGAGAAATCTGACTTCGACGCCGT

167 z22/gli1 GRBYBY GCTTACTCTCGACTTGAGAACCTCAAGACTCATCTTCGATCCCATACCGGTGAGAGACCGTATGTCTGTGAGTTCCAGGGATGTACCAAAGCCTTCTCTA

168 z244/zic BGBRGB CTCGGCAGCCGAGACCACCGCGCTCAGCTCGGGCTTATCTGATAGCACGGGGATGACGCTGAACATGAATTCCTACGGCATGGACACCTCTCATATGACG

169 z30 BGRGRY CGGCGATCAGGGAGGACAAGGTTTACAGACTACCAGATTAAAGTTCTACAGGAGTTTTTCGAAAGCAATGCCTACCCTAAAGATGATGACCTCGACCACC

170 z400/klf3/8/12 BYBYRB TCTGACGAACTCACCAGACACTATCGCAAGCATACGGGTGACAAGCCATTCAAATGTACTCACTGTGACAGGGCGTTCTCAAGATCGGACCATCTCTCGC

171 z48 GRBRGY CACCATGTGTGGTAAGAAGCTGAGTTCTACCAGTTCCTTGGACCGCCACATGTTGATCCATTCTGGAGAGCGTCCCTTTACATGTCCTCTGTGCGCCATG

172 z487 BGBYRY ATCTGATGGCAGCAGAGACTGTTCAGTCATTCCCAGAAGTCAAGCAAGAAATGGAGAGAGGGACACTTGATCATCACCAAACTACATATAGAAGTGTAGC

173 z54/spalt GYBRYR ACCAAGGAGCGTCCATTCCGCTGTGATTGCTGTAGCAAGGGATTCTCCACCAAGGGTAACCTCAAGCAGCACATGCTGACTCACAAAATCAGAGATATGC

174 z55 YGRBGR ACATGGACGAGTGTACCAGTGTAAGCTATGTACACACATTTCTCCTACGAAGACACACTTAAACGAGCACATGAATGTTCATTCAGGGAAGAAGCCCTAC

175 z57 GRGRGB TGTGCAGCGTTTGCCTGAAGTGGTTTAGCCACGAGTCCAAGTTCTTGCTTCACATCCGAAGACACAGCAGCATTAAGCCTTTCAAGTGTAACATGTGCGG

176 z60 RYGRYB AGTTTGATCAACGAAGCGGTATCGGCTCAGCCTATCGTATCCTGCGAGACGGCTTGTTTCACACCTAGCTGCACCTCAAGCTTTCAGATCGCCAGCACTC

177 z62 RYRYGB CCTTCAACTTGCGTATACACTACAGGCGTATCCATGCTTCAGAAGATGAGAAGAAACACCATTGCATGTCCTGTGACTACAAGTGTGCTGACAAAGGCAT

178 z85/klf2/4 BGBYRB GGGAAACCACTGCGACTTTTCATACGAGATTTGGCCTGATATGGAGAGCTTTCTTCAGGAGATCTGTCCGCCAAACAGCTTTGAGGAGCCATCATTTGCC

179 z86 YGBYGR AACAGAAAATTACAAGGCGGCGAGAATGATATCTGAAGCGACCCTCACGCCACCATCATCACCTGAACTTGGTCGTAGCCGCTTAGTGAGTGTGCCTGTT

180 z92 GYRGBG CCCGAATGTGACTTTAGAGGTGCAACGAACAAGATCATCTCGGAGCATGTGATGTGCAAGCATGCCCGCGTCCGCCCGTACACCTGTAAAATATGTGGTT

181 zic BGRBYB AAGAGCTACACACATCCGAGCTCCTTACGCAAACACATGAAGGTGCACAGCAAGTCACCGCCGCCACCCTTTGAAGAAGCCAACGACAGCAGTAGCGAGC

182 POS_A(128) GRYBRG TCAGGCCTTGCCCTTACTAATGGCGCGTTGTAACGGGCCTTGAGGGAATGTCACTATTGAGGCACCCGTTCGACCCTCAGAGATATACCATTCCGCCTAT

183 POS_B(32) YBRGRB ATGAAAGCGCTGCTACTATGATAAGAGTACACGTACAGGTCTCGCCCGATTGGATTATGGCGAGCTGCCGCATTGACGGACATACCTTTGAACGTAATCG

184 POS_C(8) BYBGYB GCCGCTTTCGCTCGGGTCTGCGGGTTATAGCTTTTCAGTCTCGACGGGCTAGCACACATCTGGTTGACTAGGCGCATAGTCGCCATTCACAGATTTGCTC

185 POS_D(2) RGBYGB TACCTGGCATTTGGGCACTTCTTGCGTTTAAGCGGGAAAGATCGCGAGGGCCCGCTATTTGCGATACTTCCCATGTCGGTGCCGTCGCCTCTATGTACTC

186 POS_E(0.5) YGBGRY GGTTGAATTTGAGCGGATGGGCTCAACTGCGTCGTAACCGGTAGATACAGGGCATACGAGCCTCCCTATTTAACGGCATCATCCCGCGTAGTGCTGGTCA

187 POS_F(0.125) GRYRGB ACGAAGCTGTTCGGCCGCACGCAAGTACCTCCCACTTAGAAAGCGAATAACCCAACGACCGTGTTCAACCCTGGCCGTCTCTCAACCAGGTATGCAATCA

188 gfp YBGRGY CCGACCATTATCAACAGAACACTCCAATCGGCGACGGCCCTGTGCTCCTCCCAGACAACCATTACCTGTCCACCCAGTCTGCCCTGTCTAAAGATCCCAA

189 rfp YGYRYR ATGGCCTCCTCCGAGGACGTCATCAAGGAGTTCATGCGCTTCAAGGTGCGCATGGAGGGCTCCGTGAACGGCCACGAGTTCGAGATCGAGGGCGAGGGCG

190 NEG_A(0) GBRYGY AACCGCCGCATACGGCCGATTGTCGCAGCCCGGGTCGATTATAACAACGGTGCAATCTCAGCTAAACCGACGCAGTTTTGCTCCTTGGATTCTGAGCCCG

191 NEG_B(0) YRGBYR GCACTGGCATTGGTCGTTTCAGGAGGCCATACAGAACTGGTTTATATGAAGGAACATGGATCATTTGAAGTCATTGGGGAAACCCTTGATGATGCGGCAG

192 NEG_C(0) BRYRBR GTACAGGCTGCTGGCTCATGTTTCCTTCTACGCTGCACTTGCGGGCATAGAGGTCGGTTGCGATCTATATTCGGAGATAACTATTCACCCAGCGCCACTC

193 NEG_D(0) BYGBYG AGAGATCACGTGGACCAAAGCTGATTGATTACGGGACTGGCCGTAAGTGCTGCCCGCGAGTAGATCGTCTAGATCCGGCTAAAATTCCCTGCGGTGCCTT

194 NEG_E(0) GBRBYG CCCAGATGACCTTCTCCCTCATAATCACTTAATCTGAGCGCAGGAGGCAGGCTGTATTAATTCCGGCCTCCAACCGGACCGTGGAACGACGCGACCAAGT

195 NEG_F(0) YBRYBR GGGTCCTTACCGGCTGTAAGCTCACTACAATCCAGGTACAGAGTGCGTTAACCGGCCATTAGAGGGCCGCTACACCCGTCAGAATTTAAACGTATGGGCG

196 NEG_G(0) RYGYBY ACCCGTATGAACTGTTGCCGGCTCGGAAATGTTAAGGCTCTGCGCACGCACTTTATCATTCGCAGCCTGTTCTGTCAGCGGGTCAGCCTAGGTTACGGTG

197 NEG_H(0) RYGRGR TTGGTCCGAGGAGGCATATAGGAAACGATGGGCACGCGCTATTCAGACGTTATTTGGTATGGAGTAAGAGGCCGGAAACTGGGCTCGATTGATGGATACT

198 bindspike1.1 BGRYGR

199 bindspike2.1 YRBRBY

200 bindspike3.1 RBYBYB

201 purespike1.1 BRYBGY

202 purespike2.1 YGBYBG

203 purespike3.1 GBRGYB



Note 1. Concerning Figure 2A

The Red Line demarcated in Figures 2A1-2 represent a two-fold change in gene expression from moderate abundance onwards.

Hundreds of technical replicates were compared using the nCounter Analysis System.

In no instance has the code count between technical replicates, for any given gene, deviated beyond the demarcated threshold.

This serves to indicate the limit beneath which variation can be attributed to error in the instrument.

Such error increases when measuring exceedingly low abundance levels and the demarcated red line shown in Figure 2A1-2 reflects this phenomenon.

Note 2. Concerning the handling of Raw Code Counts (RCC)

Data manipulation outlined below is per Lane

1. ∑ ALL NEG controls (Barsi code v2 #188 through #197)

2. Calculate NEG NORM Factor as follows: 25 / (value obtained in step 1)

3. Multiply ALL the reads by the NEG NORM Factor obtained in step 2

4. Background correct by subtracting the Gene specific noise for each gene (only if the NO RNA runs suggest this is necessary)

5. If the counts for any given gene transcript turn out negative after Background correction, replace ALL negative values with 0.1 (if step 4 was not required, then step 5 may be ignored as well)

6. ∑ ALL counts w/o controls (Barsi code v2 #1 through #181)

7. Calculate POS NORM Factor as follows: 500,000 / (value obtained in step 6)

8. Multiply ALL the reads by the POS NORM Factor obtained in step 7

9. With the values obtained in step 8, calculate the following ratio: Experiment / Control

Note: In those instances where only one of the two values used in step 9 has been floored @ 0.1: replace the Ratio with a value of 0.5 iff Experiment was floored OR replace with a value of 2 iff Control has been floored

10. The values obtained in step 9 > 2 represent the Fold Difference UP

11. Furthermore, calculate the following: 1 / (value obtained in step 9)

12. The values obtained in step 11 > 2 represent the Fold Difference DOWN

13. Another useful way to assess fold difference is to calculate the following: Log(2) [value obtained in step 9]

14. Values obtained in step 13 > l1l represent Two Fold Difference, where (-) indicates DOWN & (+) indicates UP

15. Remember that the Ratio obtained in step 9 is meaningless for those instances where the Background corrected value has been floored @ 0.1 in step 5

16. Graphically represent data in the form of a labeled Scatter plot [i.e. x(Control) vs y(Experiment)]


