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Supplemental material

Goldberg and Sharp, http://www.jem.org/cgi/content/full/jem.20111487/DC1

table S1.� Tiling�siPKM2�sequences,�representing�every�possible�19-mer�siRNA�containing�at�least�one�mismatch�between�the�M1�
(exon�9)�and�M2�(exon�10)�isoforms�of�human�pyruvate�kinase

siRNA Sense stand sequence

si1 gcgcaugcagcaccugAUU
si2 cgcaugcagcaccugAUUG
si3 gcaugcagcaccugAUUGC
si4 caugcagcaccugAUUGCC
si5 augcagcaccugAUUGCCC
si6 ugcagcaccugAUUGCCCG
si7 gcagcaccugAUUGCCCGU
si8 cagcaccugAUUGCCCGUG
si9 agcaccugAUUGCCCGUGA
si10 gcaccugAUUGCCCGUGAG
si11 caccugAUUGCCCGUGAGG
si12 accugAUUGCCCGUGAGGC
si13 ccugAUUGCCCGUGAGGCA
si14 cugAUUGCCCGUGAGGCAG
si15 ugAUUGCCCGUGAGGCAGA
si16 gAUUGCCCGUGAGGCAGAG
si17 AUUGCCCGUGAGGCAGAGG
si18 UUGCCCGUGAGGCAGAGGC
si19 UGCCCGUGAGGCAGAGGCU
si20 GCCCGUGAGGCAGAGGCUG
si21 CCCGUGAGGCAGAGGCUGC
si22 CCGUGAGGCAGAGGCUGCC
si23 CGUGAGGCAGAGGCUGCCA
si24 GUGAGGCAGAGGCUGCCAU
si25 UGAGGCAGAGGCUGCCAUC
si26 GAGGCAGAGGCUGCCAUCU
si27 AGGCAGAGGCUGCCAUCUA
si28 GGCAGAGGCUGCCAUCUAC
si29 GCAGAGGCUGCCAUCUACC
si30 CAGAGGCUGCCAUCUACCA
si31 AGAGGCUGCCAUCUACCAC
si32 GAGGCUGCCAUCUACCACU
si33 AGGCUGCCAUCUACCACUU
si34 GGCUGCCAUCUACCACUUg
si35 GCUGCCAUCUACCACUUgC
si36 CUGCCAUCUACCACUUgCA
si37 UGCCAUCUACCACUUgCAA
si38 GCCAUCUACCACUUgCAAU
si39 CCAUCUACCACUUgCAAUU
si40 CAUCUACCACUUgCAAUUA
si41 AUCUACCACUUgCAAUUAU
si42 UCUACCACUUgCAAUUAUU
si43 CUACCACUUgCAAUUAUUU
si44 UACCACUUgCAAUUAUUUG
si45 ACCACUUgCAAUUAUUUGA
si46 CCACUUgCAAUUAUUUGAg
si47 CACUUgCAAUUAUUUGAgG
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table S1.� Tiling�siPKM2�sequences,�representing�every�possible�19-mer�siRNA�containing�at�least�one�mismatch�between�the�M1�
(exon�9)�and�M2�(exon�10)�isoforms�of�human�pyruvate�kinase�(Continued)

siRNA Sense stand sequence

si48 ACUUgCAAUUAUUUGAgGA
si49 CUUgCAAUUAUUUGAgGAA
si50 UUgCAAUUAUUUGAgGAAC
si51 UgCAAUUAUUUGAgGAACU
si52 gCAAUUAUUUGAgGAACUC
si53 CAAUUAUUUGAgGAACUCC
si54 AAUUAUUUGAgGAACUCCg
si55 AUUAUUUGAgGAACUCCgC
si56 UUAUUUGAgGAACUCCgCC
si57 UAUUUGAgGAACUCCgCCG
si58 AUUUGAgGAACUCCgCCGC
si59 UUUGAgGAACUCCgCCGCC
si60 UUGAgGAACUCCgCCGCCU
si61 UGAgGAACUCCgCCGCCUg
si62 GAgGAACUCCgCCGCCUgg
si63 AgGAACUCCgCCGCCUggC
si64 gGAACUCCgCCGCCUggCg
si65 GAACUCCgCCGCCUggCgC
si66 AACUCCgCCGCCUggCgCC
si67 ACUCCgCCGCCUggCgCCC
si68 CUCCgCCGCCUggCgCCCA
si69 UCCgCCGCCUggCgCCCAU
si70 CCgCCGCCUggCgCCCAUU
si71 CgCCGCCUggCgCCCAUUA
si72 gCCGCCUggCgCCCAUUAC
si73 CCGCCUggCgCCCAUUACC
si74 CGCCUggCgCCCAUUACCA
si75 GCCUggCgCCCAUUACCAg
si76 CCUggCgCCCAUUACCAgC
si77 CUggCgCCCAUUACCAgCG
si78 UggCgCCCAUUACCAgCGA
si79 ggCgCCCAUUACCAgCGAC
si80 gCgCCCAUUACCAgCGACC
si81 CgCCCAUUACCAgCGACCC
si82 gCCCAUUACCAgCGACCCC
si83 CCCAUUACCAgCGACCCCA
si84 CCAUUACCAgCGACCCCAC
si85 CAUUACCAgCGACCCCACA
si86 AUUACCAgCGACCCCACAG
si87 UUACCAgCGACCCCACAGA
si88 UACCAgCGACCCCACAGAA
si89 ACCAgCGACCCCACAGAAG
si90 CCAgCGACCCCACAGAAGC
si91 CAgCGACCCCACAGAAGCC
si92 AgCGACCCCACAGAAGCCA
si93 gCGACCCCACAGAAGCCAC
si94 CGACCCCACAGAAGCCACC
si95 GACCCCACAGAAGCCACCG
si96 ACCCCACAGAAGCCACCGC
si97 CCCCACAGAAGCCACCGCC
si98 CCCACAGAAGCCACCGCCg
si99 CCACAGAAGCCACCGCCgU
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siRNA Sense stand sequence

si100 CACAGAAGCCACCGCCgUG
si101 ACAGAAGCCACCGCCgUGG
si102 CAGAAGCCACCGCCgUGGG
si103 AGAAGCCACCGCCgUGGGU
si104 GAAGCCACCGCCgUGGGUg
si105 AAGCCACCGCCgUGGGUgC
si106 AGCCACCGCCgUGGGUgCC
si107 GCCACCGCCgUGGGUgCCG
si108 CCACCGCCgUGGGUgCCGU
si109 CACCGCCgUGGGUgCCGUG
si110 ACCGCCgUGGGUgCCGUGG
si111 CCGCCgUGGGUgCCGUGGA
si112 CGCCgUGGGUgCCGUGGAG
si113 GCCgUGGGUgCCGUGGAGG
si114 CCgUGGGUgCCGUGGAGGC
si115 CgUGGGUgCCGUGGAGGCC
si116 gUGGGUgCCGUGGAGGCCU
si117 UGGGUgCCGUGGAGGCCUC
si118 GGGUgCCGUGGAGGCCUCC
si119 GGUgCCGUGGAGGCCUCCU
si120 GUgCCGUGGAGGCCUCCUU
si121 UgCCGUGGAGGCCUCCUUC
si122 gCCGUGGAGGCCUCCUUCA
si123 CCGUGGAGGCCUCCUUCAA
si124 CGUGGAGGCCUCCUUCAAG
si125 GUGGAGGCCUCCUUCAAGU
si126 UGGAGGCCUCCUUCAAGUG
si127 GGAGGCCUCCUUCAAGUGC
si128 GAGGCCUCCUUCAAGUGCU
si129 AGGCCUCCUUCAAGUGCUg
si130 GGCCUCCUUCAAGUGCUgC
si131 GCCUCCUUCAAGUGCUgCA
si132 CCUCCUUCAAGUGCUgCAg
si133 CUCCUUCAAGUGCUgCAgU
si134 UCCUUCAAGUGCUgCAgUG
si135 CCUUCAAGUGCUgCAgUGG
si136 CUUCAAGUGCUgCAgUGGG
si137 UUCAAGUGCUgCAgUGGGG
si138 UCAAGUGCUgCAgUGGGGC
si139 CAAGUGCUgCAgUGGGGCC
si140 AAGUGCUgCAgUGGGGCCA
si141 AGUGCUgCAgUGGGGCCAU
si142 GUGCUgCAgUGGGGCCAUA
si143 UGCUgCAgUGGGGCCAUAA
si144 GCUgCAgUGGGGCCAUAAU
si145 CUgCAgUGGGGCCAUAAUC
si146 UgCAgUGGGGCCAUAAUCG
si147 gCAgUGGGGCCAUAAUCGU
si148 CAgUGGGGCCAUAAUCGUC
si149 AgUGGGGCCAUAAUCGUCC
si150 gUGGGGCCAUAAUCGUCCU
si151 UGGGGCCAUAAUCGUCCUC

table S1.� Tiling�siPKM2�sequences,�representing�every�possible�19-mer�siRNA�containing�at�least�one�mismatch�between�the�M1�
(exon�9)�and�M2�(exon�10)�isoforms�of�human�pyruvate�kinase�(Continued)
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table S1.� Tiling�siPKM2�sequences,�representing�every�possible�19-mer�siRNA�containing�at�least�one�mismatch�between�the�M1�
(exon�9)�and�M2�(exon�10)�isoforms�of�human�pyruvate�kinase�(Continued)

siRNA Sense stand sequence

si152 GGGGCCAUAAUCGUCCUCA
si153 GGGCCAUAAUCGUCCUCAC
si154 GGCCAUAAUCGUCCUCACC
si155 GCCAUAAUCGUCCUCACCA
si156 CCAUAAUCGUCCUCACCAA
si157 CAUAAUCGUCCUCACCAAG
si158 AUAAUCGUCCUCACCAAGU
si159 UAAUCGUCCUCACCAAGUC
si160 AAUCGUCCUCACCAAGUCU
si161 AUCGUCCUCACCAAGUCUG
si162 UCGUCCUCACCAAGUCUGG
si163 CGUCCUCACCAAGUCUGGC
si164 GUCCUCACCAAGUCUGGCA
si165 UCCUCACCAAGUCUGGCAG
si166 CCUCACCAAGUCUGGCAGg
si167 CUCACCAAGUCUGGCAGgu
si168 UCACCAAGUCUGGCAGguc
si169 CACCAAGUCUGGCAGgucu
si170 ACCAAGUCUGGCAGgucug
si171 CCAAGUCUGGCAGgucugc
si172 CAAGUCUGGCAGgucugcu
si173 AAGUCUGGCAGgucugcuc

siControl CUUACGCUGAGUACUUCGA
siPK GGACCUGAGAUCCGAACUG

The�number�of�mismatches�between�the�two�isoforms�ranges�from�one�(si1,�si173)�to�15�(si76).�Mismatches�are�shown�in�bold.�Nucleotides�from�neighboring�exons�8�and�11�
are�shown�in�lowercase.�The�sequences�of�the�negative�control�(siControl)�and�positive�control�(siPK,�a�commercially�available�sequence�that�targets�a�region�in�exon�5,�which�
is�common�to�both�isoforms)�are�also�given.�All�sequences�have�UU�appended�to�3�termini.


