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Sense  5'GGGTGCGTAACTTTGTCGACAGTCCCATCATTGTAGACATCACCAAGGACACGTTTTACA

       1 ---------+---------+---------+---------+---------+---------+ 60

 anti  3'CCCACGCATTGAAACAGCTGTCAGGGTAGTAACATCTGTAGTGGTTCCTGTGCAAAATGT

 sense

         AACAGCCCATGTTCTACCACCTTGGCCACTTCAGGTGAGTGGAGGGCGGGCACCCCCATT

      61 ---------+---------+---------+---------+---------+---------+ 120

         TTGTCGGGTACAAGATGGTGGAACCGGTGAAGTCCACTCACCTCCCGCCCGTGGGGGTAA

         CCATACCAGGCCTATCATCTCCTACATCGGATGGCTTACATCACTCTACACCACGAGGGA

     121 ---------+---------+---------+---------+---------+---------+ 180

         GGTATGGTCCGGATAGTAGAGGATGTAGCCTACCGAATGTAGTGAGATGTGGTGCTCCCT

         GCAGGAAGGTGTTCAGGGTGGAACCTCGGAAGAGGCACACCCATCCCCTTTTGCACCATG

     181 ---------+---------+---------+---------+---------+---------+ 240

         CGTCCTTCCACAAGTCCCACCTTGGAGCCTTCTCCGTGTGGGTAGGGGAAAACGTGGTAC

         GAGGCAGGAAGTGACTAGGTAGCAACAGAAAACCCCAATGCCTGAGGCTGGACTGCGATG

     241 ---------+---------+---------+---------+---------+---------+ 300

         CTCCGTCCTTCACTGATCCATCGTTGTCTTTTGGGGTTACGGACTCCGACCTGACGCTAC

         CAGAAAAGCAGGGTCAGTGCCCAGCAGCATGGCTCCAGGCCTAGAGAGCCAGGGCAGAGC

     301 ---------+---------+---------+---------+---------+---------+ 360

         GTCTTTTCGTCCCAGTCACGGGTCGTCGTACCGAGGTCCGGATCTCTCGGTCCCGTCTCG

         CTCTGCAGGAGTTATGGGGTGGGTCCGTGGGTGGGTGACTTCTTAGATGAGGGTTTCATG

     361 ---------+---------+---------+---------+---------+---------+ 420

         GAGACGTCCTCAATACCCCACCCAGGCACCCACCCACTGAAGAATCTACTCCCAAAGTAC

         GGAGGTACCCCGAGGGACTCTGACCATCTGTTCCCACATTCAGCAAGTTCATTCCTGAGG

     421 ---------+---------+---------+---------+---------+---------+ 480

         CCTCCATGGGGCTCCCTGAGACTGGTAGACAAGGGTGTAAGTCGTTCAAGTAAGGACTCC

                            Protein sequence F  S  K  F  I  P  E  G -

  L444P mutation                            C

         GCTCCCAGAGAGTGGGGCTGGTTGCCAGTCAGAAGAACGACCTGGACGCAGTGGCACTGA

     481 ---------+---------+---------+---------+---------+---------+ 540

         CGAGGGTCTCTCACCCCGACCAACGGTCAGTCTTCTTGCTGGACCTGCGTCACCGTGACT

           S  Q  R  V  G  L  V  A  S  Q  K  N  D  L(P)D  A  V  A  L  M -

         R463C mutation                        T

         TGCATCCCGATGGCTCTGCTGTTGTGGTCGTGCTAAACCGGTGAGGGCAATGGTGAGGTC

     541 ---------+---------+---------+---------+---------+---------+ 600

         ACGTAGGGCTACCGAGACGACAACACCAGCACGATTTGGCCACTCCCGTTACCACTCCAG

           H  P  D  G  S  A  V  V  V  V  L  N  R(C)  

         TGGGAAGTGGGCTGAAGACAGCGTTGGGGGCCTTGGCAGGATCACACTCTCAGCTTCTCC

     601 ---------+---------+---------+---------+---------+---------+ 660

         ACCCTTCACCCGACTTCTGTCGCAACCCCCGGAACCGTCCTAGTGTGAGAGTCGAAGAGG

         TCCCTGCTCCCTAGCTCCTCTAAGGATGTGCCTCTTACCATCAAGGATCCTGCTGTGGGC

     661 ---------+---------+---------+---------+---------+---------+ 720

         AGGGACGAGGGATCGAGGAGATTCCTACACGGAGAATGGTAGTTCCTAGGACGACACCCG

         TTCCTGGAGACAATCTCACCTGGCTACTCCATTCACACCTACCTGTGGCGTCGCCAGTGA

     721 ---------+---------+---------+---------+---------+---------+ 780

         AAGGACCTCTGTTAGAGTGGACCGATGAGGTAAGTGTGGATGGACACCGCAGCGGTCACT

         TGGAGCAGATACTCAAGGAGGCACTGGGCTCAGCCTGGGCATTAAAGGGACAGAGTCAGC

     781 ---------+---------+---------+---------+---------+---------+ 840

         ACCTCGTCTATGAGTTCCTCCGTGACCCGAGTCGGACCCGTAATTTCCCTGTCTCAGTCG

         TCACACGCTGTCTGTGACTAAAGAGGGCACAGCAGGGCCAGTGTGAGCTTACAGCGACGT

     841 ---------+---------+---------+---------+---------+---------+ 900

         AGTGTGCGACAGACACTGATTTCTCCCGTGTCGTCCCGGTCACACTCGAATGTCGCTGCA

         AAGCCCAGGGGCAATGGTTTGGGTGACTCACTTTCCCCTCTAGGTGGTGCCAGGGGCTGG

     901 ---------+---------+---------+---------+---------+---------+ 960

         TTCGGGTCCCCGTTACCAAACCCACTGAGTGAAAGGGGAGATCCACCACGGTCCCCGACC

         AGGCCCCTAGAAAAAGATCAGTAAGCCCCAGTGTCCCCCCAGCCCCCATGCTTATGTGAA

     961 ---------+---------+---------+---------+---------+---------+ 1020

         TCCGGGGATCTTTTTCTAGTCATTCGGGGTCACAGGGGGGTCGGGGGTACGAATACACTT

         CATGCGCTGTGTGCTGCTTGCTTTGGAAACTGGGCCTGGGTCCAGGCCTAGGGTGAGCTC

    1021 ---------+---------+---------+---------+---------+---------+ 1080

         GTACGCGACACACGACGAACGAAACCTTTGACCCGGACCCAGGTCCGGATCCCACTCGAG

         ACTGTCCGTACAAACACAAGATCAGGGCTGAGGGTAAGGAAAAGAAGAGACTAGGAAAGC

    1081 ---------+---------+---------+---------+---------+---------+ 1140

         TGACAGGCATGTTTGTGTTCTAGTCCCGACTCCCATTCCTTTTCTTCTCTGATCCTTTCG

         TGGGCCCAAAACTGGAGACTGTTTGTCTTTCCTGGAGATGCAGAACTGGGCCCGTGGAGC

    1141 ---------+---------+---------+---------+---------+---------+ 1200

         ACCCGGGTTTTGACCTCTGACAAACAGAAAGGACCTCTACGTCTTGACCCGGGCACCTCG

         AGCAGTGTCAGCATCAGGGCGGAAGCCTTAAAGCAGCAGCGGGTGTGCCCAGGCACCCAG

    1201 ---------+---------+---------+---------+---------+---------+ 1260

         TCGTCACAGTCGTAGTCCCGCCTTCGGAATTTCGTCGTCGCCCACACGGGTCCGTGGGTC

         ATGATTCCTATGGCACCAGCCAGGAAAAATGGCAGCTCTTAAAGGAGAAAATGTTTGAGC

    1261 ---------+---------+---------+---------+---------+---------+ 1320

         TACTAAGGATACCGTGGTCGGTCCTTTTTACCGTCGAGAATTTCCTCTTTTACAAACTCG

         CCAGTCAGTGTGAGTGGCTTTATTCTGGGTGGC3'

    1321 ---------+---------+---------+--- 1353

         GGTCAGTCACACTCACCGAAATAAGACCCACCG5'

Figure S1. The Gaucher gene and the position of the mutations of interest 
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Figure S2.The effect of glycerol on the LD signal (after baseline subtraction) of calf thymus DNA (300 (M) (Top) and the DNA amplimers (wt/wt middle, het/het bottom) at speed 2.8. Thin line, 0% glycerol, thick line, 50% glycerol. 
[image: image2.wmf]3
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Figure S3. The effect of degree of orientation on the LD spectrum of wt/wt (open circles), h1/wt (open squares), and h1/h2 (closed circles). The bottom box shows the data as ratios of the 260 nm/230 nm signals where the issue of concentration differences between samples can be ignored.
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Figure S4. A comparison of the effects of glycerol and alignment on the LD signals of wt/wt (thick lines) and h1/h2 (thin lines). Dashed thin line, continuous thin line, and dashed thick line represent orientation speeds of 1, 2, and 2.8 respectively.







