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FIGURE 2
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FIGURE 3
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FIGURE 4
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FIGURE 5
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FIGURE 6

Algorithm Find_Sites (5’ sites)

Input: A DNA segment P[1..m], a genome G[1..n], and a threshold minlengths of minimum
contiguous exact match.

Output: A set of 5¢ sites.

for i = minlengths downto 1 do

Given the occurrence range of P[i+1..minlength;)], we find the occurrence
range of P[i..minlength;] by Backward search (Lemma 2).

Extend and report all the occurrences of P[1..minlengths]

for i =2 to boundarys - minlengths + 1 do

for j= minlengths+1 to i+minlengths-1 do

Given the occurrence range of P[i..j-1], we find the occurrence range

of P[i..j] by Forward search (Lemma 1).

Extend and report all occurrences of P[i..i+minlengths-1]

End Find_Sites (5’ sites)
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FIGURE 7

Algorithm Match_Sites_1
Input: A set of 5¢ sites and 3° sites.
Output: A set of occurring segments (feasible gene locations).

Sort the 5° sites in ascending order and let A[1], A[2], ..., A[p] be the list of 5° sites.
Sort the 3° sites in ascending order and let B[1], B[2], ..., B[q] be the list of 3 sites.
Let i=1 and j=1.

while (i<pandj<q)do

if (A[i]>B[j]) then

=i+

elseif (B[j1-Ali] £ maxlength)

report (Afi], B[j]) as an occurring segment and j=j+1;

else

i=i+1;

End Match_Sites_1
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FIGURE 8

Algorithm Match_Sites_2
Input: A set of 5° sites and 3° sites.
Output: A set of occurring segments,

Let i=1 and j=1.

if (counts << count;) then

while (i < p) do
find 3’ site located within maxlength downstream from A[i]
report found 3’ site and A[i] as an occurring segment
i=it+1;

elseif (counts >> counts)

while (j < q) do
find 5° site located within max/ength upstream from BJ[j]
report found 5’ site and BJ[j] as an occurring segment
j=itly

else
try Match_Sites_1

End Match_Sites 2
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FIGURE 10
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FIGURE 11
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FIGURE 12

2. Extractor Module Flow Chart
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FIGURE 13

3. Examiner Module Flow Chart
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4, Mapping Module Flow Chart

PCT/SG2006/000151

Click on Mapping Module

v

Mapperdpp.cgi <

v

Display Mapper interface page which contains total ditags,
mapped and unmapped ditags, and mapping status.

Is a library
clicked?

Y

Is the ‘Map
Ditags’ button
clicked?

Is ‘STOP’
button clicked?

A 4

Display library - - - Kill the mapping
summary page Display a dialog window process
v
Genomealign.pl
v
Get mapping parameters from
libraryParameter table v
v Create ‘map’
Start mapping with CSA [« directory

Update mapHistory table; Map ditags and update
tables <library>map, <library>summary,etc.

Is Pending
clicked?

Display pending
(unmapped) ditags

Is PETn
clicked?

Is ‘Download’
button clicked?

Display ditags with n
pairings

Download pages
(in text file
format)




WO 2006/135342 PCT/SG2006/000151

15/20
FIGURE 15

Z4 7778 iitan Tant version 2.0  Hicnsalt Intomet Exalon ; I : Tl Bk

Genome Institute i
|

i
rerr of Singapore

A . ”mm_mu GIS Homepaga  Refetences Conla

By Projoct - By Library -
GiSditags - View by Project
. Project

N B " Noof
S . . Projact Start Total | s
Fxtractor i Frojoct Code Projact Name Dot pltags. Rcegndg '
Examiner | WEE MoES. ouse £ call transcriptome [003-08-01 Uiacsy ka0 ] :
" TECT ProjectFarTest [2004-04-22 581597 102307
Byt iMicroRNA cloning and vy

N cequencig 2004-03-01 16 134
2l 2004-07-01 1214528 1167261 ]
| TRG1SUag Taol Extesctor - Microsoft Titestud Explopex s i
Go B S Frane Tods i 4-04-01 3719 597 .

Plnasa complote the fallowlng to procobd:

Saloct a bbrary: smel3 241103 ]
Spacer Sequance: [GTCGGATCCRAC | SEQIDNO; 3
Alterative Spacer Sequance: [GTCAGATCERAS . SEQ ID NO: 3 Tty
§* Spacer Sequence: SGAC + SEQIDNO: 4 loroject] Library List
B 4 o spacer sequence; [GToaaAToooAG ~ SEQID NO: 5 - fpredect
i Minimum Ditag Len: 38 1 P T N T W of e
. Total Unlus -
Maximum Oltag Len: 0 - Library Ditags Df]:n;l;: ng:g;s .
<fasta reads file to upload: ) ool oo 56900 e | ExpanDiage

-
Saqusncing centar . [Gis

SMESNR 139627 87502 22668, || ExportDitags -
SMEOR R | 117082 | 63879 15541 . ExponOiviay

Do you want to overwiite pre-existing files; Gino Cyes

IHEARENRY ] . <a Glsdnaruo!!bmln 2 o I Enon Ditage
| 17ote: f.n(u Edt View Favortes Tools Help ) . m ot Diags !
| 1, A fibrary has to be selected to host the Ble to be vploaded, Ithe Wy docs ot yek ety cmmnhdnreuplold i rami o Diage |1 &
il 2 ‘The iniput sequences should be in fasta checked and ISdlta Tool Examiner e

3, Other internal parameters applisd o exclide ditags Gontising 3. polyA®) i, inveral ponA(9),or infemal poly spnaDiags
i . Plats Statistics for MoES_cambine ExpontDitags
. - Sl I 1.7 Raat Fponicos
4 Npof q: 01 i
Piate Good Heads | Ditage Cumulative o Ditags
. Delete [ zzat07173| 232 849 | ‘248234
ZZAO70TY 285 810 247385
xpoxthlAgs )
Library: SMEG03 Plato: PO0034 (384 plata (A-Px 1-24)) o Dlms
(“ 28 {7.29%)  Blank, kicked oul by phredPhrap C 161 (41.93%) 0105 difags extracted
E 42898
141973
39672
Sequence; (462bp) 37593
g : :
35573
;133447
- 31460
129231 )
26939
SEQID NO 3
SEQ ID NO: 9 it
SEQIDNO: 3 Spacar
SEQ IDNO: 10 p;tag
SEQID NO: 3 Spacer
SEQIDNO: 11 Ditag TTEGTTTTAABATAATT TATGEEGCEcCeRETREE -
F SEQ ID NO: 3 Spacer wGchGA‘rcccAc
SEQIDNO: 12

SEQIDNO: 3 Spacer
SEQID NO: 13 Hitag f
qshorty

SEQ ID NO: 3 spacer
SEQ IDNO: 14 Ditay..
SEQID NO: 3 space
SEQID NO: 15 incior

GTCGGATCCGAC i
TTRSTETT DT I TATTACCU AR EE 0]

SGarcaaGTe L



WO 2006/135342 PCT/SG2006/000151

16/20

FIGURE 16
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FIGURE 17
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FIGURE 18
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FIGURE 19

Sequence: (462bp)
TGWTAGFbAGLTCGGATCCG&CTTGTGATT&AG&ETTCTCCCﬁG&GACGTGﬁGCCCTGGT SEQIDNO: 6
CGGATCCGACGCGAAGGGCGAGCAGCGGCATAAAGTGATCTCGTTCAAGTCGGATCCGAC
GCTTCCCTTTAAGGGGGCGGCGTCCCTTCCTCA&TA&GTCGGATCCGACTT&GATTTTTA
GAAATCAACGCACGCTGCACTCCCGCGTCGGATCCGACTTCCTTTTAAAATAATTTATGC
CGCCGCCGCTGCCCGTCGGATCCGACGTGGAAGAGGAGGA&ACTTAGTTCGCTGCACCCA

TCOCCE AGACGTGM oo “T¢; SEQIDNO: 7

SEQIDNO:3

1 GCGAACGECGAGCAGCGECATARA , SEQIDNO:

GTCGGATCCGAC SEQ ID NO:

GC ‘ SEQIDNGTS
SEQID NO: 3
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AGCGCCTTGGAGGTCCCAAGCTTT
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SEQUENCE LISTING

<110> Agency for Science, Technology and Research

<120> Method of Processing and/or Genome Mapping of Ditag Sequences
<130> FP3064

<150 US 11/151,591

<151> 2005-06-14

<l60> 31

<170> PatentIn version 3.3

<210> 1

<211> 36

<212> DNA
+<213> Mus musculus

<400> 1

gcegectagagg cggeggeact acaagtttaa tatgaa 36
<210> 2

<211> 37

<212> DNA

<213> Mus musculus

<400> 2

geettttect gtgggagcaa acatgtggtg acaagaa 37
<210> 3

<21l> 12

<212> DNA

<213> Mus musculus

<400> 3

gtcggatceg ac 12
<210> 4

<211l> 12

<212> DNA

<213> Mus musculus

<400> 4

agtggatccg ac ’ 12
<210> 5

<211> 12

<212> DNA

<213> Mus musculus

<400> 5

gtcggatceg ag 12
<210> 6
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<211> '462
<212> DNA
<213> Mus
<400> 6
tggtaccgag
cggatccgac
gcttceettt
gaaatcaacyg
cgcecgeeget
ctaagtcgga
acgagegecet
cttttattac
<210> 7
<211> 58
<212> DNA
<213> Mus
<400> 7
tggtaccgag
<210> 8
<211> 38
<212> DNA
<213> Mus
<400> 8
gcgaacggceg
<210> 9
<211> 37
<212> DNA
<213> Mus
<400> 9
gctteecettt
<210> 10
<211> 37
<212> DNA
<213> Mus
<400> 10
ttagattttt
<210> 11
<211> 36
<212> DNA

musculus

ctecggatceg
gcgaacggcyg
aagggggcgg
cacgectgecac
gccegtegga
teegacttge
tggaggtcce

cgcegegecce

musculus

acttgtgatt
agcagcggcea
cgteectteco
tceegaegteg
tcegacgtgg
agtaacattc
aagctttttg

agactcgtcg

gagatttctce
taaagtgatc
tcattaagte
gatccgactt
aagaggagga
ccgtttttec
agacagaagt

gatccactag

gccgagacgt
tegttcaagt
ggatccgact
ccttttaaaa
aacttagttc
tgcctaagee
cggatccgac

ta

PCT/SG2006/000151
gaccecctegt 60
cggatcecgac 120
tagattttta 180
taatttatge 240
gctgcacccea 300
gteggatceg 360
ttggtgtttg 420
462

cteggateceg acttgtgatt gagatttcte geecgagacgt gaccccte

musculus

agcagcggca taaagtgatc tcgttcaa

musculus

aagggggcgg cgtccettce teattaa

musculus

agaaatcaac gcacgectgca ctececge

58

38

37

37
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<213> Mus
<400> 11
ttecttttaa
<210> 12
<211l> 38
<212> DNA
<213> Mus
<400> 12
gtggaagagyg
<210> 13
<211l> 34
<212> DNA
<213> Mus
<400> 13
ttgcagtaac
<210> 14
<21l> 36
<212> DNA
<213> Mus
<400> 14
gagcgecettyg
<210> 15
<211l> 52
<212> DNA
<213> Mus
<400> 15
ttggtgtttg
<210> 16
<211l> 35
<212> DNA
<213> Mus
<400> 16
gctttececggt
<210> 17
<21ll> 35
<212> DNA
«<213> Mus
<400> 17
cctttetgag
<210> 18

PCT/SG2006/000151
3

musculus
aataatttat gccgcegecg ctgecce 36
musculus
aggaaactta gttcgetgca cccactaa 38
musculus
attccegttt ttecctgecta agec 34
musculus
gaggtcccaa gctttttgag acagaa 36

musculus

cttttattac cgegegecce agactegtceg gatccactag ta

musculus

ggaggagtct tgctttgtgt aagcc

musculus

cceceggegaa atcgtettaa tggte

52

35

35
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<211l> 235
<212> DNA
<213> Mus
<400> 18
.ggtctttecg
<210> 19
<211l> 35
<212> DNA
<213> Mus
<400> 19
tcteggcetge
<210> 20
<211> 35
<212> DNA
<213> Mus
<400> 20
gagcgecgta
<210> 21
<211l> 33
<212> DNA
<213> Mus
<400> 21
gatgtggtge
<210> 22
<211l> 34
<212> DNA
<213> Mus
<400> 22
ggcggceegeg
<210> 23
<211l> 34
<212> DNA
<213> Mus
<400> 23
ggaatccgag
<210> 24
<211l> 35
<212> DNA
<213> Mus
<400> 24
gagtctccac

musculus

gacctggcca aaaaaacatt ggacg

musculus

ggactgagaa tactttttge atcct

musculus

gccagcccce agcectgetgac aaccce

musculus

ggaaggagaa atatttgttt gtg

musculus

tggttectge taaggcgaaa acgt

musculus

gggttgggtt aaaacttgaa atgg

musculus

ccggatteta aagtatatac ccccce
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<210> 25
<211l> 35
<212> DNA
<213> Mus
<400> 25
gcttteettt
<210> 26
<211l> 35
<212> DNA
<213> Mus
<4QO> 26
gggggccggg
<210> 27
<211l> 35
<212> DNA-
<213> Mus
<400> 27
ggggcgacct
<210> 28
<211> 34
<212> DNA
<213> Mus
<400> 28
ggecettetge
<210> 29
<21l1l> 35
<212> DNA
<213> Mus
<400> 29
ggtctttetg
<210> 30
<21l> 34
<212> DNA
<213> Mus
<400> 30
gctetegaac
<210> 31
<211l> 34
<212> DNA
<213> Mus
<400> 31

musculus

cageggeget aataaaatct tgaac

musculus

ggcggceggag taaagactac agacce

musculus

cttectgega aacgtgaatt ctgag

musculus

caatccagta catttgaaat tacc

musculus

cggaatccgt ggacatttte ctgcg

musculus

caggctgege gagactgact ggec

musculus
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