1 Sequence Input:

e Input the sequences of interest into the designated RNA and DNA sequence fields located in the toolbar. Considering the
computational time required for online processing, we impose a restriction that DNA sequences shall not exceed 4000

bases and RNA sequences shall not exceed 5000 nucleotides.

TRIPLEX

@ Select tool tab
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Input DNA Sequence(5'—3', length < 4000 bp)

PLEASE INPUT DNA SEQUENCE

Note: The DNA sequence contains the A, T.G,C. Example:AGAGAGTC

@ Input DNA and RNA sequences

Input RNA Sequence(5'—3', length = 5000 nt)

PLEASE INPUT RNA SEQUENCE

¥

Note: The RNA sequence contains the A T(or U),G,C. Example:ATTCCTAG or AUUCCUAG

Min. Number of Basepairs 8 Max Error Rate Allowed 0% Matching Computation




e Here, we illustrate the input of sequences using HOTAIR (RNA) and the PCDH7 promoter (DNA) as examples. *Please
note: The RNA sequence field is capable of recognizing both thymine (T) and uracil (U), with all inputted T residues
ultimately being converted to U in the output.

TRIPLEX
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Input DNA Sequence(5'—3', length = 4000 bp)

ACTGCAGCCCGTCATGGTTTTTCAGAACAGAGTGGCTTTCTGGGCGCTCGTAGGTTCCCCAGGACCCCGATAACCATGTCCTAACCAAGATCCTAAATCGCGAACCGGAGACACTTTCC &
GGGGGGAGGAGGACGTCGTCTGAGAGGGAGGGAGAAGGAGAAACCTATCCTGACACCAGCTCCGAAAGCTCTCACGCGTGAACTGGGCATTAGTCAAGGGAGGAGGAAATTTACCA
GCCCGAGGGAGGGAAAACAAGTCCCCCAGAGAAGACGGCGGTACTCGCTAGGGAGGGGGACTGGGCTTTGGCTTAAAGAGGACTGGCTGGGATTGGGCACACTTTGAGCGGCCCCT
GGAGCTGAGGCTGGGCTTTCCCGAGCGCGGCGGCTGGCTGACGCTCCCTCCCGCCTCCTTATCCCGGGCCCTCCTCCCTCGCTCTCTCCTAGTGTGTAGTTTCGGCGGCTCGGCTG
CTACTGCCGCCGCCGCTGCAGCAGCAGCGTCAGGGACAAGCCTGATCCGTGAGCGAGCGAGCACCCAGCAGCAACCACCACTTTGGGCAACTTGCGGGTTTCCTGCTCGCGGGTAG
CGAACGGGAGATTCCCACTAGCGGTTCAGTGTCTCCGAGCCGCTGCAGCCCGAGGGGCGGCGGGAGCGCCCGCACCAGACTCTCCCAGACGCGAAAAGGGACGAGACAACTGCGG
AATTCACCAGCCGTGCCAGGGCACTTCCGAGGCCACAACCGACTGACACTTTTTCTCCCCTTGGCAAACTGGATTTTTTTTTTTAAGCTACTTGGCAGCTGTCTCTGACTCCACCTCCCC
CTCCACCCCCGCCCGAAAGCCTTTGGCTTTTCTTCGGAAATCCAGACAGAATTGGGCATCTTTGTTAATTGCCGTTGGGGACGCCCGGCCGTGCGCTTTCGCCGGCTAACGTCGCCTG
TGCTCCGAGCCTGGTTTGCTCACCTTTGAACTGCAAAGGGATCAAGTTCAGCTTGAGTTCCCTGCATTGGGAAGGAGAGAGAGCGTGCAAGAGAGCGAGTGGGAGAGGGGGAAAGG
GGAAAGGAGAGGAGGGAGGAGAGAGAGGAGGGAGGAGAGAGAAAGGGAGGGAGGGAGGGGAGGGATCGAGAGAGAGCGGGGAGAGAGAGGCTGCAATCTCCTCCCT

Note: The DNA sequence contains the A T,G,C. Example:AGAGAGTC

.
Both “T” and “U” can be recognized

AUGCUUCCCCAAAGGGGUUGGGAGUGUGUUUUGUUGGAAAAAAGCUUGGGUUAUABGAAAGCCUUUCCCUGCUACUUGUGUAGACCCAGCCCAAUUUAAGAAUUACAAGGAAGC o
GAAGGGGUUGUGUAGGCCGGAAGCCUCUCUGUCCCGGCUGGAUGCAGGGGACUUGARCUGCUCCGGAAUUUGAGAGGAACAUAGAAGCAAAGGUCCAGCCUUUGCUUCGUGCU
GAUUCCUAGACUUAAGAUUCAAAAACAAAUUUUUAAAAGUGAAACCAGCCCUAGCCUUUGGAAGCUCUUGAAGGUUCAGCACCCACCCAGGAAUCCACCUGCCUGUUACACGCCU
CUCCAAGACACAGUGGCACCGCUUUUCUAACUGGCAGCACAGAGCAACUCUAUAAUAUGCUUAUAUUAGGUCUAGAAGAAUGCAUCUUGAGACACAUGGGUAACCUAAUUAUAUA
AUGCUUGUUCCAUACAGGAGUGAUUAUGCAGUGGGACCCUGCUGCAAACGGGACUUUGCACUCUAAAUAUAGACCCCAGCUUGGGACAAAAGUUGCAGUAGAAAAAUAGACAUAG
GAGAACACUUAAAUAAGUGAUGCAUGUAGACACAGAAGGGGUAUUUAAAAGACAGAAAUAAUAGAAGUACAGAAGAACAGAAAAAAAAUCAGCAGAUGGAGAUUACCAUUCCCAAU
GCCUGAACUUCCUCCUGCUAUUAAGAUUGCUAGAGAAUUGUGUCUUAAACAGUUCAUGAACCCAGAAGAAUGCAAUUUCAAUGUAUUUAGUACACACACAGUAUGUAUAUAAACAC
AACUCACAGAAUAUAUUUUCCAUACAUUGGGUAGGUAUGCACUUUGUGUAUAUAUAAUAAUGUAUUUUCCAUGCAGUUUUAAAAUGUAGAUAUAUUAAUAUCUGGAUGCAUUUUC
UGUGCACUGGUUUUAUAUGCCUUAUGGAGUAUAUACUCACAUGUAGCUAAAUAGACUCAGGACUGCACAUUCCUUGUGUAGGUUGUGUGUGUGUGGUGGUUUUAUGCAUAAAUA  ~
AAGUUUUACAUGUGGUGAH

Note: The RNA sequence contains the A T(or U),G,C. Example:ATTCCTAG or AUUCCUAG

Min. Number of Basepairs 8 Max Error Rate Allowed 0% Matching Computation

Yz

Input RNA Sequence(5'—3', length < 5000 nt)




e CpG Island Prediction (Optional): If you wish to perform only CpG island prediction, please click the "CpG Island" button
to open a new page. On the new page, input the DNA sequence and click the "CpG Island" button to initiate the prediction.
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Input DNA Sequence(5'—3', length < 4000 bp)

PLEASE INPUT DNA SEQUENCE

Note: The DNA sequence contains the A, T.G,C. Example:AGAGAGTC

@ Click to open a new page ——> CpG Island

Input RNA Sequence(5'—3', length < 5000 nt)

PLEASE INPUT RNA SEQUENCE

4%
Note: The RNA sequence contains the A T(or U).G,C. Example:ATTCCTAG or AUUCCUAG

Min. Number of Basepairs 8 Max Error Rate Allowed 0%
e
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Input DNA Sequence(5'—3', length < 4000 bp)

PLEASE INPUT DNA SEQUENCE

%

CpG Island

Note: The DNA sequence contains the A,T,G,C. Example:AGAGAGTC

@ Input DNA sequence o
(® Predicting CpG island




2 Parameter Configuration:

® Prior to conducting RNA-DNA binding predictions using Easy Triplex, it is essential to configure parameters for the
potential formation of triplexes, including the minimum triplex length and the error rate. Users may define the triplex
length according to their requirements, with a minimum 8 pairs. The error rate can be specified via checkboxes as 0%,
<10%, or £20%.

TRIPLEX
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Input DNA Sequence(5'—3', length < 4000 bp)

CTGGAGTTTGATGTTCTCTCTTCACTACTGCAGCCCGTCATGGTTTTTCAGAACAGAGTGGCTTTCTGGGCGCTCGTAGGTTCCCCAGGACCCCGATAACCATGTCCTAACCAAGA o
TCCTAAATCGCGAACCGGAGACACTTTCCGGGGGGAGGAGGACGTCGTCTGAGAGGGAGGGAGAAGGAGAAACCTATCCTGACACCAGCTCCGAAAGCTCTCACGCGTGAACT
GGGCATTAGTCAAGGGAGGAGGAAATTTACCAGCCCGAGGGAGGGAAAACAAGTCCCCCAGAGAAGACGGCGGTACTCGCTAGGGAGGGGGACTGGGCTTTGGCTTAAAGAG

GACTGGCTGGGATTGGGCACACTTTGAGCGGCCCCTGGAGCTGAGGCTGGGCTTTCCCGAGCGCGGCGGCTGGCTGACGCTCCCTCCCGCCTCCTTATCCCGGGCCCTCCTC
CCTCGCTCTCTCCTAGTGTGTAGTTTCGGCGGCTCGGCTGCTACTGCCGCCGCCGCTGCAGCAGCAGCGTCAGGGACAAGCCTGATCCGTGAGCGAGCGAGCACCCAGCAGE

AACCACCACTTTGGGCAACTTGCGGGTTTCCTGCTCGCGGGTAGCGAACGGGAGATTCCCACTAGCGGTTCAGTGTCTCCGAGCCGCTGCAGCCCGAGGGGCGGCGGGAGCG
CCCGCACCAGACTCTCCCAGACGCGAAAAGGGACGAGACAACTGCGGAATTCACCAGCCGTGCCAGGGCACTTCCGAGGCCACAACCGACTGACACTTTTTCTCCCCTTGGCA
AACTGGATTTTTTTTTTTAAGCTACTTGGCAGCTGTCTCTGACTCCACCTCCCCCTCCACCCCCGCCCGAAAGCCTTTGGCTTTTCTTCGGAAATCCAGACAGAATTGGGCATCTTT
GTTAATTGCCGTTGGGGACGCCCGGCCGTGCGCTTTCGCCGGCTAACGTCGCCTGTGCTCCGAGCCTGGTTTGCTCACCTTTGAACTGCAAAGGGATCAAGTTCAGCTTGAGTT
CCCTGCATTGGGAAGGAGAGAGAGCGTGCAAGAGAGCGAGTGGGAGAGGGGGAAAGGGGAAAGGAGAGGAGGGAGGAGAGAGAGGAGGGAGGAGAGAGAAAGGGAGGGA 3

Note: The DNA sequence contains the A T.G,C. Example: AGAGAGTC
CpG Island

-

Input RNA Sequence(5'—3', length < 5000 nt)

GACCAAUUUUAGGAGGCCCAAACAGAGUCCGUUCAGUGUCAGAAAAUGCUUCCCCAAAGGGGUUGGGAGUGUGUUUUGUUGGAAAAAAGCUUGGGUUAUAGGAAAGCCUU o
UCCCUGCUACUUGUGUAGACCCAGCCCAAUUUAAGAAUUACAAGGAAGCGAAGGGGUUGUGUAGGCCGGAAGCCUCUCUGUCCCGGCUGGAUGCAGGGGACUUGAGCUG
CUCCGGAAUUUGAGAGGAACAUAGAAGCAAAGGUCCAGCCUUUGCUUCGUGCUGAUUCCUAGACUUAAGAUUCAAAAACAAAUUUUUAAAAGUGAAACCAGCCCUAGCCUY
UGGAAGCUCUUGAAGGUUCAGCACCCACCCAGGAAUCCACCUGCCUGUUACACGCCUCUCCAAGACACAGUGGCACCGCUUUUCUAACUGGCAGCACAGAGCAACUCUAUA
AUAUGCUUAUAUUAGGUCUAGAAGAAUGCAUCUUGAGACACAUGGGUAACCUAAUUAUAUAAUGCUUGUUCCAUACAGGAGUGAUUAUGCAGUGGGACCCUGCUGCAAACG
GGACUUUGCACUCUAAAUAUAGACCCCAGCUUGGGACAAAAGUUGCAGUAGAAAAAUAGACAUAGGAGAACACUUAAAUAAGUGAUGCAUGUAGACACAGAAGGGGUAUUUA
AAAGACAGAAAUAAUAGAAGUACAGAAGAACAGAAAAAAAAUCAGCAGAUGGAGAUUACCAUUCCCAAUGCCUGAACUUCCUCCUGCUAUUAAGAUUGCUAGAGAAUUGUGU
CUUAAACAGUUCAUGAACCCAGAAGAAUGCAAUUUCAAUGUAUUUAGUACACACACAGUAUGUAUAUAAACACAACUCACAGAAUAUAUUUUCCAUACAUUGGGUAGGUAUG
CACUUUGUGUAUAUAUAAUAAUGUAUUUUCCAUGCAGUUUUAAAAUGUAGAUAUAUUAAUAUCUGGAUGCAUUUUCUGUGCACUGGUUUUAUAUGCCUUAUGGAGUAUAUA
CUCACAUGUAGCUAAAUAGACUCAGGACUGCACAUUCCUUGUGUAGGUUGUGUGUGUGUGGUGGUUUUAUGCAUAAAUAAAGUUUUACAUGUGGUGAA 4

Note: The RNA seguence contains the A T(or U).G,C. Example:ATTCCTAG or AUUCCUAG

8 Max Error Rate Allowed 0% Matching Computation
\ / 0%
Parameter setting

1
20%

A 4

Min. Number of Basepairs




® Once all parameters have been configured, click on “Matching Computation” to initiate the predictive calculations. Using
the aforementioned HOTAIR (RNA) and PCDH7 promoter (DNA) as examples, we set the parameters for a minimum of 15

pairs and a error rate of <10%.

TRIPLEX
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Input DNA Sequence(5'—3', length < 4000 bp)

ACTGCAGCCCGTCATGGTTTTTCAGAACAGAGTGGCTTTCTGGGCGCTCGTAGGTTCCCCAGGACCCCGATAACCATGTCCTAACCAAGATCCTAAATCGCGAACCGGAGACACTTTCC
GGGGGGAGGAGGACGTCGTCTGAGAGGGAGGGAGAAGGAGAAACCTATCCTGACACCAGCTCCGAAAGCTCTCACGCGTGAACTGGGCATTAGTCAAGGGAGGAGGAAATTTACCA
GCCCGAGGGAGGGAAAACAAGTCCCCCAGAGAAGACGGCGGTACTCGCTAGGGAGGGGGACTGGGCTTTGGCTTAAAGAGGACTGGCTGGGATTGGGCACACTTTGAGCGGCCCCT
GGAGCTGAGGCTGGGCTTTCCCGAGCGCGGCGGCTGGCTGACGCTCCCTCCCGCCTCCTTATCCCGGGCCCTCCTCCCTCGCTCTCTCCTAGTGTGTAGTTTCGGCGGCTCGGCTG
CTACTGCCGCCGCCGCTGCAGCAGCAGCGTCAGGGACAAGCCTGATCCGTGAGCGAGCGAGCACCCAGCAGCAACCACCACTTTGGGCAACTTGCGGGTTTCCTGCTCGCGGGTAG
CGAACGGGAGATTCCCACTAGCGGTTCAGTGTCTCCGAGCCGCTGCAGCCCGAGGGGCGGCGGGAGCGCCCGCACCAGACTCTCCCAGACGCGAAAAGGGACGAGACAACTGCGG
AATTCACCAGCCGTGCCAGGGCACTTCCGAGGCCACAACCGACTGACACTTTTTCTCCCCTTGGCAAACTGGATTTTTTTTTTTAAGCTACTTGGCAGCTGTCTCTGACTCCACCTCCCC
CTCCACCCCCGCCCGAAAGCCTTTGGCTTTTCTTCGGAAATCCAGACAGAATTGGGCATCTTTGTTAATTGCCGTTGGGGACGCCCGGCCGTGCGCTTTCGCCGGCTAACGTCGCCTG
TGCTCCGAGCCTGGTTTGCTCACCTTTGAACTGCAAAGGGATCAAGTTCAGCTTGAGTTCCCTGCATTGGGAAGGAGAGAGAGCGTGCAAGAGAGCGAGTGGGAGAGGGGGAAAGG ¥
GGAAAGGAGAGGAGGGAGGAGAGAGAGGAGGGAGGAGAGAGAAAGGGAGGGAGGGAGGGGAGGGATCGAGAGAGAGCGGGGAGAGAGAGGCTGCAATCTCCTCCCT Y

Note: The DNA sequence contains the A, T.G,C. Example:AGA
CpG Island

Input RNA Sequence(5'—3', length = 5000 nt)

AUGCUUCCCCAAAGGGGUUGGGAGUGUGUUUUGUUGGAAAAAAGCUUGGGUUAUAGGAAAGCCUUUCCCUGCUACUUGUGUAGACCCAGCCCAAUUUAAGAAUUACAAGGAAGE +
GAAGGGGUUGUGUAGGCCGGAAGCCUCUCUGUCCCGGCUGGAUGCAGGGGACUUGAGCUGCUCCGGAAUUUGAGAGGAACAUAGAAGCAAAGGUCCAGCCUUUGCUUCGUGCU
GAUUCCUAGACUUAAGAUUCAAAAACAAAUUUUUAAAAGUGAAACCAGCCCUAGCCUUUGGAAGCUCUUGAAGGUUCAGCACCCACCCAGGAAUCCACCUGCCUGUUACACGCCU
CUCCAAGACACAGUGGCACCGCUUUUCUAACUGGCAGCACAGAGCAACUCUAUAAUAUGCUUAUAUUAGGUCUAGAAGAAUGCAUCUUGAGACACAUGGGUAACCUAAUUAUAUA
AUGCUUGUUCCAUACAGGAGUGAUUAUGCAGUGGGACCCUGCUGCAAACGGGACUUUGCACUCUAAAUAUAGACCCCAGCUUGGGACAAAAGUUGCAGUAGAAAAAUAGACAUAG
GAGAACACUUAAAUAAGUGAUGCAUGUAGACACAGAAGGGGUAUUUAAAAGACAGAAAUAAUAGAAGUACAGAAGAACAGAAAAAAAAUCAGCAGAUGGAGAUUACCAUUCCCAAU
GCCUGAACUUCCUCCUGCUAUUAAGAUUGCUAGAGAAUUGUGUCUUAAACAGUUCAUGAACCCAGAAGAAUGCAAUUUCAAUGUAUUUAGUACACACACAGUAUGUAUAUAAACAC
AACUCACAGAAUAUAUUUUCCAUACAUUGGGUAGGUAUGCACUUUGUGUAUAUAUAAUAAUGUAUUUUCCAUGCAGUUUUAAAAUGUAGAUAUAUUAAUAUCUGGAUGCAUUUUC
UGUGCACUGGUUUUAUAUGCCUUAUGGAGUAUAUACUCACAUGUAGCUAAAUAGACUCAGGACUGCACAUUCCUUGUGUAGGUUGUGUGUGUGUGGUGGUUUUAUGCAUAAAUA
AAGUUUUACAUGUGGUGAA v
Note: The RNA sequence contains the A T(or U),G,C. Example:ATTCCTAG or AUUCC

Min. Number of Basepairs 15 Max Error Rate Allowed 10% —> Matching Computation

-




3 Results:

e The predicted triplexes will be displayed in a tabular format, with each column representing specific information about
an individual triplex. Detailed information will be revealed upon clicking the corresponding result entry. The predicted
binding regions for the TTS (blue) and TFO (red) will be shown according to their respective positions within their
sequences. The detailed sequence information for the selected triplex will be presented in the box below.

Matching Result

Serial Gene

DNA: 5'—3', Total:2000

Direction

Details of Selected Interaction

motit Start

End

Position of TTS

Error Rate

Details Sequence

Position of TFO

DNA:

RNA: &

. GAGAGA

=
\E3

AGGAGGGA ... 3

1927

<«— Matching sequences

G Content

U Content

Show CpG Island

-

Matched Num

Matched Sequence =
(]
DNA 5—3 1913 1927 GAGAGAGAGGA.. 6.67% ! ! 15 [wd
. - Q
1 Mixed motif -
RNA 9'=3' 2369 2383 GUGUGUGUGGU 6.67% 53.33% 46.67% 15 W
o
DNA 5'—=3 1907 1921 AGGGAGGAGAG 6.67% 15 =h
2 Mixed motif @
RMNA 3—5 2369 2383 UUGGUGGUGUG 6.67% 53.33% 46.67% 15 y g
=
DNA 5'—-3 1925 1939 GGAGGAGAGAG 6.67% 15 =
3 Mixed motif =
RNA 3'—5 2367 2381 GGUGGUGUGU 6.67% 60% 40% 15 .7
[
DNA 5—3 1801 1916 GAGAGGAGGGA. .. 6.25% 16 >
4 purine motif
RNA I—=5 668 683 GAGAGAAGGGA.. 6.25% 56.25% 0% 16
DNA 5'—3' 1917 1932 GAGAGGAGGGA 6.25% 16
5 purine motif
RMNA 35 666 663 GAGAGAAGGGA.. 6.25% 56.25% 0% 16
T 1 Page Enter Tofal5ltem 5 ltem/Page w




e By clicking on "Filter Column," users can selectively determine which relevant information regarding the predicted
triplexes to display based on their individual preferences. Furthermore, all pertinent information related to the triplexes
can be conveniently downloaded

Download the details of triplexes
p Sl

Matching Result Filter column ———» |
Serial Gene Direction motif Start End Matched Sequence Error Rate G Content Serial Num
Gene
DNA 53 1913 1927 GAGAGAGAGGA 6.67% !
1 Mixed motif Direction
RNA 53 2369 2383 GUGUGUGUGGU... 6.67% 53.33% motit
DNA 53 1907 1921 AGGGAGGAGAG 6.67% ! Start
2 Mixed motif End
RNA =5 2369 2383 UUGGUGGUGUG. .. 6.67% 53.33% )
Matched Sequence
DNA 53 1925 1939 GGAGGAGAGAG.. 6.67% /
™ o
3 Mixed motif . Enor Rale
RNA 35 2367 2381 GGUGGUGUGU... 6.67% 60% G Content
DNA 5.3 1901 1916 GAGAGGAGGGA.. 6.25% . ¥
4 purine motif Matched Num
RNA 35 668 683 GAGAGAAGGGA. .. 6.25% 56.25% — —er
DNA 53 1917 1932 GAGAGGAGGGA. .. 6.25% / / 16
5 purine motif
RNA 3—=5 668 683 GAGAGAAGGGA. .. 6.25% 56.25% 0% 16
- To 1 Page Enter  Tolal5item 5ltem/Page w
Details of Selected Interaction Show CpG Island

DNA: 5'—3', Total:2000
RNA: §'—3', Total:2415

sumag (LTI
Lo ., e ., e
. 0 . . . .
. . L1 el L g
Saaen LT LITTL

Details Sequence

FTTT .
.

1913 1927
DNA: B GAGAGAGAGGAGGGA ... 37
RNA: B GUGUGUGUGGUGGUU ... 3’

2369 2383




e Display CpG Islands (Optional): When the option to display CpG islands is enabled, a green translucent box representing
the CpG islands will appear on the gray DNA sequence bar. The width and extent of this box correspond to the length and

positional context of the CpG islands within the sequence.

Matching Result fWoa
Serial Gene Direction motif Start End Matched Sequence Error Rate G Content U Content Matched Num
DNA 5'—3 1913 1927 GAGAGAGAGGA 6.67% 1 ! 15
1 Mixed motif
RNA =3 2369 2383 GUGUGUGUGGU... 6.67% 53.33% 46.67% 15
DNA 5—=3 1907 1921 AGGGAGGAGAG 6.67% ! 15
2 Mixed motif
RNA 3=5 2369 2383 UUGGUGGUGUG 6.67% 3.33% 46.67% 15
DNA 5—=3 1925 1939 GGAGGAGAGAG 6.67% / f 15
3 Mixed motif
RNA 3I—=9' 2367 2381 GGUGGUGUGU.. 6.67% 60% 40% 15
DNA 5'=3 1901 1916 GAGAGGAGGGA 6.25% { f 16
4 purine motif
RNA 3—5' 668 683 GAGAGAAGGGA 6.25% 56.25% 0% 16
DNA 5'—=3 1917 1932 GAGAGGAGGGA. 6.25% ! i 16
5 purine motif
RNA 3=5 668 683 GAGAGAAGGGA 6.25% 56.25% 0% 16
To 1 Page Enter  Total 5 ltem 5 ltem/Page w
Details of Selected Interaction Download the details of CpG island ——» snow cpG isiana (@)
DNA: 5'—3', Total:2000 /
{ RIS B S TSR S ’ it e 1l L ] Show CpG island
RNA: 53, Total:2415 Position of CpG island
Details Sequence
£ Y
1913 1927
DNA: 5" ... GAGAGAGAGGAGGGA ... 3’
RNA: 5" ... GUGUGUGUGGUGGUU ... 3

2369 2383




e CpG Island Prediction Only (Optional): Upon completing the input of the DNA sequence (PCDH7 promoter, for example)
and specifically targeting the prediction of CpG islands, the identified CpG islands will be displayed in a list format. Users
have the option to click on the "Filter Column" to select the information they wish to display, or they can download the
relevant data directly. Furthermore, hovering the mouse pointer over the CpG positions within the DNA sequence will
trigger a pop-up window that presents pertinent information about the highlighted CpG, facilitating easier reference and

review.

TRIPLEX
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Input DNA Sequence(5'—3', length < 4000 bp)

TCCTAAATCGCGAACCGGAGACACTTTCCGGGGGGAGGAGGACGTCGTCTGAGAGGGAGGGAGAAGGAGAAACCTATCCTGACACCAGCTCCGAAAGCTCTCACGCGTGAACT o
GGGCATTAGTCAAGGGAGGAGGAAATTTACCAGCCCGAGGGAGGGAAAACAAGTCCCCCAGAGAAGACGGCGGTACTCGCTAGGGAGGGGGACTGGGCTTTGGCTTAAAGAG
GACTGGCTGGGATTGGGCACACTTTGAGCGGCCCCTGGAGCTGAGGCTGGGCTTTCCCGAGCGCGGCGGCTGGCTGACGCTCCCTCCCGCCTCCTTATCCCGGGCCCTCCTC
CCTCGCTCTCTCCTAGTGTGTAGTTTCGGCGGCTCGGCTGCTACTGCCGCCGCCGCTGCAGCAGCAGCGTCAGGGACAAGCCTGATCCGTGAGCGAGCGAGCACCCAGCAGC
AACCACCACTTTGGGCAACTTGCGGGTTTCCTGCTCGCGGGTAGCGAACGGGAGATTCCCACTAGCGGTTCAGTGTCTCCGAGCCGCTGCAGCCCGAGGGGCGGCGGGAGCG
CCCGCACCAGACTCTCCCAGACGCGAAAAGGGACGAGACAACTGCGGAATTCACCAGCCGTGCCAGGGCACTTCCGAGGCCACAACCGACTGACACTTTTTCTCCCCTTGGCA
AACTGGATTTTTTTTTTTAAGCTACTTGGCAGCTGTCTCTGACTCCACCTCCCCCTCCACCCCCGCCCGAAAGCCTTTGGCTTTTCTTCGGAAATCCAGACAGAATTGGGCATCTTT
GTTAATTGCCGTTGGGGACGCCCGBCCGTGCGCTTTCGCCGGCTAACGTCGCCTGTGCTCCGAGCCTGGTTTGCTCACCTTTGAACTGCAAAGGGATCAAGTTCAGCTTGAGTT
CCCTGCATTGGGAAGGAGAGAGAGCGTGCAAGAGAGCGAGTGGGAGAGGGGGAAAGGGGAAAGGAGAGGAGGGAGGAGAGAGAGGAGGGAGGAGAGAGAAAGGGAGGGA
GGGAGGGGAGGGATCGAGAGAGAGCGGGGAGAGAGAGGCTGCAATCTCCTCCCT v

AGTC
Position of CpG island

Note: The DNA sequence contains the A T,G.C. Example:AG

CpG Island
[ """" te, ot TTTITRe, aniliTiee, ertiliies oviiiftes, estiiite., o 0o ot TTT R Ses wotiiiiinse at:iilite, o0t Download the details
st Teeilees *" Teactent” Perises *" Teacaee o TCecanaet * Tegeee pise RS B CpG Island Info "ol :
CpG Length:571 of CpG islands
CpG Count:51 \
p ind CpG Ratio:92.28% Filt | -
CpG Island Result Op-Up Window ————> [RSegiumpmpi ilter column —— m| & -
CG Count358 by
Serial CpG Length CpG Count CpG Ratio CpG Expect CG Cou &Gfg;’sﬁ? 7% Start Serial e.. g
al
End:1785 CpG Length =h
571 51 92.28% 17.86% : 1215 5C @]
CpG Count '%
n lo 1 Page Enter Total1ltem 10Item/Page ¥ CpG Ratio o
CpG Expect %
a

CG Count
CG Ratio
Start

End

[CHCE<ECHCHCN<N<N<N<

CpG Sequence




