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HiBERT / LABCH|ERSE  Heln | English

GGGenome

| | % | Human genome, GRCh37/ng19 (Fed, 200G)

HBEZIAVY T/ F oy O 0 | (METSERENOES D25%FT)
(I BAEERE O 4AEOLEE () —HEOIHER

H ] k
o [ TTCATTGACAACATT ] ...... WRES R
. ZGELS

s BT rPEEEDOF—T7—FEEA GGR J!\. {CCE) ~
o &) £ R® Tnanog, E®M# ° http://GGRNA.dbcls.ip/hs/nanog

MR EAD U

« http[s]://GGGenome.dbcls.jp/db/k/[strand]/sequence[.format]{.download]
o db — hgl9, mml0, dm3, celQ, TAIR10, pombe, refseg, etc. HEEFFIE hgls
RETERT—IN—Z—K
o K+ HBTZIAR9F /ey 708, BFHXREVELESTS, 4BEE0
o strand — '+' ('plus’) EiE - (‘'minus’) PRIEOFFEOHEEE, SEIFETAEEME
o sequence — EEEN, XF - hEFEERI L
o format — html, txt, csv, bed, gff, json. #EEEFIE html
o download — URLOBECHNT S EMBERE 7 A ELTY O yO0-FTED
= Hl1 : http://GGGenome.dbcls.ip/TTCATTGACAACATT
e ERY /A hols (HEET]) T
o ZARwF/ /Xy TEFEES (D)
o TTCATTGACAACATT Z&¥E L
o html #23 (#EE0]) TERERT
« H2° hittp://GGGenome.dbcls.jp/mm10/2/ +/ TTCATTGACAACATTGCGT. txt
o ARG /L mmld T
o 2ZATYF/IEr Y FECHELT




5

GGGenome Ic &k B IEEAHIETE

Database Center
for Life Science

mW”DBCLS
=

toidER7 / ABCAIRSE  Hel | English

(_Z_GGe{ 0me

WCACT(EACAACAT{GA&TA || ﬂ*' Human genome, GRCh37/hgl9 (Feb, 2009)

HEYZIAVYF /Aoy To% 0 | (METSERFNOEAD25%ET)
(M AEERE O 4AEOSHEER () —HEOHER

2017-06-28 06:20:32, GGGanome : Human genome, GRCh37/hgl9 (Feb, 2009)

Summary:

= TTCACTGACAACATTGAGTA (1}
» TACTCAATGTTGTCAGTGAA (0%
« TOTAL (1)

Results:

RATIEANOZET (SAVYT - WARK) |

chr2:30898313-30898332 vaoReR3Ll
GCCCCCAGCCACTTATATGTATTTTTTAAATTCACTGACAACATTGAGTAGAARAGATAATTTTTTTTTTTTTGAGACAG
=3 | 4 /1 |

Data Export:

FROZ7A—Vo FCRX100000ETREEREDR TEET,

STEYIDFHA L - FBn | FuvyD—F
T2 RILSORHAY I MCEBEICATEZRT,
CSVIEH — &R | F2>0O—F

el o O S [ e - L T e R T i 1 e ] I By O i e o

| fe
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HEHEEET / LAECH\RSE  Helo | English

GGGenome

?TT:ACTGACAACAH || ﬂ* Human genome, GRCh37/ngl9 (Feo, 2009)

HRYIZZIAVYF /oy 7OE 0 | (BRETSERENOEZD25%ET)
(I WAEERE 4 FHEOLER (- AHEOHER

2017-06-28 06:20:47, GGGenome : Human genome, GRCh37/hgl9 (Feb, 2009)

Summary:

= TTCACTGACAACATT {10}
» AATGTTGTCAGTGAA (7)
« TOTAL (17)

Results:

MEFICENF2E2ET (SATYTF - BARE) |,

chrl:173400829-173400843 vy 173400829 .
TTTTCACATGEACTACCTTGLCTGCTGTCOTTCACTGACAACAT T TCAGGGTCTCGCAAGGCATOGAATACAATG

chrl:197463616-197463630 wi197463516
AATGATCTTTACTGTTAACACTG EACTI‘M&TTEAHGAEMEATHM__JT AAAGAAAGAGATTATGATTLGATAAA

chr2:30858313-30898327 ¥ 30898313
GCCCCCAGCCACTTATATGTATTTTTTAAATTCACTGACAACATTIGAGTAGAAAAGATAATTTTTTTTTITTTTGA

chr2:163535086-163535100 wis3s3soss

chr3:117135824-117135838 wi117135824
TCCCCTAGCAAATCAATTCAACTTCTGTTATTCACTGACAACATTGTTTTTTCTACTGGCTGCAGCTTTTCACAA

e .. # . "y A aSreSsE™ 4 "STrAad ™ odH
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tHiBEET / LABCY\RSE  Hen | English

GGGenome

TTCACTGACA || ﬂiﬁ_ | | Human genome, GRCh37/hg19 (Feb, 2009)

HRYZIATYF/ Aoy T 0 | (BETSERFNOEXD25%ET)
(O WAEERE (O 4FEOLEE () —HEOIHRR

2017-06-28 06:21:00, GGGenome : Human genome, GRCh37/hagl9 (Feb, 2009)

Summary:

» TTCACTGACA (4957}
» TGTCAGTGAA (5068}
« TOTAL (10025)

Results:

RESTIEF22ET (SATYTF - BARE) |

chrl:620618-620627 Y 520618

ATACTAGAATTTTAAAAGCAAATGTCTT I.ﬁﬁT CACTGACAACATAATCATCTATAAAGAAAATCCTACAT

chrl:728363-728372 Y 728363
CCCTCAGCCACACAGCTOACGCTOTAGAGAT TCACTGACATCCAGTCTRATOLACACTGTTTCTCCAGEC

chri:1336263-1336272 ¥ 1336263
CCGCAGGGCTCTGCCACATCCCTGTCTTCOTTCACT GACATGAAACGCAGAAAAGGCAGCTTTGCCACAA

chrl:3274566-3274575 ¥ 3274565

chrl:3783925-3783934 ¥ 37E3925

CTCCGCTRCGTGTAGATACCACACTGTCT #{T!'EAEI'EAEQCTTEGEWGDTE CACCTTTTGGLCTGGLC

PR PR I R B O W T T T |



> 27 it
GGGenome Ic & 3 EERIIRT 2 o

HEHEEET / LABCHRSE  Helo | Enalish

GG_Geuome

pr e e

TTCACTGACAACATTGAGTA Il 83} | | Human genome, GRCh37/ng19 (Fed, 2009)

HBISEAVeF/Are 7O (2 | (RETSERENOREZDI5%ET)
(I RAEERE O 4AEOREE () —HEOIRER

2017-06-2B 06:21:13, GGGenome : Human genome, GRCh37/hgl9 (Feb, 2009)

Summary:

= TTCACTGACAACATTGAGTA (36)
« TACTCAATGTTGTCAGTGAA (33)
« TOTAL (69)

Results:

METCENOEET (SATYTF - BARRK) |

chrl:77930953-77930971 ¥ 77930953

AGCAGTACTCAAGATCACCTTTTTTTAAAGTTCACT G- CAACATTCAGTAGATGAAAAATGTGTAGCTGTAATTCATTGA

chri:106947513-106947532 wi106947513 .
TAGAAAACATACCACATAAAGAAGCAATCT TTCACTGCACAA-ATTGAGTATAAAATTTAACCCGTTTGAAAGGGTCATTA

chr2:30898313-30858332 ¥ 30898313
GCCCCCAGCCACTTATATGTATTTTTTAAATTCACT GACAACATTGAGTAGAAAAGATAATTTTTTTTTTTTTGAGACAG

chr2:141517099-141517116 wi41517009
TTTATTTTCTTTAACACAGCCTTTGATAAATTCACTGAC-ACATTGAGT. ~TAGCCATAGTGTGTAATGGGAGACTGCCCA

chr2:163535086-163535103 wis3535086
TGAGAAAGAGGACACCCTAAGAATTATGGC TTCACTGACAACATT-AG-AGAACATATCAAACTCAAACGAATATTCTGE

Al .. ™ d s d =N O bd STy Ty o L i T
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Genomes Genome Browser Tools Mimors Downloads My Data

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly

move | << | =< | = | = i:-'.:-.::-':-::- Zoom in | 1.5x | 3% | 10% | base | ZOOM out | 1.5% | 3x | 10%x | 100% |

chri ITT,QBD,QEB—??,QEU,QT‘ 19 i::p. ! enter position, gene symbal, HCGVS or search terms || go |

chrd (i1 [0 B OB B0 BV BN W SSNEGEEEY B BN B BN iz ll A EE B B il st sER

Scale S bazes| | hais
chrl 77,958,955 77,958, 958] 77,938,965 77,950, 978]
Uil eiEIH, T T o} FA o T G (o4 A Fi o A T T o Fi ] T
UCEC Genes cRefsedq, GenBank, CCDS, Efam, TRHAS & Comparative Genomics)
AkS ;
=i AKS:
REefseq Genes
1l Eefzeq Genes
Fuk Tications! Sedquences iR SCiEHtiFiQ Articles
Sedquences
= ZMF=
Gene EXpression 1h 53 Tissues from GTEx EMA-=ed of 8555 samples (578 donors)
AKE
. || ] ] - 1] | —
=n 1e8 _ HE3K27AC Mark ¢OFten Found Hear Hct1ve Regulatory Elementsi on 7 cell lines from EMCODE
Lagered HI3K2TAC
— B -~
h: DMasel Hupersensitivity Clusters in 125 cell tgpes from EMCODE (W3
_| DMase Clusters : 5 AT = : : =1 : =
Transcr iption Factor ChIF2sSeq ¢161 factorsy from EMCODE with Factorbook Mot ifs
Txn Factor ChIF
4,88 _ ieae wertebrates Bazewize Conseprwation bd  FhdloF
L s S ————— — TS— pap——=7 _f
= el
MUTEiZ Alignments of 188 Vertekrates
Humar T T C A > x G C A A C A T T c A G T A
RhHesus T T o4 A C T G o A A C T T i FA G o A
MGUEE = = - = = — = — =t = - - - = rr =2 = =3 = = = =
Doo i T C g C T G o A Fi C T T T C A G T A
E 1ephant iz T C A c T G C A T C T T T C A G C A
Ch i cken
A_tropicalis
Zebraf ish
Lampired
Zimple Hucleotide Polumorphisms (dbSHE 1473 Found in := 1% of Samples
_J Common SMESC 1470
| Datakba=ze of Genomic Yardianhts:! EStructural Yaridation (CHY, Invers+ion, Insdeld
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X X l
X X

4 NETBHE. ENMiEnd
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® PRLRA =FFEIVIY) IKiF->TWS
O FERZzIEFIFXLGFATHATES

EEAR

http[s]://GGGenome.dbcls.jp/hg38/2/ATAGGACCATA[.txt]

/ / f y

& S{LIE(E : ‘
ows . VERT/L BT DRI ERT

hg38Icx L
WDFERIETEFA B
RBRKIAVTYF- (txt) ‘e T

EARK =2 T

@@ Licensed under CC-BY 4.0 ©2019 Akl#ts (DBCLS)
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- C | @ gggenome.dbcls.jp/2/TTCACTCGACAACATTGAGTA.Ix %
# [ GGGenome | Z2018-@7-88 84:33:37 ] /ﬂ\

# dotabase; Human genome, GRCh3F/hgl9 (Feb, Z2809)

# query: TTCACTGACAACATTGAGTA 4 I

# count: 6

# query: TACTCAATGTTGTCAGTGAA Y | i

# count: 33 tXt

# nome strond start end snippet snippet_pos snippe t aolign edit match mis dal ins

chrl 1 F7a38953 F7938971

TCATGAAATGGAAGTOCT G CACT TCAGGG TCCTGTAAAGAGATAATGCTGATGCCAGGCCA, g{TEAﬂ[TTTTTTTAAAGTT[A[TGEAAEATT{AGTAGATEAAAAATGTGTAGCTETAATTCATTGAAGGC
AGTCTGTTCT TGAGT TACCATGGCAAC TGO TCAATTAAGT GAAAAAAAAT GAAAAAATA . Fra31e71 TTCACTGACAACATTGAGTA TTCACTG-CAACATTCAGTA WA N
REN ausmnes | prannnslonoe 18 i | (5] 1

chrl 1 186947513 186947532

TCATCTGGTCTATATG TCCCATGT TCATAAAGTTGATAACATCAAAACACGGAAAGTATAGGAAATAACATAGAARACATACCACATAAAGAAGCAATCTTTCACTGCACARAT TCAGTATAAAAT TTAACCCGTTTCAAAGGG TCATTATAT
ATGAGCAGCAGAAAGACAAGTGGAGTATAAAGAAAATCGGC T TTAAMAGTCARACTTGLCT 186947413 186947632 TTCACTG-ACAACATTGAGTA  TTCACTGCACAA-ATTGAGTA  ILLIILI |
I I | | | | | | Lot --._-Eu....._l...-- Py 19 ﬂ 1 1 |
TTGATCTCCTGACC TCGTGATCCACC TGO TCRCCCTCCCAAAGTGLTGOGATTACAGGC AT GAGC CACCGCCCOCAGCCACTTATATGTATTT T T TAAAT TCACTGACAACAT TCAGTAGAAAAGATAATTTTTTTTTTTTTGAGACAGAGT
TGTTGCCCAGLGGGAC TGCAGTGGCACAATCTTGRC TCAC TGCAACCTCCACCTCCLGTG IBEIR213 IBa98432 TTCACTGACAACATTGAGTA TTCACTGACAACATTGAGTA
RUNREEENEEREEERRRAY 0 A A 0 28 @ @ @

chré 1 1415179499 14

AATTTTCAGTAAAATTAAATAATAAATAAAGGAA GTATC

CTGATTTGTTTCATTETTCT TGAGCACCATTGCA) 11 17 " 7 RERE
TS TTCA-ACAG 7 “match
chrd 1 163535886 16 q u e ry a C

G

CTCATCOTGACTCCACACATAT TGLACAGAAGGG

TETLGATTTTGETTTAGAGTCCATGAGAGT AAGA 11 - 1/ 11 - 114 [
e s LT "align 1 “mis
chrl 1 186291385 18

CCCATCATCACCAATATCATTATCTCATCTTCC
TTTTTTTGAGCAGGLTCTATAATAACAARALT
FELETErenn | T D
chré 1 286339588 Fa
ATGAATCAAAGCCTTCAAACATATTGCCAACAA
GAARAATAGTACTGTATCATTTTACATTGAALTT
O I e s e 18
chrl 1 235498941 23

TTCACACGG "“sbjct” 1 "del” i
====D==X= "edit” 0@ "ins” it

CTTGAAGGGGLCAGGTGEGCAGACAGATAGTTCAL — S : . : AGGL
GOACCTATTATAGAGCCTGOGCTCATGT TAGG TAAT GLAGGGAALGGL TCAAAGAALCCGE £35498841 £35499068 TTCACTOACAACATTG-AGTA  TTCACTGAC-ACATTGCAGTA  ILILTLDEI
ARN cnmmemana[aransnflanes 19 % 1 1

chr3 1 77B3221 7763239

CAGAGAT T AT LA TAGC T TaaT TETAGT T T T T T GACAGCAT CAGC T TG TAGT TCTCCCAGTC T TCACT TCATCAGT GLACACAT AGATCAAT TCTTCACTGCARAATTCAGTACTCAATAAAT AAACT TACT TCAGLTAACCTAACT
TTCTAGCACTAATCAGTAGATATCCAATTTATTAAACCAAAATCAATAAAATATATAAA 7783121 7763339 TTCACTGACAACATTCAGTA TTCACTG-CAARATTLAGTA FEERREE e FErrtit
chr3 il 187912698 187912716
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Database Center
for Life Science

mW”DBCLS
=

- & | (D gggenome.dbcls.jp/2/ TTCACTGACAACATTGAGTA. bed

trock nome=GGGenome description="GGGenome matches"” /\

chrl 77938952 77930971 . 4] |

chri 186947512 186947532 . 5] 4 / \

chré IBR98312 IBB9R332 : 8 1

chré 141517098 141517117 s @ + Vi i

chr? 163535085 163535106 3 8 + bed

chré 1862913034 186791324 ; a i

chreé ZB6339587 £B6339526 . 8 }

chré 23549585948 £354989640 . 2 1 \ j

chr3 Frh322e 7763239 . A i

chr3 187912697 187912716 ; %] 3

chr3 119451772 119451792 a 1

chr3 176282653 176282673 2 i

chrd 127134995 12713515 Scale 188 Kb} | ha19

chrd 12EB1190R 17E8B11924 o chr¥: | 74,250,008| 74,300,000 74,350,000| 74,400,000 74,459,0008| 74,500,008| 74,550,008|

chrs 59944797 59944811 GGGenome matches

chrs 86132916 86132934 | GeGenome 1111 A 1 1 | ' i Il '

ChFE 22543153 22543153 /\ ﬁéJCCBS‘(?: Genﬁﬁ* (Refseq, GenBank, CCDE, Rfam, TEMNAs & Compiil;-gt{_we Genomics) .y
chro B22e0242 B2Z60261 ABCET HHI- UPRT i ZDHHC1S m
chro 95214882 95214821 f \ UPRT == ZDHHC 1§74
chré 185109671 185199699 R Y s

chro 151888191 151@88204 =

chr7  B118613 8118632 . 0 | refseq cenes G G G enome - ——HHH -
chr? A1BR9137 41689156 h Scientific Articles

chr§  9@913783 9BO13803 S - l l l
chrB 93876074 93876095 l s h It tr k Ll

chril 22831616 £2831635 Human mRNAS ac

chril 92152290 53182715 ] Nk leléulinlspllilclel‘llIIIIIIIH—H—HHIHIII Hmen i
chriz 184439369 184489329 | Spliced ESTs /1} — —++HHHH H
ch-r-_':_.q_ 31125955 311259?5 _] CpG Islands (Islands < 588 Bases are Light Gresn)

chr"15 g?‘ﬂ-d‘EE“Ell 9?445532 168 _ H3K27AC Mark (Often Found Near AcCrive Reaulatory Elements) on 7 ¢ce2ll l1ines from ENCODE
chri9 41567265 41567284 Layered H3K27AC

chri 24337848 24337867 8 _ ) | J | L X

chrx 132867388 132867399 B DNasel Hupersensitivity Clusters in 125 cell types from ENCODE (V3)

chrX 130886147 138886166 _| DHNase Clusters l I I |

Ch‘f'x 13@3‘92291 13@3‘9231{& Txn Factor ChIP Translcr 1Ipt 10|l"l FauI:tor Chllr—seq (1I6l1 factors) f‘r?m EHFODE with Factorbook Motifs

EE:}E i;gg%ggEEBEM]_l 13592@5&3 T 4.35 _ 188 vertebrates Basewise Conservation by FhuloF

chril 155825368 155825379 1806 Uart, Cons I I|I

chr3 49831282 498313901 8 - ik e o~ ! —_— P S0 7Y 0 O L Y A W
chr3 185466112 185466131 4.5 _

chrd 19225839 19225857 MUltiz Alignments of 186 Yertebrates

chrd 74112900 74112919 Rhesus ——— NI ! —HiEE——

chrs 128999691 128009711 Mouse —=Hi———E-l R N R e F'.:":'..E!IE'E'Z'H%
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= & | (D gggenome.dbels.jp/2/ TTCACTGACAACATTGAGTA json

A

4 )

» database: "Human genome, GRCh37/ hgl9 (Feb, Z20@9)",
» error: "none”,

» results; 'json'

I: sam
o - . W,
_[ asw
s align: "LL0RLRL LRDRLED QRAD™,
s del: @,
nadit: " ee——— ———"
s ins: 1,
» match: 18,
» mis: 1,
s name: “chrl”,
s position: 77938953,
= position_end: 77938971,
s guery: "TTCACTGACAACATTGAGTA",
= shbjct: "TTCACTG-CAACATTCAGTA",
s spippet: “TCATGAAATGGAAGTGCTGCCACTTCAGGGTCCTGTAAAGAGATAATGCTGATGCCAGGCCAGGLAAAAAAGCAGTAC TCAAGATCACCTTTTTTTARAGTTCACTGCAAL
» spippet_end: 77931871,
= snippet_pos: 7793853,
s strand: "+
H
8 -
_[ a
dliga: "UE0EI0Y CR30 BADORURL",
del: 1,
edit: "-_‘_...._._D.__.....[..._.____..."'
ins: 1,
match: 19,
mis: @,

name; "chrl”,

position: 1@B6947513,
position_end: 186947532,

gquery: "TTCACTG-ACAACATTGAGTA",
shjct: "TTCACTGCACAA-ATTGAGTA",

il b i el ke L LT b e D T e e e e . e e e e e o R L T i e o e el e e e ok B B Laen o o o o o el b o e B BB Lo B e e e, o i e, e e e e e e
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Faceted search Comparative genome Sequence search Text search

TGGAATTGTGAGCGGATAACAATT s

Search genomic sequences by an arbitrary sub-string of any DNA sequence fragments (e.g., "TGGAATTGTGAGCGGATAACAATT" for lac operator reported by Gilbert
W and Maxam A, 1973)

% DBCLS

Database Center
for Life Solence

Address: Univ. of Tokyo Kashiwa-no-ha Campus Station Satellite 6F. 178-4-4 Wakashiba, Kashiwa-shi, Chiba 277-0871, JAPAN
Phone: +81 (4) 7135 5508

Copyright @ 2012-2018 Database Center for Life Science (DBCLS)
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% DBCLS

Database Center
for Life Science

@ Safari 7F) KBE ®kE BEE Tvov—7

TJA4RD AT

®@ @ (< ]

togogenome.org

mGENOME

Sequence Organism

Sequence Locus
name tag

Sequence
Product ontology

Related Genes

Previous Over Lap

Next

Position Position
begin end

Caenorhabditis s STS
briggsae

chromosome [V,

complete

sequence.

Caenorhabditis s STS
briggsae

chromosome V,

complete

sequence.

Caenc rhabditis

cultivar ZS11 protein e gene

chromosome A1, LOC106437402 e CDS

Rra naniis v2 N e uncharactaerized a transcrint

e CBGO1747

o CBG03537

o CBGZZY51

2P VN D IN IR

e CBGO1748

o CBG12892

o UBGZZA52

10,301,046 10,301,069

14,947 373 14,947,396

12,649,819 12,643,942

1,111

TOGOOTVY
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meso@mesobook:% curl -s 'https://GGGenome.dbcls. jp/hg38/GTCGTATGCTAG. bed'
track name=GGGenome descriptjon="GGGenome matches"
chrl 194830236 1940248 . ) +
chr2 78670750

el curl ]V RN
chrlz 116320454
webb 5 5k Z S

chrls 91363640
chrX 151249981

chrX 151250002

chrl 158411570 158411582 0 2

chr2 14459609 14459621 ) -

chr4 27155130 27155142 ) - » g
chr7 145345362 145345374 ) ) - WC : 7y h o
chr8 4213930 4213942 . ) - P X

chr§ 91253328 91253340 0 - ﬂ&%j] o9k
chr8 128369312 128369324 ) :

chrid 10395010 10395022 ) -

chri@ 127341893 127341905 ) :

chrl5 52581403 52581415 ) -

meso@mesobook:% curl -s 'https://GGGenome.dbcls. jp/hg38/GTCGTATGCTAG.bed' | wc -1
19
meso@mesobook:% curl -s 'https://GGGenome.dbcls. jp/hg38/GTCGTATGCTAG.bed' | grep chr8
chr8 4213930 4213942 . ] =
chr8 91253328 91253340
chr8 128369312 128369324

meso@mesubmk:%l grep : ?y I: :

e

*—7— ik
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GGGenome primer search MRS CROAES *
2P WRE J|EL EA RJEkL F—¥ VY=l AT ' ;
o A~ T ¥ % 123-  Adal - w0 -~ B 7 5 A. @-H- =-1-5
I =ImportData(D2)
A B C D E H G H I
! Primer name (1) Sequence L (3) ImpotDATA function name strand start end
=|mportData{D2)
2
YMNOO1-F caatcacccicaccctcttatatge [hitp//GGGenome.dbels jplrice/caatcacceicaccctctiatatge. txt ch)1 '+ 27707 27
chr01 - 28071 2
3 ATATTGTTTGGTACGAGTA
YNOO1-R ccgetgtgaa 27971 28192 chrl1 - 28071 28

nor wee = [MAPOrtData(D2)

4
5
6 Y MNOO3-F ‘acgtactgt
T
8
2

YNOO3-R  acccaacc )
¥ NOD4-F atcagattccgocgeggecg
¥YNOO4-R  ggagagatctggtignggag

2 4 I
; PCR7 541 V—iic%l
18 . | J
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GGGenome primer search INSAG CROAES *
774l WE #®R EA FJRERL TF Y-l AT FEAEED - ' S
= o ow T ¥ % 123- Aral - | e ~| B 7 & A. ® . -H-Bd- -1 -5 BMY Z- & -
Ix =concatenate("http:// GGGencme.dbcls. jp/rice/”, C4," txt")
E F G H | Al M N 0 = Q
1 (4) PCR
(3) ImpotDATA function name strand start end product length |
chrl1 + 27707 27731 b
2 CCCATCCAGGTCATCGTACG
27607 27831 chrl1  + 2707, 27731 385
chr01 - 28071 28092 ”
3 ATATTGTTTGGTACGAGTA
27971 28192 chr(1 |- 28071 28092

chr03 + OBB2634 O6B2653
4  TTTCCAAAGATGATAACCT
9682534 9682753 chrd3  + 9682634 9682653 129
chr03 - B6A2744 0682763
5 AGTTGTTTATTTTTGGACTC
O6R2644 OBB2EE3 chrid - | 0682744 9682763
chr06 + 7404240 7494250
8 TAATTGTTGTAGGCATCAG
7494140 7404359 chr06  + | 7494240 7494259 248
chrlf - 7404467 7494486 ™
7  GAAACATAGGACCGGATG! |
7494367 7494586 chr06 - 7484467 7404486
chrd1 + 27691273 27691202
8 CACCGGAACGAGACGACAL
27691173 27601392 chr)1  + 27691273 27691292 580
chr01 - 27691834 27691853 ™
I GO T OO CCACGLETORAS
27691734 27691953 chr01 | - D7E91834 27691853

10
11
12
13
14
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CRISPRdirect Ic& 341 K RNA &5t = RBGLS

http://crispr.dbcls.jp/

direct — rational design of CRISPR/Cas target. (Heip)

Enter an accession number (e.g. NM_006299) or genome location (e.g. hgl9:chr7:

| retrieve seguence |

Accessionf S j
or Paste a nucieotide seguence; @

%agt goocctoccgttcgoctcgoctocgogogctogogt toctttocaccgocgocgocgoge botcoagoct coggaggaggaaacy
lotcgttacacgtacgectcgtcongcagoagcogancotctgongoatggoctgocgoggaotottcoacctottgtgtgocgacaaty
Egcuctgguntggtcunggcugg ttttgctgotgotgotgcoccaogggoccgtcttoccctogoottgtogggogoccaocgtcacoce ( \
gotgtcotggtigogotgagoccaqaaggatgoctatgltogatgatgaogotcoggoaagaaggagtatcctgactctaoaghbacce
oattgoocatggoattgtcoatoactgogotgacaotggogonaatatgoraccocacctictocaotgogoktcgtgttgoaccto i T: ‘i
cogatcaccctgtottactaactgoogoccctctcmatccchongocoacaogagagoagatgaocacagatdatgtitig ngutct&/

oattgoccogoaatgbtotgticgoootocogootottctotocottgt T— F T I
EEE 2 AN

A

or upload sequence file: @I_;__?__ LERN | BREATLELA

PAM seguence reguirement: 'NGG ' (e.g. NGG, NRG) @
Specificity check: Human (Homo sapiens) genome, GRCh3Zhgls (Feb, 2009) 0 - @
([ design |

Whats" new:

« 2017-06-19 Added 8 species - List



CRISPRdirect Ic& 341 K RNA &5t = RBGLS

- —_ ' - = - - - o

| retrigve sequence |

or Paste a nucieotide seguence: @
iagtgcatctcccgttcgEctcgctcgcgagctEgtgttntttt&tﬂcEgtcgccgccgugctctccugﬁttccgguggugguugcg
Eutcgttacucgtﬂcgcctcgtcungcuguugcuguﬂcutctgﬂngﬂutggctgncguggﬂtuttcuucctuttgtgtgcgucantg
(gractggootggtcaoggoaggttttgotggtgotantgooccaagggoogtcttccctagoot tgtaogggogoaccacgt cacace
'ggtgtcutggttgggutgggccauungg&igcctatgtgggtgutgnugctcuggEﬂﬂﬂﬂﬂggggtﬂt:{tguctctuuugtuccc
loottgaacatggaattgtcaatoactgagatgocatggogonactatggraccocaccttctacaatgogecttcgtgttgoacctg
cogatcaccctgtottoctoactgoogooccchcbcontcccanogoconcagagagaagatgacacagatcatgittgagacctic
foattgcccogooatgtatgicgoootoccoggotattotatococttgt

4 N B
BXFIFEANT B L A759=T7Y NMREDIHD

v EMEERE TES EMIE =2=R
PAM SEEEHCE require D NGG ' {e.g. NGG NR% /
e \/

Specificity check: |fica Q - |@

= Rice {Oryza sativa ssp. Japonical genome, Os-Mpponbare-Reference-IRGSP-1.0 (Ock, 20115
I-&-J Chinese hamster (Cricetulus griseus) genome, C_griseus v1.0/criGril (Jul, 2013)

Galden namster {Mesocricetus auratus) gename, MesAurl.0 (Mar, 2013)

Whaks' rew; African wilg rice {Oryza barthll) genome, Obart_v1.0 (Aor, 2014)

2017-06-1¢ African wild rice {Oryza brachyantha) genome, Oryza_brachyantha.vl1.4b (May, 2011)
. = 3 -
s 2017-06-0¢ African wild rice {Oryza glaberrima) gename, &G11,1 (May, 2011}

« 2017-02-17 Brazilian wiid rice {Oryza glumaepatula) genome, ALNUDZODOG00 {Aug, 2013}
« 2017-01-22 Longstamen rice {Oryza longistaminata) genome, v0117-20134Aug (Aug, 2013)
= 2016-12-14
« 2016-09-0¢<
» 2016-08-3¢ Indian wilg rice {Oryza nivara; genome, AWHDODOODOGO (Aug, 2013)
s 2016-06-14 Red rice (Oryza punctata) genome, AVCLODOO0000 (Aug, 2013)

- 3915‘1ﬂ‘ﬂ§ Brownbeard rice {Orvza rufipegon) genome, PRIEB4137 (Aug, 2013}
s 2015-01-1Z

« 2014-11-21

Austratian wild rice [Oryza mericionalis) genome, Oryza_meridionalis_vi. 3 (Oct, 2014)

Rice {Oryza sativa sso. Indica) genome, ASMa65v1 {lan, 2005)

| F el PN N I i T B e N Y
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« Target sequences with TTTTs are also shuwn in gray. Avoid TTTTs in gRNA vectors with pol III promoter.

et e g = ——

= o ———

|_show highly specific target only

Show | 20 = | entries Search:
position target sequence sequence information number of target sites @
start 4, + GC% of Tm of TTTIT in restriction 20mer 12mer Bmer
- end 20mer+[PAM| (total 23mer) 20mer = 20mer  20mer sites +PAM +PAM +PAM
7-29 - [cct]cccgttegretegetegege [gRNA] 75.00 % | 83.48 °C = Nrul 1 idetall]  5{detail] 370 idetall]
10-32 - [cccgttegoctegetegogaget [gRNAT 70.00 % | B1.73 °C . Nrul 1 [detall] 1 ([detal] 276 [detall]
11-33 - |[ccolttcgectegetogegagete [gRNA]| 70,00 % | B1.09 °C . by 1 [detal] 4 [detal] 911 [detal]
18-40 - [cctlegetcgegagetogegtiac [gRNA] 70,00 %  B0.24 °C . g;‘;} 1 idetall] 4 [detall] 1072 Idetail]
47 - 69 - ccgccgccgegctchcugn [gRNA] 75.00 % | 84.25 °C - Sacl 1 [detail]| 305 [detall] 79033 [detall]
50-72 - |ccglecgecgogetetocagacte [gRNA] 70,00 % 80.41 °C . Sacl 1 [detal]] 37 [detal] 3555 [detall]
53-75 - ccgccgugctctccuguctc [gRNA]| 70,00 % 80.41 °C - Sacl 1 detail] 3 {detail] 175 idetall]
53-75 - ccgﬂgctctcmguctccgg [gRNA]| 7D0.00 % | B0.27 °C - Sacl 1 [detall] 15 [detall] 2679 [detall]
56 - 7B 4 ccgugctctccaguctccgg TgRMAT| 70.00 % | BO.27 °C - BSE'::__EII 1 [detall] 4 [detall] 783 [detall]
: r a BspEl = : : = :
56-78 - [ccoogetctccogactooggogg IgRNA] 65.00 9% 79.6B °C - e 1 Idetall] 1 {detal] 1295 [detall]
59-81 + agctctccagactccggogg[ogg] [gRNA] 65.00 % 79.58 °C . BspEl 1 [detall] 2 [detal]]  6OB [detail]
65 - 87 = guctccgg&ggﬂgguugcgu [gRNA]| - 65.00 % | 78.93 °C = BspEl 1 [detail] 6 [detall] 375 [detall]
72-94 - [ccoooogaggaagegatcgttac [gRNA] 55.00 % 73.00 °C s i 1 [detall] 14 [detal] 3180 [detal]
102 - 124 - Ecﬂi-;“.i::ﬁ-:mc-:|.1ﬁluacﬁc|uﬂ-:ﬁ [gRNA&]| 50.00 % | 71.33 °C - 0 [detall] 3 [detall] S5B8 [detall]
114 - 136 + | googeogoocotctgangoo[togg| [gRNA]| 40,00 % | 65.99 °C : D [detal]]| 7 fdetall]] 1117 Idetail]
123 - 145 + cotctgaogeatggctgocg(ogg| [gRNA] 50.00 %  69.8B0 °C < 1 [detall] 2 [detail] 1388 [detall]
151 - 173 + cuucttﬂttgtg'tgcgucuﬂ ‘gRNAY 45,00 % | 69.15 °C - 1 [detail] 3 [detail] 303 [detail]
154- 176 - [cct|ottgtgtgcgacastggeac IgRNA] 50,00 % 72.27 °C - 1 idetall] 1 ([detall] 667 [detail]
157 - 179 + uttgtgtgcgafuatggcac [gRNA]| 50.00 % | 72.27 °C - 1 [detail] 2 [detall] 499 [detail]
162 - 184 + gtgcgocoatggeactggoatgo| [gRNA] 55.00 % 74.69 °C = 1 idetall] 6 {detal]] 677 idetall]
Showing 1 to 20 of 71 entries | First | | Previous | [ | 2] |3 || 4| | Next | | Last

Graphical View:
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= Target SEQUE[‘!E’EE with TTTTs are also shrzawr' i gray. Avaid TTTTs in gRNA vectars with pal ITI promoter.

| show highly specific target only

Show | 20 = | entries Search:
position target sequence sequence information number of target sites @
start + GC% of Tm of TTTT in resktriction 20mer 1Zmer Bmer
- end 20mer-+[PAM| (total 23mer) 20mer  20mer  20mer sites +PAM +PAM +PAM
7-29 - [cctlecepttcgectegetegega [gRNAT (75,00 % | 8348 oC 2 NruT 17detal]  5idetal] 370 idetail]
10-32 - [ccolgttcgccteoactegogogot TgRNA] (70,00 1 1[detal] 276 [detaii]
11-33 - [ccdltteocctegetoacoogete TgRNA] (70,008 1‘,,—15’9 I, 'f I\ ) ]| 4[detal] 911 [detall]
18-40 - [cct|egetegegagetegegtiac IgrNA] 70,007 ﬁLL% <\: EEE;U 1 ‘4idetall] 1072 Idetall]
I L
47 - 69 - ccgccgocgagetctccago TgRNA] 725.004 [] 305 [detali] 79033 [detail]
50-72 - |ccglecgecgageotetocagocte [gRNA] | 70.00 Pmmeresrmm—m : —_— wpeeddl]] 37 [détall] 3555 [detall]
53 - 75 - ccg:cgachctc:ngnctc “ghNal 70,009  BO41°C - Sacl 1 idetail] 3 [detail] 175 idetall]
53 - 75 - ccgﬂgc tctccagactoogg fgRNAT 20,00 9% | BO.27 °C - Sacl 1 [detall] 15 [detall] 2679 [detali]
56 - 78 + ccgagctctocogac Li:n:gg JORMA] 70,00 % | BO.27 °C = BSSEEI 1 [detall] 4 [detall] #9893 [detall]
56 - 78 - Dgctc:_ccnguc tccggoga TgRNAT 65,00 % 79.68 °C - BE?EI:::I? 1 Tdetali] 1 detali] 1295 [detall]
sa-§1 + ogctckccogactcoggogglogg) JgRMA] 65,00 % | 79.68 °C " BspEl 1 idetail] 2 [detaii]  60B Idetail]
65 - 87 = gﬂchc;gaggﬂggsngcgn gRNA] 65.00 %  F3.93 7C & BspEl 1 [detail] B [detall] 375 [detail]
72-94 - |[ccogoggoogasgogatcgttac [gRA] (55,00 % | 73.00 °C s E"}iﬁ 1 [detall] 14 [detal] 3180 [detail]
TgRNA] (BDLGD % (7133 7C - O [detall] 3 [detali] SBE fdetall]
_ ] o|tog| ToRNAT| (40,00 86 | 6599 9C - 0 Idetail] 7 [detal]] 1117 [detail] |y
123 - 145 =+ cuLctgﬂng-ﬁungctgﬁcg ‘GRMA] 50,00 % | 60.80 °C - 1 [detall] 2 [detail]| 1388 [detall]
151 - 173 + coocctottgtg Lgcgﬂcuﬂ ‘gRNAT 45,00 %, 69.15 °C - 1 [detail] 3 [detall] 303 {detail]
154 - 176 - EDLLngLgcgﬂm: tggcoc IgRNA] 5000 9%, | 72.27 °C - 1 [detail] 1 [detaii] 667 [detail]
157 - 179 + attgtgtocgaceatggeoctad] [gRNA] (50.00 % | 72.27 °C 5 1 [detall] 2 [detall] 499 [detail]
162 - 184 + thcﬂntmtgﬂcﬂctﬂgﬂﬂm “gRMA] 55,00 %  74.69°C - 1 [detall] 5 [detall] 677 idetali]
Showing 1 to 20 of 71 entries First | | Previous | PR (2| |3 | |4 || Next | | Last

Graphical View:
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= Target sequencﬂs with TTTTs are also sht::w
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| show highly specific target only

Show | 20 = | entries
position target sequence
Start & * 20mer+[PAM] (total 23mer)
F =29 - cccgttcgcctcgcttgcg& [gRNA’
i10-32 - gttcgi:tt cgctcgogogot TgRNAT
11-=-33 - ‘Ltcgcctcgctcgcgugctc [aRNa]
18 - 40 - :gctcgcg&gctcgcgttuc TgRNAT
47 - 69 - ccgccgccgngctdc;ugu TgRNAT
50-72 - ccgccgugcl:ctccuguctc [gRNAT
53-8 + ccgccgug{tctccugact:: [gRMAa]
S G - ccgugctctcmguctccgg [gRNAT
56-78 + ccosgotctoccogactcocgg|agg] TaRNA]
56-78 - ugctctcmguctccggngg TgRNA]
59.-81 + a@gctctccaga -:I:c::gg{igg TgRNA
65-87 - |ccolgactccggaggaggangegs [GRNA]
72 -94 - m;{&ggngguagcgntcgttuc IgRNAT
102 = 124 - __1| gtoodacogoagoogooca [gRMNAT
114 - 136 + _Je:n:.__l..|.|_|;f.:.'-'-11'-::_;|'n:|!_:|-'1ﬂ.|I _:'__.Il igRMA]
123- 145 <+ catctgangaatogctgocafagg] [aRNA]
151 - 173 +  coocctottgtghgcgacon/tga TgRNA]
154 - 176 - attgtgtgtguc‘qutggcac TgRMNAT
157 -179 <+ atltg I:gtg-:gufuutggcm: GRMNA]
162 - 184 + agtgcgocootggoactggoa|tgn| [gRNA]

Showing 1 to 20 of 71 entries

Graphical View:

nin gra

GC% af
20mer

75,00 %
70.00 %

Z70.00 %

Z0.0

75.00 %
70.00 %
70,00 %
20,00 %

70,00 %

65.00 %

65.0
65.00 %

55.00 %

50.00 %
45,00 %
50.00 %
50.00 %
55.00 %

g

w. Avoid TTTTs in gRNA vectars with pol ITT promoter.

Tm of
20mer

83.48 °C
B1:73 °C

81.09°C

80.24 °C

84.25 °C
BO:41 *C
80.41 °C
80.27 °C

80.27 °C

79.6B°C

75,68 °C
7893 7C

73.007°C

69.80 °C
69,15 °C
72,47 °C
T227 PE
74.69°C

G —— e —

sequence information

TTTT in
20mer

restriction

sites
prul
Mrul

MNrul
Sacl

Mrul
Gacl

Sacl
Sacl
Satl
aac]

BspEl
Bacl

BspEl
Gacl

B=pElL
BspEl

BsiEl
Puul

First

=y e m——

Search:

number of target sites @

20mer
+PAM

1 idetall]
1 [detail]

1 [detaill

1 [det

P —

1 [det
1 idet
1 [deta,_

1Z2Zmer

+PAM
5 idetail]
1 [detall]

4 Tdetalll

Bmer
+PAM

370 idetali]
276 [detaii]

811 Tdatalll

EC5ICBI S S 155K
HPREFTT b ©

1 [detall]

1 Idetall]

1 Idetail]
1 [detail]

1 [detall]

0 [detall]
0 Tdetail]
1 [detall]
1 [detail]
1 [detail]
1 [détail]
1 idetall]

Previous | | 1

4 [detall]

1 {detall]

2 Ldetali]
6 [detall]

14 [detall]

3 [detali]
7 fdetall]
2 Pdetail]
3. [detall]
1 [detaii]
2 [detall]
b {dietaill]
34

| .Next

793 [detall]

1295 [detall]

608 fdetail]
375 [detall]
3180 [detail]
SBE fdetail]
1117 fdetaill]
1388 [detall]
303 {detail]
667 detail]
409 Tdetall]
677 Idetall]
| Lask
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= Target sequencﬂs with TTTTs are also shuwn in gray. Avoid TTTTs in gRNA vectors with pol III promoter.

| show highly specific target only

Show | 20 + | entries Search:
position target sequence sequence information number of target sites ' _"'
start . + GC% of Tm of TTTT in restriction 20mer 12mer Bmer
- end 20mer+[PAM] (total 23mer) 20mer  20mer  20mer sites +PAM +PAM +PAM
7-28 - |[cctleccgttcgectegotegega [gRNA] 75,00 % | 8348 °C - Nrul 1idetal]  5ideta] 370 Idetall]
10-37 - ' ' - Mrul 1 [detail] 1 [detall] 276 [detall]
; NTUI el # | Tida I
1= Sar] 1 [detaill] 4 [detall] 911 [detaill]
: » - oy = Mrul - . -
18 - 4 7—/ b h_{ﬁ_l‘ ¥ Fﬁ&%b\ 7 b 1 [detail] ‘4 [detali] 1072 Idetail]
47 - & Sacl 1 fdetail]| 305 [detail] 79033 [detail]
50-= 7, 20me|" PAM Sacl 1 [detall]] 37 [detall]] 3555 [detall]
53~ 4 Sacl 1 idetail] 3 Fdetail] 175 idetall]
53 -7 ‘NNNNNNNN NNNNNNNNNNN NGG . 1 idetall] 15 [detall] 2679 [detall]
56 - 7 SEEL 1 detall] 4 [detal] 793 Idetall]
Sacl
n EEF‘EE T A a [ e | 1 "de |
56-7 cacl 1 [detall] 1 {detall] 1295 I'detall]
L B=pElL 1 idetail] 2 Ldetali] 608 [detail]
65 -8 BspEl 1 [detall] b [ditall] 345 [detall]
72 -94 - gaggngguﬂgcgntcgttuc [GRMNA] 55,00 % | 73.009C - E’?EII 1 [detall] 14 [detall] 3180 [detail]
102 = 1241 = I::’r_|r tcodgcogdagoagooca TgRNA] | 50,00 % | 71.33 7C - I Pdetall] i [detall] SHE [detail]
114 - 1361 + ga:ll:.;g-'..:l_n;r.ﬂ-'-11'-.::grn:|!_:|-'m| _;':J| [gRMA]| 40,00 % 5.99 °C - 1 Tdetail] F fdetall] L7 Idetail] h.
123 - 145 + cotctgaogeatggctgocglogg| [gRNA] SD.00 % 69.8BO0 °C 2 1 [detall] 2 [detall] 1388 [detall]
151 =173 + cuncctﬂttgtg'tgcgucuﬂ fgRNA]| 45,00 %.  69.15 °C - 1 [detail] 3 [detail] 303 [detail]
154 - 176 - [cctjattgtgtgogacaotggeac [gRNA] 50,00 %  72.27 °C . 1 idetaill 1 [detai] 667 [detail]
157 - 179 + attgtgtocgaceatggeactad] [gRNA] 50,00 %  72.27 °C 5 1 [detall] 2 [detall] 499 [detall]
162 - 184 + gtgcgncautggcuctg_gun [gRNA] 55,00 % | 74.69°C - 1 idetall] 6 [detail] 677 Idetali]
Showing 1 to 20 of 71 entries First | | Previous | gl |2 [3] |4 | Next| | Last

Graphical View:



Database Center
for Life Science

CRISPRdirect lc& 371 K RNA 5t

mW”DBCLS
=

g e

me——p e ———— § om—t = - —- —— gy g

= Target seguences with TTTTs are also shown in gray. Aveid TTTTs in gRN/?
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| show highly specific target only

A259—T7vk

Si" o .
. 4o . BA DAL
ﬁ . a'—o -g--a-w e sequence information sites @I

A GCY% of . Tmof . TTTTin. \ / Bmer

- &n = pef L3 MIEL) 20mer 20mer  20mer  snes - +PAM +PAM +PAM
7-44 - |[cct]eccottegecteactegenn TaRNA]| 75,00 % | 83748 °C - Nrul 17detal/  Sidetan] 370 Tdetalf]
10-32 - [ccolgttcocctegctegogoget TgRNA] 70.00 %  81.73 °C . Mrul 1 [detall] 1 [detall] 276 [detall]
11-33 - [ccolttegectegetogegagete [gRNA]| 70,00 % | B1.09 °C s "5":;% 1 [detall] 4 fdetal] 911 [detall]
18 - 40 - tgctcgcg&gctcgcgttuc TgRNA] 70.00 %  BO.24 °C - g;ﬂ 1 [detail] &4 fdetall] 1072 Idetail]
47-63 - [ccdccgeegeegngetetecagn [gRNA] 75,00 % 84.25°C - Sacl 1 idetail] 305 [detail] 79033 Idetail]
50-72 - [ccglecgecgogetetocagactc [gRNA] 70,00 % BO:41 °C = Sacl 1 [detal]] 37 [detal]] 3555 [detall]
53 -75 F ccgcr_gug{Lctcmgactc TgRMA] 70,00 9% | BO.41 °C - Sacl 1 idetail] 3 [detail] 175 idetall]
53-75 - |ccolccgegctetccogoctoegg [gRNA] 70,00 % | BO.27 °C . Sacl 1 Idetall] ‘detalll 2679 [detall]
56 - 78 i1 ccgﬂgctct:c&guctccgg IgRNA] 7D.00 9%  BO.27 °C ” BSSEF'EI ]

e AT I—T Wb
56-78 - ugctctccuguctccggngg ‘gRM&] B5.00 % 79.6B°C - ;r:d ]

A\ Y

56-81 <+ agctctccagactccggogg[ogg] JgRNA] 65,00 % 79.58 °C . BspEl l’ 'f I\ 7:)‘% L) 0
65 - 87 = gﬂ::'tccggaggugguugcgu [gRMA] 65.00 % | 78.932C - BspEl H]
72-94 - [ccolgaggoggoagegategttac [gRNA] 55,00 % | 73.00 °C - iﬁ'ﬁ THEts =} deEtail]
102~ 124 | - |[cct|cgteangcoguagcagodca [GRNA]| 50,00 % | 71.33 °C = O fdetall] 3 [detali] 588 [detall]
136 | + |uoogroguocotctgoogoo|tog] TgRNA]| 40,00 % | 65.99 °C 0 fdetaif]| 7 fdetail] 1117 Idetail]
123 - 145 + cotctgaogeatggctgocglogg| [gRNA] SD.00 % 69.8BO0 °C 2 1 [detall] 2 [detall] 1388 [detall]
151 - 173 + cogcctottgtgtgcgdcootgy) TgRNA] 45,00 % | 69.15 °C s 1 {detaiil] 3 [detall] 303 Idetail]
154- 176 - attgtgtgtgacuutggcac IgRNA] 5000 9%, | 72.27 °C - 1 [detail] 1 [detaii] 667 [detail]
157 - 179 <+ attgtgtgcgocoa tgﬁcac [gRNA] | 50.00 % | 7227 °C - 1 [détail] 2 [ditall] 499 [detail]
162 - 184 + agtgogocootggoactggoa|tgo| [gRNA] 55.00 % 74.69°°C = 1 idetall]  &idetall] 77 idetall]
showing 1 to 20 of 71 entries First | | Previous | [ 1 34| Next| | Last

Graphical View:
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« Target sequences with TTTTs are also shown in gray. Aveid TTTTs in gRNA vectors with pol I1I promoter.

+ o ) e ———

| I'show highly specific target anly

Show | 20 + | entries Search:

position target sequence segquence information aber of target sites @'

start . + GC% of Tm of TTTT in restriction mer Bmer

- end 2ﬂrn&r+ (total 23mer) 20mer 20mer 20mer sites PAM +PAM
7-25 - [cct]ccegttegretegetegogn [gANA] 75.00 % | 8348 °C = Nrul 1 idetall] detall] 370 fdetali]
10-32 - [ccolgttcocctegctegogoget TgRNA] 70.00 %  81.73 °C . Mrul 1 [detail] rdetall] 276 [detali]
11-33 - [ccdttegectegctegegagete lghNa] 70.00% B1.09°C - s 4[detal] 911 [detall]
18 - 40 - tgctcgcg&gctcgcgttuc TgRNA] 70.00 % BO.24 °C - g;ﬁ 1 [detail] &4 fdetall] 1072 Idetail]
47 - 69 - ccgccgccgngctchmgn [gRNA] 75.00 % | 84.25 °C - Sacl 1 [detail]| 305 [detail] 72033 idetail]
50-72 - |ccglecgecgageotetocagacte [gRNA] 70.00 % B0:41°C = Sacl 1 [detall] 37 [detal]] 3555 [detall]
53-75 + ccgttgﬂgttctcmgactc TgRNA] 7D0.009% BO.41°C - Sacl 1 idetail] 3 [detail] 175 idetall]
53-75 - tcgugctctccugﬂctccgg fgRNA] 70.00 9%  B0.27 °C - Sacl 1 [detall] 15 [detall] 2679 [detali]
56 - 78 4 ccgugctcttmguctccgg EgRMNAT | 70,00 9% | 80:27 °C - BSSEF'EI 1 [detall] 4 Tdetall] 703 [detall]
. F 5 a EE-I:IE[ = ¢ ¥ = - .
56-78 - [ccologetctccogactooggogo IgRNA] 65,00 % 79.68 °C - i 1 Idetall] 1 [detal] 1295 Idetall
56-81 + agctctccagactccggogg[ogg] JgRNA] 65,00 % 79.58 °C " BspEl 1 idetail] 2 [detaii]  60B Idetail]
65 - 87 = gﬂctccggagguggungcgu [gRNA] 65.00 % 7393 °C z BspEl 1 [detail] B [detall] 375 [detail]
72-94 - |ccolgoggoggoagegatcgttac [gRNA] S55.00 % 73.00°C < ifriEII 1 [detall] 14 [détal]]  31BO [détail]
102 - 124 [cct]eateadacagnagragonca [gRNA]| 50,00 % | 71.33 °C < 0 {detall] 3 [detali] SHE [detall]
14 - 136+ |googcogoocotctgoogooltog) [gRNA]| 40,00 % | 65.99 °C 0 Idetali] 7 fdetall] 1117 Idetal]
123 - 145 + cotctgaogeatggctgecglogg| [gRNA] SD.00 % 69.8O °C - 1 [detall] 2 [detall] 1388 [detall]
151 - 173 + caﬁcctﬂttgtngcgucuﬂ fgRNA]| 45,00 %  69.15 °C - 1 [detail] 3 [detail] 303 [detail]
154-176 - [cct|attgtgtgcgacaatggeac IgRNA] 50,00 %  72.27 °C . 1 idetail] 1 [detaii] 6657 Idetail]
157 - 179 + attgtgtocgaceatggeoctad] [gRNA] 50.00 %  72.27 °C 5 1 [detall] 2 [detall] 499 [detail]
162 - 184 + gtgcgnmutggcuctg_guu [gRNA] 55,00 % | 74.69°C - 1 idetall] 6 [detail] 677 Idetali]
showing 1 to 20 of 71 entries First | | Previous | (1Y (2| |3 | |4 | | Next | | Last

Graphical View:
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R dlrEC'l' — Rational design of CRISPR/Cas target.

[0 mlsmatth,-"rgap;} | (=1 mismatch/gap | | f:_ <2 m'rsrna%esfgaps 1| more: 2 (" show )

Search for: (=)both strand (| plus strand | minus strand

2017-06-28 07:17:02, GGGenome : Rice genome, Os-Nipponbare-Reference-IRGSP-1.0 (Oct, 2011)

Summary:

« CCNcccattcgoctcocactogoaa (1)

» tcgcgaacgagacgaacgaghGG (4]
» TOTAL (5)

Results:

Showing first 200 results for each strand of the query sequence.
Matches are |highlighted with blue background. Mismatches and indels are marked in red.

chrl2:23545769-23545793 ¥ 23545769

e,

CCAACGAGGCCCAGGTGAGCTCTCECCCC ET[[EC CCCGATTCGCCTCGCT TCGCGACCGAGT TCACTTGAGCTGGGT TGCACTGAC

chri5:21504153-21504175 ¥ 21504153 .
TCOGCGGLOLCRET G[AMG[MEGCGAEC{I(_:G COAGCGAGLLCGAACGGLAGGTGCACTOCTGLGTCLOTGLACGLACGAAGA

chr05:21504153-21504175 ¥ 21504153
TCOLCGECEGEGATOTAAAGTAACGCGAGCTCGCGAGC GAGEEEAAEGGGAEGETGCAETGETG GOTCOGTGLACGGACGAAGA

chr05:21504153-21504175  w21s04153 o=
TCGGCGGCGECGETGTAAAGTAACGCGAGCTCGCGAGCGAGGCGAACGGEAGGTGCACTGCTGGETCGETGGACGGACGAAGA

chr05:21504153-21504175 ¥ 21504153

T T T A A AT & i ia A T i Rk i AT kT T T T e A e i b
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151 - 173 + cmcctuttgtgtgcgucuu@ [gRNA] 45,00 % | 69.15 °C - 1 [detail] 3 [detaill]
154 -176 - uttgtgtgcgucuﬂtggcnc [gRNAT| 50.00 % | 72.27 °C - 1 [detall] 1 [detsil]
157 < 179 | + nttgtgtgcgncﬁutggcuc [gRNA] 50.00 % | 72.27 °C - 1 {detaii] 2 [detail]
i62 - 184 + gtg_cgacﬂutggcuctgguu [gRNA] 55,00 9% 74.69 °C - 1 [detail] 6 [detall]
Showing 1 to 20 of 71 entries | First | | Previous | B2 (2|3 |14

Graphical View:

16 28 38 A8 2@ bl a 1] a@ 188
ogtgcocctocccgttocgoctocgotcgogogctcgocgttactttocaccgocgoccgocgaoctctcoeoactccagoognogoagcgotcgttocacgtac
> > >
= aar o+ . S € E 4 = o,
118 120 138 148 158 168 179 180 196 200
goctcgtcocagcogoogcogooacotctgoagontgoctgocgoggatottcoocctottototgocogacoatgococtggoatggtcoocgocaggttttge
] > > = = = i > 3
” <
2168 220 234 Pl 258 208 270 28l 206 68
togtootgotgcoccongagocagtcttoccctogoattgtogooooaccocgtcacoccaototcatgottoagotggoccoanagogotacctotgtaoogt
= - - - - - - - e
< . e - <
318 329 330 348 358 368 378 18 398 400
gotgoogctcoggcoonacogogtotcctogoctctooongtacccoattooocotggoottotcoataooctgggatoocotgocgooaotatgocaccaca
= > > = -
L < E o £
416 420 &30 A B 436 Ll 478 4ER 496 S8e

ccttctacootgogocttcgtottocacctgoogotcoccctgtottactooctgoogocccctctcootcccooogccoocogagogoogotogoncacogat

= = e L o g =
18 520 530 540 556 So
cotgtttgogaccticoattgoccocogoantgtotgtcocoatccogactgttctatccttat
=
S o

Data Export:

» Tab-delimited text: Cpen in new window | Download
= JS0ON format: Open in new window | Download

Tab-delimited text can be copy-pasted into spreadsheet softwares {e.g. Excel) or text editors.

% I CRISPRdirect | 281 7-BR-28 A7-172-12 7

303 [detail]
667 [detall]
499 [detail]
677 [detail]

| Mext | | Lask
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LS < o = A
c1@ 520 538 548 553 568
cotgtttoogoaccttcanttgocccogocoatgtotgtcgocoatccoggectgttctatecctigt
-
< <

Data Export:

« Tab-delimited text: Open in new window | Download
« JSON format: Open in new window | Download

Tab-delimited text can be copy-pasted into spreadsheet softwares (e.g. Excel) or text editors.

|# seguence_name:

# pam_sequence: NGG

|# specificity_check: Rice {Oryza sotivo ssp. joponica) genome, Os-Nipponbagre-Reference-
|IRGSP-1.0 (Oct, 2011)

# start end strand seqguence Ge Tm TIIT RE_sites hit. Z@mer
|hit_1Zmer hit_Bmer

.

.: B = cetoccghtegectegetogogn 75,08 83,48 @ Hrul 1 E
Eﬁ EE = ccegttcgectegctogagaget 76.8¢ 81,73 @ Newl 1 1
Iﬁﬁ 33 ~ ccgttcgccteoctcacgogote 76.06 B1.89 @ Neul,Sacl 1
;-& 3;1_ = cekeoctogeqanctegegtios 76.00  80.24 6 Mrul, Sacl B
5:;- ég” = ccgocgocgecoagetckocagn 75.08 84,25 @ Sacl 1 ELE]
;‘;gaaa 72 - cegccacegoactctecagacte 76.00 82,41 @ Sacl  J1 37
§§§55 75 4 ccgccgogctetecogoctccgg 7802 B@.41 @ Sacl : 3
;;5 75 2 cegeegagcetotocogactongg 76.08  Be.Z7 @ Sacl 1 15
Eig?g 78 ! ccgogotclccogoctcoggagy 78,08 8827 @ 8sptl,Sacl 1
igﬁ ;33 = ccgogotetccogactceggagg 65.86  V9.68 @ BspEl,Socl 1
T 1295

|58 81 + agctctccogackccggogoagg 65.08  79.68 @ BspEl 1 2

e

L

o
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A - | ¥ M ' N
[ # [ CRISPRdirect | 2017-06-28 12:37:35 ] B - = _
E. # sequence_name: ':'I}I
- pam_sequel NGG -
C 8 # specificity_t Rice (Oryza sdtiva ssp. japonica) genome, Os-Nipponbare-Reference-IRG5P-1.0 (Oct, 2017)
W 4 start. end strand sequence GC Tm  TTTT RE_sites hit_20mer hit_12mer hit_Bmer
B .
T 7 29 - cctccegttegoctcgetegega 75 83.48 O Nrul 1 5 370
B8 10 32.- crcgttegectegetegegaget 700 8173 O Nrul 1 1 276
9 11| 33 - cegttogectegetcacgagete 700 8109 O NMrul,Sacl 1 4 911
' 18 40'- cctegetcgogagetegegttac 70 BO.24 0 Nrul,Sacl 1 4 1072
47 | 69 - ccgoecgocgecgagetctecage 75 B4.25 0 5acl 1 305 79033
50 72i- ctgccgocgagetciccagacte 70 B0.41 0 Sacl i 37 3555
53 75 + ccgecgagetctecagactecgg 70 80.41 0 Sacl 1 3 175
53 75.- ccgocgagetctecagacteccgg 700 B0.27 O Sacl 1 15 2679
56 78+ ccgagetctccagacteccggagg /00 BO.2Y O BspEl Sacl 1 4 793
56 78 - ccgagotctecagactcecggagg | 6% 79.68 0 BspEl Sacl 1 1 1295
59| B1 + ‘agctctccagactcoggaggagg B3 79.68 0 BspéEl 1 2 608
65| ar - ccagactccggaggaggaagega 65 0 78.93 O BspEl 1 3] ATH
72 94 - ccggaggaggaagegategttac 55 73 O BsiElPvul 1 14 3180
102 124 - ccmgtcaaghagaagcagaaca 50! ‘1M.33 4] O 3 588
114 136 + gasgcagaacatctgaagaatgg 40 65.83 O 0 A IR
123 1455+ Ealctéaagaatgg{:tgacgagg 50 69.8 O 1 2 1388
151 17314+ caacctattgtgtgegacaatgg 45 6915 0 0 1 3 303
154 176 - cctattgtgtgegacaatggeac 50 72.27 [4] 1 1 667
157 | 179+ attgtgtgcgacaatggeactgg 50 72.2¢ 0 1 i 499
162 184 + gtgcgacastggeactggaatgg 55 74.69 O 1 & 677
168 190 + castggcactggastggtcasgg | 50 72.31 0 5 8 545
172 | 194 + ggcactggaatggtcaaggeagg 60 7726 D 0 2 447
181 203 + atggtcasggcaggttttoctgg 50 73.64 1 0 1 1511
197 219 + ttgctogtoatgatgcaccaagg S0 73.43 O 1 4 553
198 220 + tgctogtgatgatgcaccaaggg 500 73.43 O 1 g 616
214 236 - ccaagggecgtcttceetageat 60 80.62 O 1 1 121
220 242+ goegtottecctageattgtagg 55 Ve 0 1 i 796
221 243 + ccgtcttecctageattgtaggg 50 72.87 D 1 3 538
221 | 243 - cogtcttcectageattgtagag 50 73.65 0 1 6 1777
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Show | 25 #|entries Search: |plant]
Database Source Group Species £0E Latin name Assembly information
ASM34733vl EnsemblPlants Plant Tausch's goatgrass FILROLF Aegilops tauschii ASM34733v1 (Dec, 2013)
AMTR1.0 EnsemblPlants Plant A. trichopoda ZLMRLZ - YU3OR4 Amborella trichopoda AMTR1.0 (Jan, 2014)
Araly v.1.0 EnsemblPlants Plant Lyre-leaved rock-cress 04 X+ X7+ & Arabidopsis lyrata v.1.0 (Dec, 2008)
TAIR10 en EnsemblPlants Plant Thale cress EARFAF Arabidopsis thaliana TAIR10 (Sep, 2010)

. AUV RAOED, . .
Bradi v1.0 EnsemblPlants Plant Purple false brome SFRHEISY Brachypodium distachyon v1.0 (Jan, 2009)

AR ST,

Braol v2.1 EnsemblPlants Plant Wild cabbage wiE € Brassica oleracea v2.1

TAIRFPRY e
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