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WANREZ:

VISDB: Viral Integration Site DataBase

3 F#RRS: University of Texas Health Science Center at Houston (UTHealth)

4Y1&: Hepatitis B virus | Human papillomavirus | Human gammaherpesvirus 4| Adeno-
associated virus - 2| Human immunodeficiency virus| ...

B E NS/ LICHFATENTE Y 1 LADHENE & BEBBRDT —IN—XTI, 52
@ DNAESE Y 1 LA (HBV. HPV, EBV. MCV, AAV2) & 4 DD RNAL MOV LA
(HIV. MLV, HTLV. XMRV) ...
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SEAweb: Small RNA Expression Atlas

iE F#2ES: ZMNH Institute of Medical Systems Biology

4)1&: Homo sapiens | Bos taurus | Mus musculus | Rattus norvegicus | Caenorhabditis elegans | ...

BiBA: /£ FRNA (miRNA. piRNA. snoRNA. snRNA. siRNA)ICEET 5T —9IR—XTF, L DEET—%F
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PADS Arsenal: Prokaryotic Antiviral Defense System Arsenal

3% FI1#BI: National Genomics Data Center, Beijing Institute of Genomics, Chinese
Academy of Sciences
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® NCBI by 7R—

= NCBI

Resources () How To (V)

Sign in to NCBI

=NCBI

National Center for
Biotechnology Information

NCBI Home
Resource List (A-Z)

All Resources

¥ All Databases

Assembly
BioProject
BioSample
BioSystems
Books
ClinVar
Clone
Conserved Domains
dbGaP
dbVar

EST

GCene
GCenome

GEO DataSets
GEO Profiles
GSS

CTR
HomoloGene
MedGen
MeSH

NCBI Web Site
NLM Catalog

OMIM

PMC

PopSet

Probe

Protein

Protein Clusters
PubChem BioAssay

PubChem Compound

L

e to NCBI

il Center for Biotechnology Information advances science and

oviding access to biomedical and genomic information.

.NCBI | Mission | Organization | NCBI News | Blog
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libraries
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Download

Transfer NCBI data

to your computer

Analyze

Identify an NCBI
tool for your data
analysis task

Learn

Find help
documents, attend
a class or watch a
tutorial

Research

Explore NCBI
research and
collaborative

projects

Popular Resources
PubMed

Bookshelf
PubMed Central
PubMed Health
BLAST
Nucleotide
Genome

SNP

Gene

Protein
PubChem

NCBI Announcements
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27 Jul 2016
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... AND “Bombyx mori”’[Organism]
.. AND AGO1[Gene Name]
... AND patent[Title]

® ZxkIlE. Advanced searchicfT<

& NCBl Resources ¥ How To Sign in to NCBI

Nucleotide | Nucleotide : | vimentin
Create alé Help
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® Accession Number
® RefSeq ID
® Gene ID
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Accession Number

® GenBank/ENA/DDBJ EIBEEEIT—HF X—X

ICEFESNIIEEESIDID
{2 1CGenBank®MAccession&E = EFEN S Z & HH B DN
IEFE TR,
® A12345 > AB123456 OfzZ2LTW3
S2E 7T 7Ny NDEID YT
— DDBJ @ Prefix Letter List
® A12345.1 D&IICIN—=I 3 ZERR
UTROIEREIND IS5 —HMMEIEESINT A12345.2
DEIICTYvTT—hEN3,
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RefSeq ID
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O EREERNFT—IRN—-R ICETRINTEIZEH &I
transcriptZ & IC1E&E#&k — RefSeqr—y~X—X
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=2

LDKDFHD

O BIRNR T4 TE U Bvarianticldbll < D
IDhMfIEEINTWS

® NM_012345.6 Ozl LTWS

/|ﬂ
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@@ CC-BY 4.0 ©2023 FkiEH

- [$AccessionEzFEESD—IEE U TIKRS Z ENTE S,




Symbol, Gene ID 12

O ERFCLICNESNEBEEFREES

=R Symbol Gene ID
E b~ Argonaute 1 AGOI1 26523
237379/ Argonaute 1 AGO1 36544
714 3 Argonaute 1 Agol 100124421
A4 X+ X7} Argonaute 1 AGO]1 841262

® SymbolldBRAZBE—HULEBWSC EHH D (E hp53—>TP53)
@ FoEMETHE—DSYymbolhBD2WTWBZEHH S
® Gene IDIZEYVE L EGFZIIFFETED
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E b~ Chr22 (ql1)

RefSeq ID:

NM_001190326 1S ]
NM_022720 11—

transcriptc &
Symbol: DGCRS8
(EEfH S &)
Gene ID: 54487
B{5F (locus) &
@@ CC-BY 4.0 ©2023 Pyl



BREIIIDSERTFESHT

14

® BLAST (nttps://blast.ncbi.nlm.nih.gov/)
ROBHRGIEEACIIEREY —I

©® BLAT (https://genome.ucsc.edu/ — Tools / Blat /\)

SEE—HITFEWEESIZBLAST &L D H 5 ICRE
J)LZRERE (1Y b OYHIRITERIITE S X < RE)
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MEaEB L FRE Help | Advanced search | English  |B/\—¥Y3>
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.;s GGRNA ver.2

¥R || Zoo (All organisms in RefSeq)

BIEFZGoogleD LS ICRETESHY 1 N TY, NCBI RefSeq ? transcript Z&2XREL X,

R%HI
e "homeobox; 'claudin; ...... 7Y—7—RKRER k
o ["RNA interference"; ...... TN A=K TH->TI7L—XRER
e TArgonaute "PAZ domain"; ...... Argonaute H D "PAZ domain" MANDRR
« 'NM 001518, r10579; ...... RefSeq ID¥*Gene ID%: EREIDH SRR
e Tsymbol:VIM; ...... BIEF 4 (symbolE fzldsynonym)h 5KR %R

e Tref:Naito; ...... XEIERD IS 7Y —T— KRR

e (1552311 a at; ...... NA4707 L1 D7O0—TIDh SIEERS KRR
o Tlaa:KDEL; ...... 72 /By ERER

o [caagaagagattg; ...... BERZRE

o [comp:caagaagagattg; ...... MHfAEZRER
e Tub:aggtcannrtgacct; ...... N, R, Y ZHEDHWFEWRIERE % SUIBEMRY ZRER
o FMBA{EWTT

. #/nEsERRLEWE =R D GGGenome (#rr/n) A
o BN/ LDKREA: https://GGGenome.dbcls.jp/TTCATTGACAACATT

HEER

e 2023-03-30 GGRNADF L WO T &Nk,

e 2023-03-30 F—#¥~R—Z %RefSeq rel. 216 (Jan, 2023) [CEH.

e 2015-01-13 HTTPSIC & 2 BEF{LEEICH IS - https://GGRNA.dbcls.jp/

e 2013-07-24 V—X%Z /" - GitHub

e 2013-07-08 GGRNA ver.2 . £4MEDRefSeqZRERTEX T,

e 2012-05-29 TEHXDEARTEIC L SR % 'DBCLSH S DEEHKE) ICHE.
e 2012-05-29 GGRNAD B H Nucleic Acids Research|c SnFELEL
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-1 -é) GoBEFRE | Help = Advanced search | English B/N\—=Y 3>

. ;s G G R N A ver.2

nanog @ I Homo sapiens (human) VI
2023-04-21 17:54:06, GGRNA : RefSeq release 216 (Jan, 2023) k

— RefSeqDesEEY)

e nanog_(89)

« INTERSECTION (89) ¢ mRNA (N M_g XM_)

Results:

REECBHIOEET, B3 L ESBKERENET. ° nCRNA (N R_, XR_)

Homo sapiens Nanog homeobox retrogene P8 (NANOGPS8), mRNA. (1886 bp)

LOCUS NM_001355281 1886 bp mRNA linear PRI 27-DEC-2022 DEFINITION Homo sapiens Nanog homeobox retrogene P8 (NANOGP8), mRNA.
ACCESSION NM_001355281 VERSION NM_001355281.2 KEYWORDS RefSeq; MANE Select. SOURCE Homo sapiens (human) ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini; Catarrhini;
Hominidae; Homo. REFERENCE COMMENT VALIDATED REFSEQ: This record has undergone validation or preliminary review. The reference sequence was
derived from AC021231.8. On Dec 2, 2019 this sequence version replaced...

Synonym: NANOGP1; PN8

NM_001355281.2 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression)

Homo sapiens Nanog homeobox (NANOG), transcript variant 1, mRNA. (5182 bp)

LOCUS NM_024865 5182 bp mRNA linear PRI 01-JAN-2023 DEFINITION Homo sapiens Nanog homeobox (NANOG), transcript variant 1, mRNA.
ACCESSION NM_024865 VERSION NM_024865.4 KEYWORDS RefSeq; MANE Select. SOURCE Homo sapiens (human) ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini; Catarrhini;
Hominidae; Homo. REFERENCE COMMENT REVIEWED REFSEQ: This record has been curated by NCBI staff. The reference sequence was derived from
DC425336.1, AK290896.1, AC006517.46 and AI656990.1. On Nov 22, 2018 this...

NM_024865.4 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression),

Homo sapiens NANOG neighbor homeobox (NANOGNB), mRNA. (907 bp)

LOCUS NM_001145465 907 bp mRNA linear PRI 16-DEC-2022 DEFINITION Homo sapiens NANOG neighbor homeobox (NANOGNB), mRNA. ACCESSION
NM_001145465 XR_040558 XR_040559 XR_040560 VERSION NM_001145465.1 KEYWORDS RefSeq; MANE Select. SOURCE Homo sapiens (human)
ORGANISM Homo sapiens Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Primates;
Haplorrhini; Catarrhini; Hominidae; Homo. REFERENCE COMMENT VALIDATED REFSEQ: This record has undergone validation or preliminary review. The
reference sequence was derived from AY151139.1. On or before Mar...

NM_001145465.1 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression)
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Home ' Help | Advanced search Previous release (v1)

GGRNA

Gene & transcript search ver.2

2023-04-21 17:54:12, GGRNA.v2 : RefSeq release 216 (Jan, 2023)

LOCUS
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS
TITLE

JOURNAL
PUBMED
REMARK

REFERENCE
AUTHORS
TITLE

JOURNAL
PUBMED
REMARK

REFERENCE
AUTHORS

TITLE

NM 001355281 1886 bp mRNA linear PRI 27-DEC-2022
Homo sapiens Nanog homeobox retrogene P8 (NANOGP8), mRNA.

NM 001355281

NM 001355281.2

RefSeq; MANE Select.

Homo sapiens (human)

Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini;
Catarrhini; Hominidae; Homo.

1 (bases 1 to 1886)

Thakur H and Mattoo AR.

A Restriction Endonuclease-Based Assay to Distinguish NANOGPS8
Retrogene from Parental NANOG

Methods Mol Biol 2324, 255-262 (2021)

34165720

GeneRIF: A Restriction Endonuclease-Based Assay to Distinguish
NANOGP8 Retrogene from Parental NANOG.

2 (bases 1 to 1886)

Ma X, Wang B, Wang X, Luo Y and Fan W.

NANOGP8 is the key regulator of stemness, EMT, Wnt pathway,
chemoresistance, and other malignant phenotypes in gastric cancer
cells

PLoS One 13 (4), e0192436 (2018)

29689047

GeneRIF: NANOGP8 is the main regulator of gastric cancer stem
cells. NANOGP8 is correlated with cell proliferation, migration,
invasion, clonogenic capacity, beta-catenin accumulation in
nucleus, and chemoresistance in gastric cancer.

Publication Status: Online-Only

3 (bases 1 to 1886)

Wang R, Bhattacharya R, Ye X, Fan F, Boulbes DR, Xia L and Ellis
LM.

Endothelial cells activate the cancer stem cell-associated NANOGPS8
pathway in colorectal cancer cells in a paracrine fashion
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NM_003380 @ I Homo sapiens (human) v
2023-04-21 18:13:36, GGRNA : RefSeq release 216 (Jan, 2023) k

Summary:

o refid:NM 003380 (1)
e INTERSECTION (1)

Results:

RREBICBDDEET. 513 LBHNRIBRENET,

Homo sapiens vimentin (VIM), mRNA. (2154 bp)
LOCUS NM_003380 2154 bp mRNA linear PRI 25-DEC-2022 DEFINITION Homo sapiens vimentin (VIM), mRNA. ACCESSION NM_003380 VERSION

NM_003380.5 KEYWORDS RefSeq; MANE Select. SOURCE Homo sapiens (human) ORGANISM Homo sapiens Eukaryota; Metazoa; Chordata; Craniata;
Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini; Catarrhini; Hominidae; Homo. REFERENCE COMMENT
REVIEWED REFSEQ: This record has been curated by NCBI staff. The reference sequence was derived from DA980400.1, BQ050765.1 and BC000163.2.
This sequence is a reference standard in the RefSeqGene project. On...

NM_003380.5 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression),

~R—Y 1 /1 c 1R 1-1 %8R

Data Export:

TR&DRERARI00004 X TRRERZENS TE XTI,

e YTRYIDFFAN 5 FR | FovO—KR
IV EINEORFAEY 7 MNCEEIERTEET,
e« JSONFER - U7 | #o>vO—R
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-l é oS BEFR S Help = Advanced search | English B/N\—=Y 3V
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caagaagagattgcc @ I Homo sapiens (human) v
2023-04-21 18:13:52, GGRNA : RefSeq release 216 (Jan, 2023) k

Summary:

e se(:caagaagagattgcc (2)
« INTERSECTION (2)

Results:

RREBICBDDEET. 543 LBHNRIBRENET,

Homo sapiens vimentin (VIM), mRNA. (2154 bp)
tcctgctggccgagctcgagcagctcaagggccaaggcaagtcgegectgggggacctctacgaggaggagatgcgggagctgcgccggcaggtggaccagctaaccaacgacaaagcccgcgtcgaggtggagcegce
gacaacctggccgaggacatcatgcgcctccgggagaaattgcaggaggagatgcttcagagagaggaagccgaaaacaccctgcaatctttcagacaggatgttgacaatgcgtctctggcacgtcttgaccttgaacgce
aaagtggaatctttgcaagaagagattgcctttttgaagaaactccacgaagaggaaatccaggagctgcaggctcagattcaggaacagcatgtccaaatcgatgtggatgtttccaagcctgacctcacggcetgcecectg
cgtgacgtacgtcagcaatatgaaagtgtggctgccaagaacctgcaggaggcagaagaatggtacaaatccaagtttgctgacctctctgaggctgccaaccggaacaatgacgccctgcgccaggcaaagcaggagtc
cactgagtaccggagacaggtgcagtccctcacctgtgaag...

1113
NM_003380.5 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression)

Homo sapiens dedicator of cytokinesis 5 (DOCKS), transcript variant 1, mRNA. (10246 bp)
aaggctcggaagtctggcatccctacttccgagcectggatcccagtaaggatcttgecctececctgcaacaccgagtgecttagacagcetgetgectgagaactggectccagecggtgtectcattccatggggceteectgetga
ctgcatttcctgatctgggatgatgtttaccagcccaaaaccagtcatgttcttccaaaagcettctctttgatagaattttgaggccatgccaccteccttccagtccacatggaattccagaatcagtcacagectctgattttttcea
agaagagattgccttcaccattgttaaatgtcagcctgtacggcagagacatggtggtctgcacaagectggacaagttcttccatattgatggtggagcaacccctgtaatctactccttggaaggattttttgctttgcettatg
aaaagctgtgcttgagacttaggtacttttctcacgtggacacactgatcccatcccatattgcatcttggaagagatggatatcaagtacactttggtagctgaaataatcatatctttctgatgtctattgtatctectttgaggaa
dagaacacac...

6079
NM_024940.8 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression),

~— q /1 2 1 -2 ZRR

Data Export:



BRI ZEIRTE 22

-l —f: B ERRE Help = Advanced search | English B/N\—=Y 3V

. ;s G G R N A ver.2

caagaagagatt @ I Homo sapiens (human) v
2023-04-21 18:14:04, GGRNA : RefSeq release 216 (Jan, 2023) k

Summary:

e se(:caagaagagatt (162)
e INTERSECTION (162)

Results:

RREBCEBNODEET, ELXZLBHRIERSNET,

Homo sapiens long_intergenic non-protein coding RNA 2136 (LINC02136), long_non-coding_ RNA. (529 bp)
gcagccccttgcactcgcggagtcatctacgcaaggtcgggctctgcaggcagcagcttctggtctcaccccgggcettgtgecgcacacctggggacatgtgggaaggtcgcetcttgecggcecactgagcggectggcectcagg
gaacgagccccgcgccgggaagaaagctgectgeccgggagegcagcctattggggacccgggacccgagcecaccgcggctcaccaagaggeggtggggcecctgeggtgegtgtgggacgeccgggcaggcagactctg
agcacggccaggaggcaagaagagattgaagggaaatctcaaggggctccagagactactacgatggtgcaaagtcacagaagccctgggaaaagcaggtagaatggagttgccatgacattgagcectcacctagat
gccagttccagatattggcagactgctggcectcctgaggagcacaggaaggggcctggcagactggtgatcctggttggagatgaagaggggctgatta

309
NR_146574.1 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression)

PREDICTED: Homo sapiens uncharacterized LOC105374007 (LOC105374007),_transcript variant X3, ncRNA. (874 bp)

g" /replace="t" /db_xref="dbSNP:540224371" variation 871 /gene="LOC105374007" /replace="c" /replace="t" /db_xref="dbSNP:1933033362" ORIGIN
//
gaggctgtggaacagcaaatattgcagaacagaaaatactgctgcctgatccttcctctggaaacttcgtcctagagtggcacccacctacatgaggaagccagaatggactgaatgtcacagcectttataacccacactgtg
gccgcaagaagagattcaaagaaaagaagatcctccctgccattcctcagtggctgaagtgegtggccagtcatcattcgctgagceccttactagtaagatactgagaatccgacaggttaaattacttcaaaatcaaacaa
aaaaaatcgtagaactgggatttaaccctcaaagcgtcaattctgaagttaaagctttaccccagggccttaagacacaggaactagcatcagaaatgtctcaaaaacatgatgctatttggtttctacgtgctttaactcagcec
cacatcagcagcctctgttctggagcag...

148
XR_001740463.2 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression),

PREDICTED: Homo sapiens uncharacterized LOC105377874 (LOC105377874),_ ncRNA. (902 bp)

LOC105377874" /replace="c" /replace="t" /db_xref="dbSNP:150109229" variation 901 /gene="L0OC105377874" /replace="c" /replace="g" /replace="t"
/db_xref="dbSNP:568739425" variation 902 /gene="L0OC105377874" /replace="a" /replace="g" /db_xref="dbSNP:114406725" ORIGIN //
aggcccatgctagcaggaggcacaagaagagattatatatgcaaataattctgtagctcttgtaccaggagagggtttgtcttgtaatatttctttgaagacacacatagaaatctttgattggtctacaaaaagcaaaattgt
gaggctaaaaagaagagggagaaagagaaagaatatttgaaaagagtatgcaaagctatgataaaaagtcggaagatggatgacaactgcagcatctttttttttttttttgagagctaagaatagtggggatgagggggt
gggtaaggcatgcaaagcaatttggagaagcaagggaaagaagcagaca...
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caagaagag N “Homo sapiens (human) v

2023-04-21 18:14:16, GGRNA : RefSeq release 216 (Jan, 2023)

Summary:

e se(:caagaagag (11903)
e INTERSECTION (11903)

Results:

RRBICBDDEET. 543 LBHRIBRENET,

Homo sapiens long_non-coding RNA uc.134 (UC.134), long_non-coding_ RNA. (1867 bp)

Online-Only REFERENCE 2 (bases 1 to 1867) AUTHORS Bejerano G, Pheasant M, Makunin I, Stephen S, Kent WJ, Mattick JS and Haussler D. TITLE
Ultraconserved elements in the human genome JOURNAL Science 304 (5675), 1321-1325 (2004) PUBMED 15131266
gccatagactattttctctaagcttatgagccgaaacataatatgcttacaagaagagacattagaactcataactttatactgactaatgttcaaatacaattatgttaggtatccatttgcttctgacatcacaaaagaacaga
tcacaaaagacttggacttaagctgtctgcttttccttgcataataagtcccctggttcagggaatccagtcattatagaatttagcctaactgcettctaatccatgtaggacattaaagatgaaaactagtaaagaattaaccatg
agaggaaataaaagattaattcaagtcagtcatcaccgtatctatatcttaagaagttaatagt...

50
NR_148407.1 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression)

Homo sapiens microRNA 8053 (MIR8053), microRNA. (75 bp)

REFERENCE 2 (bases 1 to 75) AUTHORS Griffiths-Jones S, Grocock RJ, van Dongen S, Bateman A and Enright AJ. TITLE miRBase: microRNA sequences,
targets and gene nomenclature JOURNAL Nucleic Acids Res. 34 (Database issue), D140-D144 (2006) PUBMED 16381832
gcttttccactggcgattttggaactcaatggcagaaatgtcaagaagagttttatcctttgccgaaagagaaaa

42

Synonym: hsa-mir-8053

NR_107020.1 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression)

Homo sapiens microRNA 5197 (MIR5197), microRNA. (112 bp)

AUTHORS Griffiths-Jones S, Grocock RJ, van Dongen S, Bateman A and Enright AJ. TITLE miRBase: microRNA sequences, targets and gene nomenclature
JOURNAL Nucleic Acids Res. 34 (Database issue), D140-D144 (2006) PUBMED 16381832
tatgggattccacagacaatgagtatcaatggcacaaactcattcttgaagccagttcaagaagagactgagtcatcgaatgctctaaatgtcacttcacctcatgt

63
NR_049829.1 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression)
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Schaefer et al. (1999) IV. Wilson’s disease and Menkes disease.
@@ CC-BY 4.0 ©2023 MRk Am. J. Physiol. Gastrointest. Liver Physiol. 276, G311-G314
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CPC SEHPL IHomo sapiens (human) v

2023-04-21 18:29:21, GGRNA : RefSeq release 216 (Jan, 2023)

Summary:

« CPC (2144)
o SEHPL (141)
« INTERSECTION (44)

Results:

RIECBHIDEET, 545 BNBERENET. R

Homo sapiens ATPase copper transporting beta (ATP7B),_transcript variant 41, mRNA. (5308 bp)
AQVKYDPSCTSPVALQRAIEALPPGNFKVSLPDGAEGSGTDHRSSSSHSPGSPPRNQVQGTCSTTLIAIAGMTCASCVHSIEGMISQLEGVQQISVSLAEGTATVLYNPSVISPEEL
RAAIEDMGFEASVVSGEAMPVTKKPGSTVIAGSINAHGSVLIKATHVGNDTTLAQIVKLVEEAQMSKAPIQQLADRFSGYFVPFIIIMSTLTLVVWIVIGFIDFGVVQRYFPNPNKHI
SQTEVIIRFAFQTSITVLCIACPCSLGLATPTAVMVGTGVAAQNGILIKGGKPLEMAHKIKTVMFDKTGTITHGVPRVMRVLLLGDVATLPLRKVLAVVGTAEASSEHPLGVAVTKY
CKEELGTETLGYCTDFQAVPGCGIGCKVSNVEGILAHSERPLSAPASHLNEAGSLPAEKDAVPQTFSVLIGNREWLRRNGLTISSDVSDAMTDHEMKGQTAILVAIDGVLCGMIAI
ADAVKQEAALAVHTLQSMGVDVVLITGDNRKTARAIATQVGINKVFAEVLPSHKVAKVQELQNKGKKVAMVGDGVNDSPALAQADMGVAIGTGTDVAIEAADVVLIRNDLLDVV
ASIHLSKRTVRRIRINLV...

553 637

Synonym: PWD; WC1; WD; WND

NM_001406548.1 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression)

Homo sapiens ATPase copper transporting beta (ATP7B), transcript variant 37, mRNA. (6016 bp)
NIELTITGMTCASCVHNIESKLTRTNGITYASVALATSKALVKFDPEIIGPRDIIKIIESKTSEALAKLMSLQATEATVVTLGEDNLIIREEQVPMELVQRGDIVKVVPGGKFPVDGKVL
EGNTMADESLITGEAMPVTKKPGSTVIAGSINAHGSVLIKATHVGNDTTLAQIVKLVEEAQMSKAPIQQLADRFSGYFVPFIIIMSTLTLVVWIVIGFIDFGVVQRYFPNPNKHISQT
EVIIRFAFQTSITVLCIACPCSLGLATPTAVMVGTGVAAQNGILIKGGKPLEMAHKIKTVMFDKTGTITHGVPRVMRVLLLGDVATLPLRKVLAVVGTAEASSEHPLGVAVTKYCKEE
LGTETLGYCTDFQAVPGCGIGCKVSNVEGILAHSERPLSAPASHLNEAGSLPAEKDAVPQTFSVLIGNREWLRRNGLTISSDVSDAMTDHEMKGQTAILVAIDGVLCGMIAIADAV
KQEAALAVHTLQSMGVDVVLITGDNRKTARAIATQVGINKVFAEVLPSHKVAKVQELQNKGKKVAMVGDGVNDSPALAQADMGVAIGTGTDVAIEAADVVLIRNDLLDVVASIHL
SKRTVRRIRINLV...

789 873

Synonym: PWD; WC1; WD; WND

NM_001406544.1 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression)

Homo sapiens ATPase copper transporting beta (ATP7B), transcript variant 32, mRNA. (6298 bp)

A ARAIRATNY 71 TY 71 AT AN INZPSUI AN ITI A N TAN TA P17 AP TN I"T"TF*"“ """ TS PSR A1 Y 7P°°0U A 1 7<TSLAIl L 11 AR UIZPNUIZ"TP“P AR 1 ARU1IZ1 RALSEL N A1 A"y I\ I'"T"1 T "I ALl TTYIS "I 7 ITSA A1 A 17PN 7 STNTY 1 7% I\ IS S SUI 7N\ I\ 7~ 7
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primer-F:
agctcattactttatcagtgca

primer-R:
tgacgtattcactcttctggtt
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e seq:agctcattactttatcagtgca (2
e comp:tgqacqtattcactcttctqgtt (2)
« INTERSECTION (2)

Results:

by TS50 ERR, RASICEBHNDEEY,. TLs-eNRERENETY.

Homo sapiens DGCR8 microprocessor complex subunit (DGCRS8), transcript variant 2, mRNA. (4437 bp)
tgaaaaaattcaggacttgggctgagcggcggcaattcaatcgggaaatgaagcggaagcaggceggagtccgagaggceccatcttgeccagecaatcagaagcetecattactttatcagtgcaagatgcacccacaaag
aaagagtttgttattaaccccaacgggaaatccgaggtctgcatcctgcacgagtacatgcagegtgtcectcaaggtcecgecctgtctataatttetttgaatgtgeccgagetacactggaaatcectcateectgactttgtta
aacagacctctgaagagaagcccaaagacagtgaagaactcgagtattttaaccacatcagcatcgaggactcgegggtctacgagctgaccagcaaggetgggcetgttgtctccatatcagatectccacgagtgectta
- eakgggakgagt 0acacgtctatcaagtttgaagtggttcctgggaaaaaccagaagagtgaatacgtcatggegtgtggcaagcacacagtgegegggtggtgtaagaacaagagagttggaaagce

agttagcctcacagaagatd “2272?- ] 892 — 380

1892 2272
Synonym: C220rf122DG
NI > .1 = Homo sapiens (human) - NCBI - UCSC - RefEx(expression)

Homo sapiens DGCR8 microprocessor complex subunit (DGCR8), transcript variant 1, mRNA. (4536 bp)

gaagcggaagcaggcggagtccgagaggceccatcttgecagecaatcagaagcetecattactttatcagtgcaagatgcacccacaaagaaagagtttgttattaaccccaacgggaaatccgaggtctgeatectgea
cgagtacatgcagcgtgtcctcaaggtccgecctgtctataatttctttgaatgtgagaacccaagtgagcecttttggtgectcggtgaccattgatggtgtgacttacggatctggaactgcaagcagcaaaaaacttgega
agaataaagctgcccgagctacactggaaatcctcateecctgactttgttaaacagacctctgaagagaagcccaaagacagtgaagaactcgagtattttaaccacatcagcatcgaggactcgegggtctacgagcetg
gtctccatatcagatcctccacgagtgecttaaaagaaaccatgggatgggtgacacgtctatcaagtttgaagtggttcctgggaaaaaccagaagagtgaatacgtcatggegtgt

ggcaagcacacagtgcgcoRgtaghgt agggagt...
s 2371 1892 = 479
Synonym: C220rf122DG —oy®,; pasha

o sapiens (human) - NCBI - UCSC - RefEx(expression)

N

Data Export:

TRE& DRXI00004FF TRBBRERGTEE T,

o YTEYIBFHFAN - TR | o vO—K
I/ FORINY 7 MCEBICNRTEET,
e JSONFZX - UV ¥ | FovO—KE
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GGRNA .

1552311 _a_at EER

LS

a»

Homo sapiens (human)

2013-12-05 21:34:57, GGRNA : RefSeq release 62 (Nov, 2013)

Summary:

Seq:TCTCCACAAACGTTTTTAAAATGTG (2)
Seq:GCCACACCGCCAGTAAGCACAAGAAA (2)
Seq:GGCAGGAGCTGCAGTAGCTACCCTC (2)
Seq:GCATGGGATGGGACAGTCTGGGCCA (2)
Seq:ATGTGCCCGGTGTACTGGTGCACAC (2)
Seq:AGCGTCACCCCATCTCTAGGCGGCAC (2)
Seq:AGATCACTCCCAGATCACCAGGTCA (2)
Seq:AGAAGTGCGGCACCAGGGCAGGAGC (2)
Seq:ACCCGCACGTAAGCACAAGAAAGATTT (2)
Seq:AATCTCACCGCACACCAGGCAGTGE (2)

S€Q:AAAATGTGCCGGGTGTACTGGTGCA (2)
INTERSECTION (2)

Results:

by TS50 A RR, RATICBNDEEY, TLs-eNRERENETY.

Homo sapiens retina and anterior neural fold homeobox 2 (RAX2), mRNA. (2190 bp)
cagccgcatcgceccaagagctctgagcaaggaggcetgtcgecggggecgagaacccgetgggactggcaagcacggetggeccagtgcagcaggagggggecctgaggecatgggatgggacagtctgggcecageg
ccacctcccgggacagaagtgcggcecaccagggceaggagcetgcagtagctaccecteccegtctccagectgggetccccagatcactecccagatcaccaggtecacccecatetetaggeggceacctcacaca
ccagtcctgtggtccaacgccccgecatcacccaatgtcaccgecacaccaggcagtggggacacggcagtaagcacaagaaagatttttttttttaaagctaaaccaggcecaggtgeggtggcetcatgectgta
atcccagtgctttgggaggctgaggtgggaggattgcttgagaccagcctgggtgacacagcaagaccccatctccacaaacgtttttaaa_ooggghhmcacctgtcatcccagctacccaag
aagctgaggcaagaggatcacttgagcccagaaggtcgaggctgcagggagcetgtgatcacactg...

1592 1634 1650 1698 1717 1783 1807 1812 1955 1972 1975

Synonym: ARMDG6; CORD11; QRX; RAXL1

NM_032753.3 - Homo sapiens (human) - NCBI - UCSC - RefEx(expression)
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0 EFEWRIZIRefSeqDIEEEY
RefSeq ID : NM_*, XM _* = mRNA
RefSeq ID - NR_*, XR * = ncRNA
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Human genome, GRCh37/hg19 (Feb, 2009) Q -

®zz2vyvF/Frvv7EHFE OIZATVYFOHHFAR © |0 BEFET (RERITDEFINRD25%F T)
@ wrmeErE O +Am0pE O —HRAOHRE

L E

o [ TTCATTGACAACATT ] ...... BERZRER
o FHBA{EVTT
. BEFPEEEYOF—7— k%R ¢ GGRNA (¢<¢zm) A
o ) D Tnanogs %##FK : https://GGRNA.dbcls.jp/hs/nanog

REHBRANDV VY

e http[s]://GGGenome.dbcls.jp/db/k/[strand]/[nogap]/sequence[.format][.download]

o db - hg19, mm10, dm3, ce10, TAIR10, pombe, refseq, etc. Er&HFIE hg19
BRBEORELRT —IN—R—E
k> HFBIZIAVYF/Fr v 7O, HBEDRKZEVELIEST 2, EAIEKIL O
strand — '+' ('plus') £7zlE '-' ('minus') TRED AR DHMRR, EBIEKFEHEARZRE
nogap » ¥v v 72HFAET K BELURNDI ATV Y FOAFRLTREKRT S
sequence — BERCH], AXF - IWXFREEHFIUGRW
format — html, txt, csv, bed, gff, json, &KL html
download —» URLOREBICHINT 3 ERFERZ 7 7MILELTY UV YO-RTES
o Bl1 : https://GGGenome.dbcls.jp/TTCATTGACAACATT

o B RS/ hgl9 (BBEHA]) T

o IANYF/F v v IZHAET (BREM)

o TTCATTGACAACATT Z#&%R UL
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TTCACTGACA SEN
T—INR—=2R ! k
Human genome, GRCh37/hg19 (Feb, 2009) Q -

®zz2vyvF/Frv7EHFE OIZATYFOHHFER © |0 BEFET (RRITDEFINRD25%F T)
@ wrmerE O +Am0pE O —HRAOHRE

2023-04-21 18:43:39, GGGenome : Human genome, GRCh37/hg19 (Feb, 2009)
Summary:

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

Results:

BREREICENDZEET (SAVYF - BARE) |

chrl1:620618-620627 620618
ATACTAGAATTTTAAAAGCAAATGTCTTTATTCACTGACAACATAATCATCTATAAAGAAAATCCTACAT

chrl:728363-728372 728363
CCCTCAGCCACACAGCTGACGCTGTAGAGATTCACTGACATCCAGTCTGATGGACACTGTTTCTCCAGCC

chrl1:1336263-1336272 1336263
CCGCAGGGCTCTGCCACATCCCTGTCTTCCTTCACTGACATGAAACGCAGAAAAGGCAGCTTTGCCACAA

chrl1:3274566-3274575 3274566
AGAGGCCCACTCGTGAGCCTTGCTGTGCCCTTCACTGACATGCTCGCCCATGAGCTGAGTCTGCCTTGAC

chrl1:3783925-3783934 3783925
CTCCGCTGCGTGTAGATACCACACTGTCTATTCACTGACACTTGGGTTGCTTCCACCTTTTGGCCTGGCC
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TTCACTGACAACATTGAGTA EES
—HNR—2Z . k
Human genome, GRCh37/hg19 (Feb, 2009) Q -

®z2vyvF/Frvv7EHFE OIZATVYFORHFR © |2 BEE T (RRT ZEIRD25%FT)
@ wrmerE O +Am0pE O —HRAOHRE

2023-04-21 18:43:54, GGGenome : Human genome, GRCh37/hg19 (Feb, 2009)

Summary:

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

Results:

REICEIDZEET (SAVYF - BARK) |

chrl:77930953-77930971 ¥ 77930953
AGCAGTACTCAAGATCACCTTTTTTTAAAGTTCACTG-CAACATTCAGTAGATGAAAAATGTGTAGCTGTAATTCATTGA

chr1:106947513-106947532 VY 106947513
TAGAAAACATACCACATAAAGAAGCAATCT[TTCACTGCACAA-A1TGAGTA|TAAAATTTAACCCGTTTGAAAGG GTCATTA

chr2:30898313-30898332 V¥ 30898313
GCCCCCAGCCACTTATATGTATTTTTTAAATTCACTGACAACATTGAGTAIGAAAAGATAATTTTTTTTTTTTTGAGACAG

chr2:141517099-141517117 V141517099
TTTATTTTCTTTAACACAGCCTTTGATAAATTCACTGAC-ACATTGAGTTAGCCATAGTGTGTAATGGGAGACTGCCCAG

chr2:163535086-163535106 wv163535086
TGAGAAAGAGGACACCCTAAGAATTATGGCITTCACTGACAACATTAGAGAAICATATCAAACTCAAACGAATATTCTGGGGT
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Genomes Genome Browser Tools Mirrors Downloads My Data View Help About Us

UCSC Genome Browser on Human (GRCh37/hg19)
move <<< << < > >> >>> zoomin 15x 3x 10x base zoomout 1.5x 3x 10x 100x

multi-region | chr1:77,930,953-77,930,971 19 bp. |gene, chromosome range, search terms, help pages, see ¢|| go | examples

chri@E3t.) Bl B D I DN RBEESl B RE

Scale 5 bases | | hgt9

chri: 77.930,955| 77.930,960| 77.930,965| 77.930,970|
—| T T C A C T G C A A C A T T C A G T A

ssembly Fix Patch Seguence Alignment:
Reference Assembly Alternate Haplotype Sequence Alignments
UCSC Genes (RefSeq, GenBank, CCDS, Rfam, tRNAs & Comparative Genomics)

Hererel £ AN

[

AK5 <
a _T_ AK5 <]

Ref{ AK5 urated

RefSeq genes from NCBI

Publications: Sequences in Scientific Articles

Sequences
a SNPs
OMIM Gene Phenotypes - Dark Green Can Be Disease-causing
H OMIM Genes
Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)
AKS5
a |_|| I LAl 5 ==
H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE
Layered H3K27Ac
] 4.88 100 vertebrates Basewise Conservation by PhyloP
100 Vert. Cons — —_— e— — .
4.5
Multiz Alignments of 100 Vertebrates
Human T T C A C T G C A A C A T T C A G T A
Rhesus T T C A C T G C A A C T T C A G , A
Mouse
[, g _. mn mn . rmn mn A A mn T 1 o T m A mn -« A
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= C | ® gggenome.dbcls.jp/2/TTCACTGACAACATTGAGTA. txt )+
# [ GGGenome | 2018-97-08 94:33:37 ] /A\

# database: Human genome, GRCh37/hgl9 (Feb, 2029)

# query: TTCACTGACAACATTGAGTA e N\

# count: 36

# query: TACTCAATGTTGTCAGTGAA

# count: 33 'tXt'

# name strand start end snippet snippet_pos snippe t align edit match mis del ins

chrl i 77930953 77930971

TCATGAAATGGAAGTCCTGCCACTTCAGGGTCCTGTAAACACATAATGCTGATGCCAGGCCA, :TCACCTTTTTTTAAAGTTCACTGCAACATTCAGTAGATGAAAAATGTGTAGCTGTAATTCATTGAAGGC
AGTCTGTTCTTCAGTTACCATGGCAACTGCTCAATTAAGT GAAAAAAAATGAAAAAATA 1871 TTCACTGACAACATTGAGTA TTCACTG-CAACATTCAGTA ARRR RN
T e—— [ecccana y CERT 18 1 ? 1

chrl i 186947513 186947532
TCATCTGGTCTATATGTCCCATGTTCATAAAGTTGATAACATCAAAACACGGAAAGTATAGGAAATAACATAGAAAACATACCACATAAAGAAGCAATCTTTCACTGCACAAATTGAGTATAAAATTTAACCCGTTTGAAAGGGTCATTATAT
ATGAGGAGCAGAAAGACAAGTGGAGTATAAAGAAAATGGGCTTTAAAGTCAAACTTGCCT 186947413 186947632 TTCACTG-ACAACATTGAGTA  TTCACTGCACAA-ATTGAGTA  LIILILL |
|||l|||| _______ D————l ________ 19 0 1 1 |
TTGATCTCCTGACCTCGTGATCCACCTGCCTCGCCCTCCCAAAGTGGTGGGATTACAGGCGTGAGCCACCGCCCCCAGCCACTTATATGTATTTTTTAAATTCACTGACAACAT TCAGTAGAAAAGATAATTTTTTTTTTTTTGAGACAGAGT
TGTTGCCCAGGGGCACTGCAGTGGCACAATCTTGGCTCACTGCAACCTCCACCTCCCGTG 36898213 30898432 TTCACTGACAACATTGAGTA TTCACTGACAACATTGAGTA
FEERRRRRRRRRTRTTRRTT s s e s s s e 20 ? ? ?

chr2 i 141517099 14

AATTTTCAGTAAAATTAAATAATAAATAAAGGAA GTATC

CTGATTTGTTTCATTGTTCTTCGAGCACCATTGCA 7 17 r7 17 [
e TTCA-ACAG “query” 7 “match
chr2 + 163535086 16 y

CTCATGGTGACTCCACACATATTGGACAGAAGGE GGTCT
[

TGTGGATTTTGCTTTAGAGTCCATGAGAGTAAGA 11 - 1 11 my J |
iclaliatita st [LEE T 1 "align 1 “mis
chr2 il 186291365 18

CCCATCATCACCAATATCATTATCTCATCTTCCA . TATCT
TTTTTTTGAGCAGGCTCTATAATAACAAAACTGAJ TT A A " b -t n 1 1" d I n 11
T | om— Damnnsace : S IJ‘(: e

chr2 + 206339568 20

ATGAATCAAAGGCTTGAAACATATTGCCAACAAT 11 = / i " 17 AATTT
GAAAAATAGTACTGTATCATTTTACATTGAACTT e s s e | ) e s e e d I t I n S Iy
B e Xeamanan 18

chr2 + 235498941 23

CTTCAAGGGGCCAGGTGCGCACACACATAGTTCA JAGGC
GCACCTATTATAGAGCCTGGGCTCATGTTAGGTAATGCAGGCAAGCGCTCAAAGAACCGE 235498841 2354999692 TTCACTGACAACATTG-AGTA  TTCACTGAC-ACATTGCAGTA  LLILLLLEI
[T sem———— [eecma= Demw= 19 Q n | 1

chr3 + 7763221 7763239

CAGAGATGTGCATGGATAGCTTTGGTTGTAGTCTTTTTGACAGCATCAGCTTGGTAGTTCTCCCAGTCTTCACTTGATCAGTGCAGACATAGATCAATTCTTCACTGCAAAATTGAGTAGTGAATAAATAAACTTACTTCAGCTAACCTAACT
TTCTAGCACTAATCAGTAGATATCCAATTTATTAAACCAAAATGAATAAAATATATAAA 7763121 7763339 TTCACTGACAACATTGAGTA  TTCACTG-CAAAATTGAGTA  LLLELEL LI LILILIT]
------- Joan)Xoesesess 18 1 ? 1

chr3 4+ 107912698 107912716
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< C | ® gggenome.dbcls.jp/2/TTCACTGACAACATTGAGTA.bed
track name«GGGenome descriptions"GGGenome matches” /\
chrl 77930952 77930971 i ? i
chrl 106947512 186947532 . ) e I
chr2 30898312 30898332 3 ? i
chr2 141517098 141517117 . ) i Y | i
chr2 163535085 163535106 . 2 + bed
chr?2 186291304 186291324 , ? i
chr2 206339507 206339526 . ? i
chr2 235498949 235498960 g ? i \ /
chr3 7763220 7763239 . 2 i
chr3 107912697 187912716 . ) i
chr3 119451772 119451792 ) i
chr3 176282653 176282673 2 I
chr4 127134995 127135015 sScale 188 kb| | haig
chrd 128011906 128011924 o chr¥: | 74,250,008| 74,300,000| 74,350,000| 74,400,000 74,450,000| 74,500,000| 74,550,000|
chrs 59044792 59044811 o GGGenome matches
chr5 86132916 86132934 | enome LI A1 1 | | [t i Il |
c:rg gggg%ig gg;g;gg /\ ﬁé’gssjc': Genm (RefsSeq, GenBank, CCDE, Rfam, tRNAs & Compar;gti'_we Genomics) ZDHHC].Sm
chr ABCEBT HHH- UPRT i ZDHHC1S
chré 95214802 95214821 UPRT |====HHH ZOHHC 1431
chré 105109671 165109690 4 R P o
chré 151088191 151088209 =
chr7 8118613 8118632 . 0 | Refsea cenes G G G enome - ——" -—
chr? 41689137 41689156 Scientific Articles
chr8  9@913783 90913803 Ny o - ' l '
chr8 93876074 93876095 —
chrll 22831616 22831635 Human mRNAS h t t k T i -
chrll 92192200 92192219 | »k I rac elél;l;nlspllillel'llIlIIIII (Il [ I o
chriZz 104489309 104489329 | Spliced E3Ts A —H —+HHH H
Chl"l4 81126955 811269?5 _] CpG Islands (Islands < 588 Bases are Light Gresn)
chris 97446661 97446682 . o HSKQ;EG - H3K27AC Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE
chrl9 41567265 41567284 AP -
chrX 24337848 24337867 o | | | | Ll
chrX 130867380 130867399 | DNasel Hupersensitivity Clusters in 125 cell tupes from ENCODE (V3)
chrX 130886147 130886166 l Dhase Clusters | | | I |
Transcription Factor ChIP-seq (161 factors) from ENCODE with Factorbook Motifs
E::; igggggggé iggggégég T e Facro: E';IP l l I 1'99 ver'-t!elabr-ates E!alsewise Conser*lvat!n!n by Ph':l]OllD'
chrl 1936392 1930411 . ? T
chrl 155825360 155825379 188 Vert, Cons
chr3 49831282 49831301 o bt
chr3 185466112 185466131 -4.5 _
chr4 19225839 19225857 MUltiz Alignments of 188 VYertebrates
chrd 74112900 74112919 Rnesus _ _ i - AEE B @
chrs 128999691 128999711 ouse —A—HE—— BRI F':%':}E!Il':‘:'.'z.%
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& C | ® gggenome.dbcls.jp/2/TTCACTGACAACATTGAGTA.json <

f

4 )

e database: "Human genome, GRCh37/hgl9 (Feb, 2009)",
e error: "none”,

e results: 'j so n r

o - \. /

[ sss

align: "1EEELEE TEEEREL FRLI™,
del: @,
edit: "=memmn Jeccanaa Xemma"
ins: 1,
match: 18,
mis: 1,
name: “chrl”,
position: 77930953,
position_end: 77939971,
query: "TTCACTGACAACATTGAGTA",
sbjct: "TTCACTG-CAACATTCAGTA",
snippet: "TCATGAAATGGAAGTGCTGCCACTTCAGGGTCCTGTAAAGAGATAATGCTGATGCCAGGCCAGGGAAAAAAGCAGTACTCAAGATCACCTTTTTTTAAAGTTCACTGCAAL
snippet_end: 77931971,
snippet_pos: 77930853,

strand: "+

align: "LELEEED LEEE RRRDELEL"™,
del: 1,

edit: "weeeen Demne] snnmnme= =
ins: 1,

match: 19,

mis: @,

name: “chrl”,

position: 106947513,
position_end: 1@6947532,

query: "TTCACTG-ACAACATTGAGTA",
sbjct: "TTCACTGCACAA-ATTGAGTA",

A & SN S o SR SEoaa o SIS S SEEL oI S L . 4 SEEE R . s SEEE S A A LR A G A A LD A GER AR S S A A AL AR AR A S B A AN A GEE S A A e A AL A A A G S AR A L A D A LG A A A A A AGEA L B A A A AR A A GESNEEESe e A ames o an oo an s s



meso@mesobook:% curl -s 'https://GGGenome.dbcls.jp/hg38/GTCGTATGCTAG.bed'
track name=GGGenome descriptjion="GGGenome matches"
chrl 194830236 1948R0248 . 9 +
chr2 78670750
chr2 218571531
chrl2z 55980766
chrl2 116320454
chrl5 91363640 y 1)1 > 'F*EE m'a
chrX 151249981 Web b E 1?
chrX 151250002

curl VYR

chrl 158411570 158411582 0 -
chr2 14459609 14459621 0 -
chr4 27155130 27155142 ) = - g
chr7 145345362 145345374 . ) - wc 7? b =
chr8 4213930 4213942 . 0 - P o
chr8 91253328 91253340 0 : ﬂ&’éﬂ '7 Q| S
chr8 128369312 128369324 () -
chrl® 10395010 10395022 (/) -
chrl® 127341893 127341905 (/) -
chrlS 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 chr8l

grep V2.

*—7— i




FxAEHY 7 D5 GGGenome RFE 42

meso cacase -

= GGGenome primer search
770 ®BE FRR BA RREX T—-F Y- ALT

& e~ ~ T ¥ % 123-  Aral - 10 - B Z SA. &-BHB-d- E-L-5 BMY Z-

Tx =ImportData(D2)
A B C D E F G H |
1 Primer name (1) Sequence (2) GGGenomeURL (3) ImpotDATA function name strand start end
=ImportData(D2)

2

YNOO1-F caatcaccctcaccctcttatatge [http://GGGenome.dbcls.p/rice/caatcaccctcaccctcttatatge. txt chr01 + 27707 27

chr01 - 28071 2809»32

3 ATATTGTTTGGTACGAGTA

YNOCO1-R ccgctgtgaa 27971 28192 chr01 - 28071 28
4 YNOO2-F tgatcccaat
. e Sm = ImportData(D2)
6 YNOO3-F acgtactgtg
7 YNOO3-R acccaacct -/
8 YNOO4-F atcagattccgccgcggecg
9 YNOO4-R ggagagatctggttggggag
10
11
12
13
14 f ™
15
16 I .
- PCR7 24 V—@cd
18
19 . y,
20
21
22
23
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GGGenome primer search Meso Cacase °
is = - — AXV K o #*N
770 ®E FRR BA ®xREX T Y- ALT
& e ~ T ¥ % 123+ Aral - 10 - B Z 5A. .- H-BH- E-L-5 BMY ZI- &-
Tx =concatenate("http://GGGenome.dbcls.jp/rice/",C4," txt")
E F G H 1 I M N o] P Q
- (4) PCR
(3) ImpotDATA function name strand start end product length
chr01 + 27707 27731 Y
2 CCCATCCAGGTCATCGTAC
27607 27831 chr01 + 27707 27731 385
chr01 - 28071 28092 A
3  ATATTGTTTGGTACGAGTA
27971 28192 chr01 - 28071 28092

chr03 + 9682634 9682653

4 TTTCCAAAGATGATAACCT
9682534 9682753 chr03 + 0682634 9682653 129
chr03 - 9682744 9682763

5 AGTTGTTTATTTTTGGACT(

09682644 9682863 chr03 - 0682744 9682763
chr06 + 7494240 7494259

6 TAATTGTTGTAGGCATGAG
7494140 7494359 chr06 + 7494240 7494259 246
chr06 - 7494467 7494486

7 GAAACATAGGACCGGATG!

7494367 7494586 chr06 - 7494467 7494486
chr01 + 27691273 27691292"

8 CACCGGAACGAGACGACAI
27691173 27691392 chr01
chr01 - 27691834 27691853 Y

9 GCCTCCCCCAGGCGTCGAC
27691734 27691953 chr01 - 27691834 27691853

+

27691273 27691292 580

10
11
12
13
14
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http://GGGenome.dbcls.jp/

® 7/ L%ZESEICRFEOIEE
350 EDEYE (S E5HEYIF80IE) [CHIE
® FVWEEACIIDERFRICTEL
SANY TFPHBARIDZ L THREE L DRVWIRER
® HDY—=ILHSIHEO™HIT IENTES (REST API)
Google A 7L v K¥— Kk ® ImportData() BE%&
Excel 20132 D WEBSERVICE() &%k
R. Ruby. Galaxy. 7/L7Z0% - - -
® WETHMICHIATE
FRAMATH > THEE,
FAZEIFLEEY T —ICBWTEER L,

@@ CC-BY 4.0 ©2023 FkiEH
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PAMIC 129 S HCHI DEIR

A4 KRNA
REXEY -

A759—7y SNEHIRSR

GAAGGCAGTCCAGTGAAATG
GGGenome T T T T
——  GAAGCCAGTACAGAGAAATG

=T ERAIEERIRRY —L — —
wordhTe—HtE9
BLASTCHRE T L)

@@ CC-BY 4.0 ©2023 FkiEH
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C RI R direCt — Rational design of CRISPR/Cas target.

http://crispr.dbcls.jp/

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

retrieve seguence

or Paste a nuclectide sequence: @

AccessionZES ]

lagtgcacctcccgttcgectcgetegegagetecgegttactttacaccgecgecgecgagetctccagactccggaggaggaageg
| atcgttacacgtacgcctcgtcaagcagaagcagaacatctgaagaatggectgacgaggatattcaacctattigtgtgcgacaatg
‘ gcactggaatggtcaaggcaggtttitgctggtgatgatgcaccaagggeccgtcttccctagecattigtagggagaccacgtcacacc
i ggtgtcatggttgggatgggccaaaaggatgectatgtgggtgatgaagctcaggcaaaaaggggtatcctgactctaaagtacec

i aattgaacatggaattgtcaataactgggatgacatggagaaaatatggcaccacaccttictacaatgagecttcgtgttgcacctg

‘aagatcaccctgtat tactaactgaagcccctctcaatcccaaagccaacagagagaagatgacacagatcatgtttgagacc<

1aattgcccagcaatg tatgtcgcaatccaggetgttctatcctigt

or upload sequence file: @‘ 71 IERR  BIRENTVEEA

PAM sequence requirement: 'NGG | (e.g. NGG, NRG) @

Specificity check: Human (Homo saplens) genome, GRCh37/hgl$ {(Feb, 2009)
( design :)

Whats' new:

e 2017-06-19 Added 8 species - List

-~

\—

- fof =
IBEES = A

J
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* Target sequences with TTTTs are also shown in gray. Avoid TTTTs in gRNA vectors with pol III promoter.

. Ishow highly specific target only

Show | 20 3 |entries Search:
position target sequence sequence information number of target sites @
start + GC% of Tmof TTTTin restriction 20mer 12mer 8mer
- end 20mer+[PAM] (total 23mer) o IS oot or T 20mer sites +PAM +PAM +PAM
7-29 - [cct|ccegttcgectegetegega [gRNA] [75.00 % | 83.48 °C - Nrul 1 rdetall] 5 [detall] 370 [detail]
10-32 - [ccc]gttegectcgetcgegaget (gRNA] | 70.00 § ] 1(detall] 276 [detall]
2 . oh
11-33 - [ccgttegectegetegegagete [gRNA] | 70.00 § *ﬁﬂ(_] H *]' |\ ad ] 4(detall] 911 [detall]
18 - 40 - -cct cgctcgecgagectcgegttac [gRNA] | 70.00 11|-LIE t EEEEEU | 4 [detall] 1072 [detail]
Jm
47-69 - [ccglccgccgecgagetctecaga [gRNA] (75,00 ¢ ] 305 [detail] 79033 [detail]
50 - 72 = CCQCCQOQCLCLCCGQOC'~C ‘gRNA] 70.00 ok)\w'l-rﬁ Sou1 rzv!."é“] 37 [detall] 3555 [detall]
53-75 + ccgccgagetctccagactc|cgg| [gRNA) | 70.00 % | 80.41 °C - Sacl 1 [detail] 3 [detall] 175 [detall]
53-75 - [ccglccgagetctecagactcegg [gRNA] (70.00 % | 80.27 °C : Sacl 1 [detail] 15 [detall] 2679 [detail]
56-78 + ccgagctctccagactccgglagg] [gRNA] | 70.00 % | 80.27 °C - B;SCEII 1 [detall] 4 [detall] 793 [detall]
™ 1 A o o BSpEI r r r
56-78 - [ccglagctctccagactccggagg [gRNA] 65.00 % | 79.68 °C - i 1 [detail] 1 [detall] 1295 [detalil]
50-81 + agctctccagactccggaggagg) [gRNA] 65,00 % | 79.68 °C : BspEl 1 [detail] 2 [detall]l 608 [detail]
65-87 - [ccdgactccggaggaggaagega (gRNA] 65.00 %  78.93 °C - BspEl 1 [detall] 6 [detall] 375 [detail]
72-94 - [ccdlgaggaggaagegategttac [gRNA] 55,00 % | 73.00 °C - ?,f/‘fll 1 [detall] 14 [detall] 3180 [detall]
'gRNA] 50.00 % | 71.33 °C - 0 [detail] 3 [detall] 588 [detall]
~ 'gRNA]  40.00 % | 65.99 °C - 0 [detall] 7 [detail] 1117 [detail]
123-145 + catctgaagaatggctgacglagg| (gRNA] 50.00% 69.80°C - 1 [detall] 2 [detall] 1388 [detail
151-173 | + cacfctatzututgcgacaa- gRNA] 45,00 % 69.15°C - 1 [detall] 3 [detall] 303 [detail]
154 -176 - [cct|attgtgtgcgacaatggeac [gRNA] [50.00 % 72.27°C - 1 (detaill 1 (detai] 667 [detail
157 - 179 + attgtgtgcgacaatggeac(tgg| [gRNA] |50.00 % | 72.27 °C - 1 [detaill] 2 [detall] 499 [detall]
162 - 184 + gtgcgacaatggcactggaaltgg| [gRNA] 55.00 %  74.69 °C - 1 [detall] 6 [detall] 677 [detail]
Showing 1 to 20 of 71 entries First ' Previous |1 |2 /3! 4 | Next |Last

Graphical View:
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* Target sequences with TTTTs are also shown in gray. Avoid TTTTs in gRNA vectors with pol III promoter.

. Ishow highly specific target only

Show | 20 3  entries
position target sequence
start .+ 20mer+[PAM] (total 23
S a8 mer (to mer)
7-29 - cccgttcgcctcgctcgcga [gRNA’
10 - 32 - @gttcgcctcgctcgcgagct [gRNA]
11 -33 - ttcgcctcgctcgcgagctc [gRNA’
18 - 40 = cgctcgcgagctcgcgttac [gRNA’
47 - 69 - ccgccgccgagctctccaga ‘gRNA’
50-72 - ccgccgagctctccagactc [gRNA]
53-75 - ccgccgagctctccagactc ‘gRNA’
53-75 - ccgagctctccagactccgg [gRNA]
56 - 78 - ccgagctctccagactccgg [gRNA’
56 -78 - agctctccagactccggagg [gRNA]
59 - 81 - agctctccagactccggagg [gRNA]
65 - 87 - gactccggaggaggaagcga [gRNA]
72 -94 - gaggaggaagcgatcgttac [gRNA’
102 - 124 - cgtcaagcagaagcagaaca [gRNA]
114 - 136 | + gaagcagaacatctgoagaa [gRNA]
123 -145 + catctgaagaatggctgacg [gRNA]
151 - 173 + caacctattgtgtgcgacaaltag| [gRNA
154 - 176 - attgtgtgcgacaatggcac [gRNA]
157 - 179 | + attgtgtgcgacaatggcac [gRNA’
162 - 184 + gtgcgacaatggcactggaaltgg| [gRNA)

Showing 1 to 20 of 71 entries

Graphical View:

GC% of
20mer

75.00 %
70.00 %

70.00 %

70.00 %

75.00 %
70.00 %
70.00 %
70.00 %

70.00 %

65.00 %

65.00 %
65.00 %

55.00 %

50.00 %
45.00 %
50.00 %
50.00 %
55.00 %

Tm of
20mer

83.48 °C
83573 °C

81.09 °C

80.24 °C

84.25 °C
80.41 °C
80.41 °C
80.27 °C

80.27 °C

79.68 °C

79.68 °C
J8.93 °C

73.00 °C

69.80 °C
69.15 °C
Tadd "G
72.27 °C
74.69 °C

sequence information

TTTT in
20mer

restriction

sites
Nrul
Nrul

Nrul
Sacl

Nrul
Sacl

Sacl
Sacl
Sacl
Sacl

BspEI
Sacl

BspEl
Sacl

BspEl
BspEl

BsiEl
Pvul

First

Search:

number of target sites @

20mer
+PAM

1 [detail]
1 [detail]

1 [detaill

1 [det

P———
1 [det

1 [det

1 [deta._

12mer
+PAM

S [detail]
1 [detall]

4 [detalll

8mer
+PAM

370 [detail]
276 [detall]

911 (detaill

Ec5ICBI S S 155K

HPRERY T ©

1 [detail]

1 [detail]

1 [detail]
1 [detail]

1 [detail]

0 [detail]
0 [detall]
1 [detail]
1 [detail]
1 [detail]
1 [detail]
1 [detail]

Previous ' 1

4 [detall]

1 [detail]

2 [detail]
6 [detail]

14 [detall]

3 [detail]
7 [detail]
2 [detall]
3 [detall]
1 [detail]
2 [detail]
6 [detail]
2|13||4

793 [detail]

1295 [detail]

608 [detail]
375 [detail]

3180 [detail]

588 [detail]
1117 [detall] k
1388 [detall]

303 [detail]

667 [detail]

499 [detall]

677 [detail]

Next |  Last
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* Target sequences with TTTTs are also shown in gray. Avoid TTTTs in gRNA vectors with pol III promoter.

. Ishow highly specific target only

Show | 20 : | entries Search:
position target sequence sequence information number of target sites \ ( " )
start , + GC% of Tmof TTTTin restriction 20mer 12mer 8mer
Tend * _% 20mer+[PAM](total23mer) 3.0 O0'§ RO G Lo or sites +PAM +PAM +PAM
7-29 = cccgttcgcctcgctcgcga gRNA] 75.00% 83.48 °C = Nrul 1 [detall] 5 [detall] 370 [detall]
10 - 32 - ‘ ; o i Nrul 1 [detail] 1 [detail] 276 [detall]
11 - 3! g;‘c’} 1 (detall] 4 [detall] 911 [detail]
- 4l A — e Nrul - . - -
18-4 b—/ b “_ﬁﬂ' ¥ Fﬁ& %b\ ? ey 1 [detall] 4 [detail] 1072 [detall]
47 - 6! Sacl 1 [detall] 305 [detail] 79033 [detail]
50 -7 20mer PAM Sacl 1 [detall] 37 [detail] 3555 [detail]
53- 7 Sacl 1 [detail] 3 [detail] 175 [detall]
53 - 7! ‘NNNNNNNN NNNNNNNNNNN NGG : 1 [detall] 15 [detall] 2679 [detail]
- SpEI “Ap T Tdp
56 - 7 Sacl 1 [detall] 4 [detall] 793 [detail]
56 - 7 fali 1 [detall] 1 [detall] 1295 [detail]
Sacl
59-8 BspEl 1 [detall] 2 [detall] 608 [detail]
65 - 8% ~_/ BspEI 1 [detall] 6 [detall] 375 [detall]
72-94 - [ccdaaggaggaagegatcgttac (gRNA] 55.00 %  73.00 °C : ?,i‘EII 1 [detall] 14 [detall] 3180 [detail]
102 - 124 - cgtcaagcagoagcagaaca [gRNA] 50.00 % @ 71.33 °C = ‘detall] ‘detall] detall]
114 - 136 + gaagcagaacatctgoagao [gRNA]| 40.00 % | 65.99 °C - "detall] ‘detall] detall]
123-145 + catctgaagaatggctgacg[agg] [gRNA] 50.00 %  69.80 °C - 1 [detail] 2 [detall] 1388 [detall]
151- 173 + caacctattgtgtgcgacaaltgg| [gRNA] 45.00 %  69.15 °C - 1 [detall] 3 [detail] 303 [detail]
154-176 - [cct|attgtgtgcgacaatggeac [gRNA] 50.00 %  72.27 °C - 1 [detail] 1 [detall] 667 [detail]
157 - 179 + attgtgtgcgaceatggeac|tgg) [gRNA] 50.00 %  72.27 °C - 1 [detail] 2 [detall] 499 [detall]
162-184 + gtgcgacaatggcactggaa [gRNA] 55.00% 74.69 °C - 1 [detall] 6 [detall] 677 [detail]
Showing 1 to 20 of 71 entries First | | Previous | piy | 2| (3|4 || Next | | Last

Graphical View:
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 Target sequences with TTTTs are also show

- et v g o ——— r -

'show highly specific target only

. HIITH -
"

St

_23mer)

7-1)
10 - 32
11 - 33

18 - 40

47 - 69
50-72
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cccgttcgcctcgctcgcga ‘gRNA]
gttcgcctcgc tcgcgagct [gRNA]

ttcgcctcgctcgcgagctc ‘gRNA]

cgctcgcgagctcgcgttac [gRNA)

fcgccgccucgctct caga [gRNA]
ccgccgagctctcccgacx "gRNA]
ccgccgagctctccagactc 'gRNA]
ccgagctctccagactccgg [gRNA)

ccgagctctccagactccgg [gRNA]

agctctccagactccggagg [gRNA]

agctctccagactccggagg ‘gRNA]
gactccggaggaggaagcga [gRNA]

gaggaggaagcgatcgt tac [gRNA]

cgtcaagcagaagcagaaca [gRNA]
gaagcagcacatctgoagaa ‘gRNA)
catctgaagaatggctgacg [gRNA)
caacctattgtgtgcgacaa ‘gRNA]
attgtgtgcgacaatggcac [gRNA]
attgtgtgcgacaatggcac ‘gRNA]
gtgcgacaatggcactggaa [gRNA)
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* Target sequences with TTTTs are also shown in gray. Avoid TTTTs in gRNA vectors with pol III promoter.

'show highly specific target only

Show | 20 =+ |entries
position target sequence
start & % 20mer+[PAM] (total 23mer)
7-29 - cccgttcgcctcgctcgcga ‘gRNA]
10 - 32 - @gttcgcctcgctcgcgagct [gRNA]
11 - 33 - ttcgcctcgctcgcgagctc ‘gRNA)
18 - 40 - cgctcgcgagctcgcgttac [gRNA]
47 - 69 - ccgccgccgagctctccaga ‘gRNA]
50 - 72 - ccgccgagctctccagactc [gRNA)
53-75 - ccgccgagctctccagactc ‘gRNA)
o = ra - ccgagctctccagactccgg [gRNA)
56 -78 + ccgagctctccagactccgg ‘gRNA]
56 -78 - agctctccagactccggagg [gRNA]
59 - 81 - agctctccagactccggagg [gRNA]
65 - 87 - gactccggaggaggaagcga [gRNA]
72 - 94 - gaggaggaagcgatcgttac [gRNA]
102 - 124 | - cgtcaagcagaagcagaaca [gRNA)
114 - 136 | + gacgcagcocatctgoagaa [gRNA)
123 - 145 catctgaagaatggctgacg [gRNA]
151 - 173 + caacctattgtgtgcgacaaltgg| [gRNA]
154 - 176 - attgtgtgcgacaatggcac [gRNA]
157 - 179 + attgtgtgcgacaatggcac|tgg| [gRNA)
162-184 + gtgcgacaatggcactggaa [gRNA)
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C RI R direCf — Rational design of CRISPR/Cas target.

(0 mismatch/gap ) | (51 mismatch/gap) | t <2 mismatches/gaps j,l | more: 0

( show ) L3

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

2017-06-28 07:16:48, GGGenome : Rice genome, Os-Nipponbare-Reference-IRGSP-1.0 (Oct, 2011)
Summary:

« CCNcccattcgectcgetcgeaa (0)

* tcgcgagcgaggcgaacggghGe (1)
« TOTAL (1)

Results:

Showing first 200 results for each strand of the query sequence. 1
Matches are |highlighted with blue background. Mismatches and indels are marked in red.

chr05:21504153-21504175 ¥ 21504153
TCGGCGGCGGCGGTGTAAAGTAACGCGAGCTCGCGAGCGAGGCGAACGGGAGGTGCACTGCTGGGTCGGTGGACGGACGAAGA

Data Export:

Maximum 100000 results can be retrieved in various formats shown below:

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

You can copy-paste the result into spreadsheet softwares (e.g. Excel) or text editors.
« CSV format: Open in new window | Download

You can open CSV files using spreadsheet softwares (e.qg. Excel) or text editors.
« BED format: Link | Download

e [(REE fFAarmat: link | Dawrlaad
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C RI R direCt — Rational design of CRISPR/Cas target.

(0 mismatch/gap) | (sl mismatch/gap) | (52 mismat‘(;n‘es/gaps) | more: 2 (show )
N\

Search for: (s)both strand (  plus strand (  minus strand

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

» CCNcccattcgectcgetegeaga (1)

» tcgcgagcgagacgaacggghGe (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

CCAACGAGGCCCAGGTGAGCTCTCCCCCCTICCCCCCGATTCGCCTCGCTTCGCGACCGAGTTCACTTGAGCTGGGTTGCACTGAC

chr05:21504153-21504175 ¥ 21504153
TCGGCGGCGGCGGTGTAAAGTAACGCGAGCTCGCGAGCGAGGCGAACGGGAGGTGCACTGCTGGGTCGGTGGACGGACGAAGA

chr05:21504153-21504175 ¥ 21504153
TCGGCGGCGGCGGTGTAAAGTAACGCGAGCTCGCGAGCGAGGCGAACGGGAGG TGCACTGCTGGGTCGGTGGACGGACGAAGA

chr05:21504153-21504175 ¥ 21504153
TCGGCGGCGGCGGTGTAAAGTAACGCGAGCTCGCGAGCGAGGCGAACGGGAGGTGCACTGCTGGGTCGGTGGACGGACGAAGA

chr05:21504153-21504175 ¥ 21504153

Tl TETAAACTAACT T ACCTOCCCACCCACTCCAACCCCACCTECACTCOCTCOCCTECETECACCrACCA RS A
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151 - 173 + caacctattgtgtgcgacaaltgg| [gRNA] 45.00 %  69.15 °C - 1 [detall] 3 [detail]
154 - 176 - attgtgtgcgacaatggcac [gRNA] 50.00% 72.27 °C - 1 [detail] 1 [detail]
157 -179 =+ attgtgtgcgacaatggcac [gRNA] 50.00% 72.27 °C - 1 [detall] 2 [detail]
162 - 184 + gtgcgacaatggcactggaa [gRNA] 55.00 % 74.69 °C - 1 [detall] 6 [detail]
Showing 1 to 20 of 71 entries First | | Previous |1 |2 | |3/ |4

Graphical View:

10 20 30 40 S0 60 70 80 90 100
agtgcacctcccgttcgecctcgectecgegagectcgegttactttacaccgeccgecgecgagetctccagactccggaggaggaagegatcgttacacgtac
> > >
< << < < < < < < <
110 120 130 140 150 160 170 180 190 200
gcctcgtcaagcagaagecagaacatctgaagaatggectgacgaggatattcaacctattgtgtgecgacaatggecactggaatggtcaaggecaggttttge
> > > > > > > > >>
< <
210 220 230 240 250 260 270 280 290 300
tggtgatgatgcaccaagggccgtcttccctagecattgtagggagaccacgtcacaccggtgtcatggttgggatgggeccaaaaggatgecctatgtgggt
>> > > >> >> > > > >
< < << < <
310 320 330 340 350 360 370 380 390 400
gatgaagctcaggcaaaaaggggtatcctgactctaaagtacccaattgaacatggaattgtcaataactgggatgacatggagaaaatatggecaccaca
> > >> > >
< < < <<
410 420 430 4409 450 460 470 480 490 500

ccttctacaatgagcttcgtgttgcacctgaagatcaccctgtattactaactgaagecccctctcaatcccaaageccaacagagagaagatgacacagat

< < < << << << <
510 520 530 540 550 560
catgtttgagaccttcaattgcccagecaatgtatgtcgecaatccaggetgttctatccttgt
>
< <<

Data Export:

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

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

(# I CRISPRdirect | 29017-06-28 97:-12:12 1

303 [detail]
667 [detail]
499 [detail]
677 [detail]
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< < < << << << <
510 520 530 540 550 560
catgtttgagaccttcaattgcccagecaatgtatgtcgcaatccaggetgttctatccttgt
>
< <<

Data Export:

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

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

# sequence_name:
# pam_sequence: NGG

# specificity_check:  Rice (Oryza sativa ssp. japonica) genome, Os-Nipponbare-Reference-
IRGSP-1.8 (Oct, 2011)

# start end strand sequence GC Tm TTIT RE_sites hit_20mer
hit_1Zmer hit_8mer

ks

7 29 x cctecccgttcgectegetegega 75.80  83.48 @ Nrul 1 5
370

1@ 32 - ccegttcgectegetcgegaget 70.80  81.73 @ Nrul 1 1
276

11 33 = ccgttcgectcgetegegagete 70.80  81.€9 @ Nrul,SacI 1
4 911

18 4@ - cctegetcgegagetegegttac 70.80  80.24 @ NruI,SacI 1
4 1872

47 69 = ccgccgecgecgagetctecaga 75.80 84.25 @ SacI 1 385
79033

50 72 - ccgccgecgagctctecagacte 70.00  80.41 @ Sacl [ 37
3555

53 75 + ccgccgagcetctccagactccgg 70.80  80.41 @ SacI 1 3
175

53 75 S ccgccgagctctccagactccgg 70.80  80.27 @ SacI 1 15
2679

56 78 + ccgagetctccagactccggagg 70.80 80.27 @ BsptI,Sacl 1
4 793

56 78 = ccgagetctccagactccggagg €5.80  79.68 @ Bsptl,Sacl 1
1 1295

59 81 + agctctccagactccggaggagg 65.80 79.68 @ BspEI 1 2

--------------------------
Py
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# [ CRISPRdirect | 2017-06-28 12:37:35 ]
n # sequence_name:
# pam_seque! NGG
# specificity_cRice (Oryza sativa ssp. japonica) genome, Os-Nipponbare-Reference-IRGSP-1.0 (Oct, 2011)
hit_20mer hit_12mer hit_8mer

"
“

start

10
1
18
47
50
53
53
56
56
59
65
72
102
114
123
151
154
157
162
168
172
181
197
198
214
220
221
221

end strand sequence
29 - cctecegttegectegetegega
32 - ccegttecgectegetegegaget
33 - cegttegectegetegegagete
40 - cctegetegegagetegegttac
69 - cegecgecgecgagetctecaga
72 - ccgecgecgagetetecagacte
75 + cecgecgagetetecagacteegg
75 - cegecgagetetecagacteegg
78 + ccgagetctecagacteceggagg
78 - ccgagetctecagacteceggagg
81 + agctctecagactccggaggagg
87 - ccagactccggaggaggaagega
94 - ccggaggaggaagegatcgttac
124 - cctegtcaageagaageagaaca
136 + gaagcagaacatctgaagaatgg
145 + catctgaagaatggctgacgagg
173 + caacctattgtgtgcegacaatgg
176 - cctattgtgtgcgacaatggeac
179 + attgtgtgcgacaatggceactgg
184 + gtgcgacaatggcactggaatgg
190 + caatggcactggaatggtcaagg
194 + ggcactggaatggtcaaggceagg
203 + atggtcaaggcaggttttgetgg
219 + ttgctggtgatgatgcaccaagg
220 + tgctggtgatgatgeaccaaggg
236 - ccaagggcecgtettecctageat
242 + gcegtettecctageattgtagg
243 + cegtetteectageattgtaggg
243 - cegtetteecctageattgtaggg

GC Tm

75 83.48
70 81.73
70 81.09
70 80.24
75 84.25
70 80.41
70 80.41
70 80.27
70 80.27
65 79.68
65 79.68
65 78.93
55 73
50 71.33
40 65.99
50 69.8
45 69.15
50 72.27
50 72.27
55 74.69
50| 72.31
60 77.26
50 73.64
50 73.43
50 73.43
60 80.62
55 76.01
50 72.87
50 73.65

ITTT RE_sites

O Nrul

O Nrul

0 Nrul,Sacl

0 Nrul,Sacl

0 Sacl

0 Sacl

0 Sacl

0 Sacl

0 BspEl,Sacl
0 BspEl,Sacl
0 BspEl

0 BspEl

0 BsiEl,Pvul
0

OO 0000 00000000

D WMN - O H NN OMN W ~NWDsBOMN

370
276
911
1072
79033
3555
175
2679
793
1295
608
375
3180
588
1117
1388
303
667
499
677
545
447
1511
553
616
121
796
538
1777
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7/ LECSIDFRTE. EMEICET 515

CEBLIEES W (BERNIVTIR—D
ND—E=Z=ZH)

BRECERT—INR—R—E(7 /L)

Show | 25 4% entries Search: |plant]
Database Source Group Species £YE Latin name Assembly information
ASM34733vl EnsemblPlants Plant Tausch's goatgrass VIR LF Aegilops tauschii ASM34733v1 (Dec, 2013)
AMTR1.0 EnsemblPlants Plant A. trichopoda ZALRLZ - MU DOR4Y 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 ¥O4 X +XF Arabidopsis thaliana TAIR10 (Sep, 2010)
Bradi v1.0 EnsemblPlants Plant Purple false brome z;r_f;zzgjy' Brachypodium distachyon v1.0 (Jan, 2009)
Braol v2.1 EnsemblPlants Plant Wild cabbage Zﬁlf::z(\/ Brassica oleracea v2.1
IVFCAASV1 EnsemblPlants Plant Chinese cabbage INJYA, > oY 4 Brassica rapa ssp. pekinensis IVFCAASv1 (Aug, 2009)
Chlre_v3.1 EnsemblPlants Plant Green algae J2IREFRA Chlamydomonas reinhardtii v3.1 (Nov, 2007)
ASM9120vl EnsemblPlants Plant Red alga VTPZTAAIT Y Cyanidioschyzon merolae ASMS120v1 (Nov, 2008)

Soybn V1.0 EnsemblPlants Plant Soybean T4 X Glycine max V1.0 (Jan, 2010)
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