Running on Hummingbird
d-128-95-149-219:bsmap-2.74 sr320$ ./bsmap -w 1000 -a /Volumes/NGS\ Drive/NGS\ Raw\ Data/Oyster_BSseq/filtered_Unlabeled_NoIndex_L003_R1.fastq.gz -d /Volumes/web/cnidarian/TJGR_RepProMask_TE.fa -o /Volumes/web/cnidarian/BiGill_BSMAP_TEonly_v2.sam -p 16
BSMAP v2.74
Start at:  Fri Jun 14 13:19:06 2013

Input reference file: /Volumes/web/cnidarian/TJGR_RepProMask_TE.fa  (format: FASTA)
Load in 119787 db seqs, total size 39414569 bp. 2 secs passed
total_kmers: 43046721
Create seed table. 5 secs passed
max number of mismatches: read_length * 8%  max gap size: 0
kmer cut-off ratio: 5e-07
max multi-hits: 1000    max Ns: 5   seed size: 16   index interval: 4
quality cutoff: 0   base quality char: '!'
min fragment size:28    max fragemt size:500
start from read #1  end at read #4294967295
additional alignment: T in reads => C in reference
mapping strand: ++,-+
Single-end alignment(16 threads)
Input read file: /Volumes/NGS Drive/NGS Raw Data/Oyster_BSseq/filtered_Unlabeled_NoIndex_L003_R1.fastq.gz   (format: gzipped FASTQ)
Output file: /Volumes/web/cnidarian/BiGill_BSMAP_TEonly_v2.sam   (format: SAM)
 
BSMAP complete on Hummingbird 
Total number of aligned reads: 2545683 (1.8%) Done. Finished at Sat Jun 15 20:45:07 2013 Total time consumed: 113161 secs

python methratio.py -d /Volumes/web/cnidarian/TJGR_RepProMask_TE.fa -z -g -o  /Volumes/web/cnidarian/BiGill_methratio_TEonly_A.txt -s /Volumes/Bay3/Software/BSMAP/bsmap-2.73/samtools /Volumes/web/cnidarian/BiGill_BSMAP_TEonly_v2.sam


http://eagle.fish.washington.edu/cnidarian/BiGill_methratio_TEonly_A.txt
	BiGill: Figuring out this Effective CT factor


methratio file in  SQLShare
https://sqlshare.escience.washington.edu/sqlshare#s=query/sr320%40washington.edu/BiGill_methratio_v9_A.txt



---- 

Having look at raw output:

[image: https://www.evernote.com/shard/s10/res/74d4d26a-8f53-4be4-83e9-617311bea54e/Screenshot_5_28_13_9_16_AM.png?resizeSmall&width=970]

Based on methratio - NA methratio always 

C     CT     revG     revGA
0       #     0     #


CI_lower and CI_upper also NA



---
7.1 methratio.py
python script to extract methylation ratios from BSMAP mapping results. Require python 2.X. 
For human genome, methratio.py needs ~26GB memory.  
For systems with limited memory, user can set the -c/—chr option to process specified chromosomes only,
and combine results for all chromosomes afterwards.
Usage: python methratio.py [options] BSMAP_MAPPING_FILES
BSMAP_MAPPING_FILES could be one or more output files from BSMAP.
The format will be determined by the filename suffix. 
(SAM format for *.sam and *.bam, BSP format for other filenames.)
Options:
  -h, —help            show this help message and exit
  -o FILE, —out=FILE   output file name. (required)
  -d FILE, —ref=FILE   reference genome fasta file. (required)
  -c CHR, —chr=CHR     process only specified chromosomes. [default: all]
                        example: —chr=chr1,chr2 (this uses ~4.5GB compared with ~26GB for the whole genome)
  -s PATH, —sam-path=PATH
                        path to samtools. [default: none]
  -u, —unique          process only unique mappings/pairs.
  -p, —pair            process only properly paired mappings.
  -z, —zero-meth       report loci with zero methylation ratios.
  -q, —quiet           don’t print progress on stderr.
  -r, —remove-duplicate
                        remove duplicated mappings to reduce PCR bias. 
            (This option should not be used on RRBS data. For WGBS, sometimes 
            it’s hard to tell if duplicates are caused by PCR due to high seqeuncing depth.)
  -t N, —trim-fillin=N
                        trim N fill-in nucleotides in DNA fragment end-repairing. [default:2] 
            (This option is only for pair-end mapping. For RRBS, N could be detetmined by the distance between
                        cuttings sites on forward and reverse strands. For WGBS, N is usually between 0~3.) 
  -g, —combine-CpG     combine CpG methylaion ratio from both strands. [default: False]
  -m FOLD, —min-depth=FOLD
                        report loci with sequencing depth>=FOLD. [default: 1]
  -n, —no-header       don’t print a header line
  -i CT_SNP, —ct-snp=CT_SNP
                        how to handle CT SNP (“no-action”, “correct”, “skip”),
                        default: “correct”.
                        “correct”:      correct the methylation ratio according to the C/T SNP information
                        estimated by the G/A counts on reverse strand, see the output format below for details.
                        “skip”:         do not report loci with C/T SNP detected (i.e. detected A on reverse strand)
                        “no-action”:    do not consider C/T SNP.
Output format: tab delimited txt file with the following columns:
    1) chromorome
    2) coordinate (1-based)
    3) strand
    4) sequence context (2nt upstream to 2nt downstream in Watson strand direction)
    5) methylation ratio, calculated as #C_counts / #eff_CT_counts
    6) number of effective total C+T counts on this locus (#eff_CT_counts) 
            CT_SNP=”no action”, #eff_CT_counts = #CT_counts
            CT_SNP=”correct”, #eff_CT_counts = #CT_counts * (#rev_G_counts / #rev_GA_counts)
    7) number of total C counts on this locus (#C_counts)
    8) number of total C+T counts on this locuso (#CT_counts)
    9) number of total G counts on this locus of reverse strand (#rev_G_counts)
    10) number of total G+A counts on this locus of reverse strand (#rev_GA_counts)
[bookmark: _GoBack]    11) lower bound of 95% confidence interval of methylation ratio, calculated by Wilson score interval for binomial proportion.
    12) upper bound of 95% confidence interval of methylation ratio, calculated by Wilson score interval for binomial proportion.
Example:
    python methratio.py —chr=chr1,chr2 —ref=hg19.fa —out=methratio.txt rrbsmap_sample*.sam
    python methratio.py -d mm9.fa -o meth.txt -p bsmap_sample1.bsp bsmap_sample2.sam bsmap_sample3.bam 
    python methratio.py -s /home/tools/samtools -t 1 -d arab.fa -o meth.txt bsmap_sample.sam
Note: For overlapping paired hits, nucleotides in the overlapped part should be counted only once instead of twice.
methratio.py can correctly handle such cases for SAM format output, but for BSP format it will still be counted twice,
because the BSP format does not contain mapping information of the mate.
@1 day ago


	BiGill - Gene Specific Methylation (Take 3)


Need to grab genes in correct orientation.


robertsmac:bin sr320$ ./ipython notebook

 

http://nbviewer.ipython.org/url/eagle.fish.washington.edu/cnidarian/BiGill_Gene_Methylation.ipynb


^this is getting methylation

Still need to get new Coordinate system (again) for visualization.

SQLShare.

GFF are in with C9 Modified for joining….

[image: https://www.evernote.com/shard/s10/res/10f9aad6-95ee-4eb9-9ceb-9672efafe6b0/Screenshot_5_24_13_7_32_AM.png?resizeSmall&width=970]



Will be modifying CDS gff so that it coordinates are related to genes
Will need to to arithmetic based on strand so that 5' 3' orientation holds true


SELECT cds.*, 
  mRNA.Column4 as mRNA_start, 
  mRNA.Column5 as mRNA_end
  FROM [sr320@washington.edu].[Snapshot of CDS GFF] cds
  LEFT Join [sr320@washington.edu].[oyster_v9_mRNA GFF] mRNA
  on cds.Column9 = mRNA.Column9
  
  Order by Column1 Desc


Create new Dataset





----
correct stuff


SELECT *,
 Case when Column7 = '+'
  then Column4 - mRNA_start + 1
  Else mRNA_end - Column4 + 1
  END as New_Start,
  
  Case when Column7 = '+'
  then Column5 - mRNA_start + 1
  Else mRNA_end - Column5 + 1
  END as New_End,
  
 Column5 - Column4
  as exon_size  -- trying to check arithmetic
  
  FROM 
  [sr320@washington.edu].[CDS GFF with Gene start and stop] cd
  

  Order by Column1 Desc, Column9 --makes it easy to see big genes


	BiGill - Redoing Gene Specific Data


There are 28,027 genes

http://aquacul4.fish.washington.edu/~steven/armina/oyster_v9_gene.fasta

also in SQLShare

 [image: https://www.evernote.com/shard/s10/res/c4df7acb-1cfa-40b2-bb31-3f31a4b52b66/Screenshot_5_21_13_3_55_PM.png?resizeSmall&width=970]




Can get lengths 
SELECT CGI_ID,len(sequence) as CDS_length FROM [sr320@washington.edu].[qDOD_Cgigas_gene_fasta]


[image: https://www.evernote.com/shard/s10/res/5ff46608-0b4c-4a7d-8300-f30457b7ffbc/Screenshot_5_21_13_3_59_PM.png?resizeSmall&width=970]









--------------------


Now want to get genomic structure of gene..


http://aquacul4.fish.washington.edu/~steven/armina/oyster.v9.glean.final.rename.mRNA.gff



[image: https://www.evernote.com/shard/s10/res/d14f38c5-813d-440c-b43e-9c34bb5cb581/Screenshot_5_21_13_4_01_PM.png?resizeSmall&width=970]





GFF has Start on Stop and presumably includes introns….


Reconfigured to get ID out




http://eagle.fish.washington.edu/cnidarian/TJGR_Gene_28027_column_mod.gff



[image: https://www.evernote.com/shard/s10/res/1ca2d19f-ae2e-4a44-aab2-2c50527eee38/Screenshot_5_21_13_4_03_PM.png?resizeSmall&width=970]







Now lets get the corresponding fasta (again) 


to avoid http://genetwit.tumblr.com/image/51023089882

 [image: https://www.evernote.com/shard/s10/res/dc6d87c0-61a1-4ecb-9675-0ea7345ec305/Screenshot_5_21_13_4_07_PM.png?resizeSmall&width=970]

missing ID is in GFF.

---
no idea what is going on 


CGI_10006842 
is in fasta[image: https://www.evernote.com/shard/s10/res/2c91f64b-47b2-4f0f-9964-05fd8137688e/Screenshot_5_21_13_4_37_PM.png?resizeSmall&width=970]
and gff 

[image: https://www.evernote.com/shard/s10/res/f85860de-68a4-42dc-8cac-4bc46d7ec255/Screenshot_5_21_13_4_18_PM.png?resizeSmall&width=970]
[image: https://www.evernote.com/shard/s10/res/7cde532b-8a2e-4a48-bb77-dee2b878cf58/Screenshot_5_21_13_4_36_PM.png?resizeSmall&width=970]




Missing in SQLShare

[image: https://www.evernote.com/shard/s10/res/e4762e5f-04f1-41bf-b0b2-773d51324848/Screenshot_5_21_13_4_42_PM.png?resizeSmall&width=970]


Downloading to desktop and look at in TextWrangler.

[image: https://www.evernote.com/shard/s10/res/aad35fbb-e9e6-4fbb-ab42-f376d2e832e4/Screenshot_5_21_13_4_47_PM.png?resizeSmall&width=970]


In Short
https://sqlshare.escience.washington.edu/sqlshare#s=query/sr320%40washington.edu/TJGR_genomic_gene.txt

CGI_10006842

---
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TJUGR_genomic_gene.txt < vevatie by eryone

‘Sequence information for genes at the Genomic DNA level. Includes both exons and introns

fasta geno genomc adod sequence

SELECT * FROM

UNION ALL

SELECT * FROM

UNION ALL

SELECT * FROM

UNION ALL

SELECT * FROM

UNION ALL

SELECT * FROM

(5£3208uashington.edu] . [table_TJGR_genomic_gene.txtECODA]
(5£3208uashington.edu] . [table_TJGR_genomic_gene.txt6DEET]
(5£3208uashington.edu] . [table_TJGR_genomic_gene. txtSBOSE]
(5£3208uashington.edu] . [table_TJGR_genomic_gene.xtB5419]

[8r3206vashington.edu]. [table_TJGR_genomic_gene.txtC736A]

1- 202

<<fist <prev |12/ 345
9D sequence_gg
CGI_10000088 ~ ATGGCACCAACAACAGTTGCClexcess data not displayed)...
CGI_10000090  TCAAGCTTTTATTCCAGTTTT[excess data not displayed]...
CGI_10000091 ~CTAGACATATTGTATTTTCTT[excess data not displayed]
CGI_10000002  CACAGAGTGGACTTCAGAAACIexcess data not displayed].
CGI_10000003 ~ ATGCTGGCCTCAAAATTGTGCexcess data not displayed).
CGI_10000004 ~ TCAATCTCTTCTCCTTCTTCClexcess data not displayed]...
CGI_10000095 ~ ATGGCGACCTCTTCGCCCGCCexcess data not displayed)...
CGI_10000096 ~ CTACTTTTTGTCGAACGTGCClexcess data not displayed)...
CGI_10000007  ATGCCACATTTACGGACAATGIexcess data not displayed...
CGI_10000008  TTATTTTGGACTTTTGAGAGTIexcess data not displayed)...
CGI_10000100  TCAGTCATCGTTTTCTAACTT(excess data not displayed].

2 sr320@washington.edu

o e J o e Lt o ] o scons -

SELECT * FROM [sr320@washington.edu].[TJIGR_g
Where gID = 'CGI_10006842"

Execute query.

9lD  sequence_gg
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File Path v : ~/Desktop/TIGR_genomic_gene.txt
TIGR_genomic_genext+

CGI_10002586, TTAATCGAGCACTACTTTCCACAGTTTAACATCTCCGTCGTCACTGCCTGA
CGI_10002587 , ATGTCGAGCAAAGTCAAGAAATACAT TGACGAATGCAAAGGAGATCCARAT
CGI_10002588 , ATGTCCGCACACCTACGCAACT CAACAGGTACCAACGTTAACGCAAGCAGG
CGI_10002589 , ATGGAGGGGTACAATTTAGAAAACCTACAGT CAGACTTGAGGATCGAGCTT
CGI_10002590 , ATGGCCGGATCAAGAGTAAACAGAARAAATT TAATATTTCTCAGTTTTATA
CGI_10002591 , ATGAGGATT CCARAGGAATGCCGACGTCATCCCTTCCAGCCCTATGACTCT
CGI_10002592 , TCAATATTTTAACCTCCCAGTTGATGATGACGGTAAAAT AATGAAGGGTGC
CGI_10002593 , CTAGACATCTACAGATAGTTCTTGATTGCTTTGAATGATAGCATCTAATAA
CGI_10002594 , TTAATCCATCTCCTCTACAGTCGGACCCTGACTAGAACTAGCTGGTCCTTG
CGI_10002595 , TTAATGTCGGCAAAGCATCAGAGAGCGACCAAATTTTGTAAGCGGCTGTAA
CGI_10002596 , ATGTACGTTCACACAGGTGAGACCTCTACAGCGAAGTACTTTGGACTGTTA
CGI_10002597 , ATGAATGCTGATGTARTGCTTGTTGT TGAAGTCAGTGCARACTATACTTGA
CGI_10002598 , TTAAGCAATCACCTGATGAAAAATARAATAATCATAARACAGCGCTTCTTT
CGI_10002599 , ATGCAAAAACAGCCTGGGGAAAACACTGGCAAGTAAAGTGACAATATCTGT
CGI_10002600, TTAGGGCCTTGCTGCATACTGGGCACTTGAAACCTGGACCCTGTCGTCCTT
CGI_10002601 , ATGTACAGGAGATCTACTATTCGTCAGGAAAGAGGT GAACATTACTTGGAC
CGI_10002602 , CTATTCGCCCTCCTTAAAATCACAAAGGTTTACCTCACTGACATGCACATC
CGI_10002603 , CTACACGGTGCGGATCGGTAACTGCCTGCCAAGGCGCGTCCTCATCAGGGC
CGI_10002604 , ATGGAACAGCAACAGCAATGCGCCGTCAAATGTGATTTGTGCGGTACCAAT
CGI_10002605 , TTACACATTGACTATTCCTACAGTCTGAACAAAACTTCTTAACTGGCTTGT
CGI_10002606 , ATGACAGAGATGAGTGACAACGCGCCCACTCTGCTCAGTGTCCCGTGACAT
CGI, 10002607  ATGGAATCTARAGGGTACACTGGCGGTTCTTGGTATAACAACAAAGGA
CGI,10002608  TTACTTAACAAACACTGCAATACCTACCTCGACCTCTGGGTAAAGCAT
CGI,10002609  TCAGGCATTCGAACAGTGCTTCTTTATACAATCACTCCTGATTGGATC
CGI,10002610  CTAACAATAAGGAACAGTACAGTACTCCTGTCGTTTGTCGGCATTTGT
CGI,10002611  CTACAAGAGCTCGAGCTCTCGTTCAACTTCTAGCTCTGTCATTTCATT
CGI,10002612  ATGAGGTGTCCTAAAACAGGCTTTACTCCACTGAARATAGCGTCTCTT
CGI,10002613  ATGAACTCTACCAAGAAGTTTAAGGACAACTTTTACTCAATTGTGTGT
CGI,10002614  TTAAAGAGTTGTCTGCCCTTTAGGAAAATTAAAAARAATATTTTCTGA
CGI,10002615  TTAACCAATTARATACCCCTGGTTTCCGATGTTCAARTCTTCTGCTAA
CGI,10002616  ATGTGCGAGATTGTCTCAAAAAATTTAATACGAATTAGATTTATTTTA
CGI,10002617  ATGCAGGGAGTGAGAGTTTTCGTGCAGCACAACAGAGGGGCGTGTATT
CGI,10002618  ATGGGCTGTACGCATTGTTCAAAGTTCTTCTACAGCGAAGAACAGGTC
CGI,10002619  ATGGAGGATATGTATGTTGGCTGCGATGCGACCCCTGTCTCTCARAGE
CGI,10002620  ATGGAAGGCGATGATAGTTCAGAGTCCCACACCTACGAGAGGATTTAT
CGI,10002621  TTAGAGCACTTGCATAAAAGGAAACAAAAATTTGTTACGTGTTTCGCA
CGI,10002622  ATGAAATTACTCTTGACTACCTGGCTTCTGATTTCATGGATAAAGAGC
CGI,10002623  TCACTTTTTCTTAGGGAGAGCCAGCTTTGCCTTTTTCTTAGGAGGTTC
CGI,10002624  CTAGGCAGGGGCATAACCCAAGTGAGTGGTTCTCTCGTGCTGATCTCT
CGI,10002625  ATGAAGGGCGCTGATATTAAAGCTTTCCCCGGGATAAAAACATTGCAG
CGI,10002626  ATGAAACAGGGTCTGAATAAGGTCATATCTGACCAATAGAAGACCTAG
CGI,10002627  ATGACTGTTTGCATCTCCGAAAATAATTGTCGGTAATTATTTCACATT
CGI,10002628  TCACCCAATCCGATCTAGAGCTTCCAGTAGTATGATGCTGTTACCACG
CGI,10002629  TCACCTTTTAATTTTTTTATGTGGAGGAGTTTCTTTGTTTGTGTCACA
CGI,10002630  ATGACATCTTATTCCAGTCAATCGGATATAGTATCTAACCTCTCAGCG
CGI,10002631  ATGAACAACTTCAGTCTGGTGTTTTGCCTGGCAGCTTGTTTCTTTCTT
CGI,10002632  ATGGGAACTTGTGACAACGATAATTTGTGGGATATTAAGCAGATAGTA
CGI,10002633  ATGCTAAGCGTGATCACGTTTGTGTCAGGAACTGTATCTGACACTCCA
CGI,10002634  ATGATGCCGGGCGCTTCCCCTTCCTTGATGGTCCACTCTCAGTTGCTA
CGI,10002635  TTAATTGCTGTTGATAGGTAGAAACGTCTCCCCTCCTGGCAAATCAAG
CGI,10002636  CTAATAGAAGTACATTTTCCATTGCCTCATCAATTCTTCTGCATATCT
CGI.10002637  TTATTCAGTGTCAAGTTCGATTGTCCACGCGTCTTGTGTGTCACTGGC
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€10013 77 + g6rcecc 0.000 1.00 O 1 2 2 0.000 0.793
c10013 78 + TCCCT 0,000 1.00 0 1 2 2 0.000  0.793
c10013 79 + cccrr  0.000  1.00 0 1 2 2 0.000  0.793
c10013 82 - TIGAT  0.000 2.00 0 2 1 1 0.000  0.658
c10013 85 + ATCCC 0.000  1.00 0 1 2 2 0.000  0.793
c10013 86 + TCCCT  0.000  1.00 0 1 2 2 0.000  0.793
c10013 87 + cccrr  0.000  1.00 0 1 2 2 0.000  0.793
c10013 93 + BACTC  0.000 1.00 0 1 0 0 0.000  0.793
c10013 97 - GGGTT  0.000 1.00 0 1 1 1 0.000  0.793
€10013 100 + TICAT  0.000 1.00 0 1 1 1 0.000  0.793
c10013 103 - ATGCA  NA o 1 0 1 Y Y

c10013 111 - ATGTC 0.1 o 1 o 0 0.000  0.793
c10013 113 - GIGTA 0.0 o 1 o o 0.000  0.793
c10013 116 - TAGAT  0.000 2 0 0 0.000  0.658
c10013 120 + TICIC  0.000 2 2 0.000  0.793
c10013 122 + crccc 0,000 o 2 2 0.000  0.793
c10013 123 + TCCCT 0,000 1.00 0 1 2 0.000  0.793
c10013 124 + cccTA  0.000  1.00 0 1 2 2 0.000  0.793
c10013 127 + TACCC  0.000 1.00 0 1 2 2 0.000  0.793
c10013 128 + Acccc 0,000 1.00 0 1 2 2 0.000  0.793
c10013 129 + cccer  0.000  1.00 0 1 2 2 0.000  0.793
c10013 130 + cccre  0.000  1.00 0 1 2 2 0.000  0.793
c10013 132 + crccc 0,000 1.00 0 1 2 2 0.000  0.793
c10013 133 + TCCCT 0,000 1.00 0 1 1 1 0.000  0.793
c10013 134 + cccTA  0.000  1.00 0 1 1 1 0.000  0.793
c10013 142 + BACCA  0.000 2.00 0 2 2 2 0.000  0.658
c10013 147 + MACCA  0.500 2.00 1 2 2 2 0.095  0.905
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oyster_v8_CDS GFF - viewavle by everyone

GFF (exons) from Zhang et al with Column modified for joining

oxon gff oyster qdod

SELECT Columnl,

Column2,
Column3,
Columnd,
Columns,
Columné,
Column7,
Columng,
CASE WHEN CHARINDEX('

P

. Column9) = 0

1/2/3/4]5 next> last>>
Column1 ~ Column2 ~ Column3 ~ Columnd = Columns ~ Columné | Column7 ~ Column8 = Columng
C16582  GLEAN  CDS 3 385 - [ CGI_10000001
C17212  GLEAN  CDS 31 363 + [ CGI_10000002
C17316  GLEAN  CDS 30 257 + 0 CGI_10000003
C17476  GLEAN  CDS 104 257 - [ CGI_10000004
C17476  GLEAN  CDS au 7 - 2 CGI_10000004
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QDOD_Cgigas_gene_fasta < v by sveryons

Tabular format of Cgigas gene sequence fasta file
Derived using Dataset:

Zhang, G; Fang, X; Guo, X; Li, L; Luo, R; Xu, F; Yang, P; Zhang, L; Wang, X; Qi, H; Zhu, ¥; Yang, L
Huang, Z (2012): Genomic data from the Pacific oyster (Crassostrea gigas). GigaScience.

htp://dx. doi.0rg/10.5524/100030

fasta oyster qdod

SELECT * FROM [sr320@washington.edu].[table_gDOD_Cgigas_gene_fasta3F84B]

1

1- 202

2 3 4 5 npext> last>>

calip

sequence

CGI_10000001
CGI_10000002
CGI_10000003
CGI_10000004
CGI_10000005
CGI_10000009
CGI_10000010
CGI_10000011
CGI_10000012
CGI_10000013
CGI_10000014
CGI 10000015

ATGGCGAACACTGAGGAAGACCCTCAAATCGAAGTGGAAGAATCAACGGAAATTAAG
ATGTATGGAGTGATGAATTCCAATATCCATGAACACATAAACAACAGTATCATGAAAT
ATGGCGTTTACTACACGGGATCAGGATGATGACAGGTGGAGCGGCGGAAACTGTGC
ATGTACGGGGACTTTCCTTTGGCCATAAACTTTTCCCTTATTTTCGAACCTGGAATACT
ATGGCGAATGTTTTTACTGCAGCAAACTTACTGCCACGGTCGACAACACTGTCTGATT
ATGCGTCAGCACCCTCCGCTCGGGAAACCTGCGAGGGTCAGCGATAGTCGGAGGGA
ATGCTCAAGTTTGACGATCGATTTGCACGTCAGAACCGCTGCGGACCTCCATCAGAG
ATGGGCACGCTTTTGAAGGGTAAAATCGCCAGGTATAACAAAACAGGGAAAGAAATA
ATGTTTGCTTCTCCGGCTGATATGACTCTCGAATGGCAGGAATCCGGTGTGGAAGGG
ATGTTCAAAGCCCAAATTATTGGAGTTGAAATGTATCGACAAATTCTTGAGCAAGCCC
ATGGGATGGATCTCGCTTCGACCGACACCCGAAATGAGCAACGGGTGCGTGTGGTCK
ATGGCCAAGAAGATCAAGGACACATTCAGGAAGACCATGTCCTCCTACATCGTGGTG
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Cgigas gene length & onyyou canview s

SELECT CGI_ID,len(sequence) as CDS_length FROM [sr320@washing

DATASET PREVIEW Flows 1- 100 of 28027 | Columns 2012

<fist <prev 1[2]3]4][5] next> last>>

calip CDS _length
CGI_10000001 | 351
CGI_10000002 333
CGI_10000003 228
CGI_10000004 195
CGI_10000005 192
CGI_10000009 378
CGI_10000010 | 261
CGI_10000011 456
CGI_10000012 645
CGI_10000013 522
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28008
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25014
25015
25016
25017
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2022
2023
2024
2025
25026
2027
2028

57991 | 42

scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scaffoldzz
scgf

“note)

GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN
GLEAN

TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA
TRNA

s Unicode (UTF-8)

1279106
1296873
1328997
1367368
1369292
1384341
1389679
1403975
1405457
1412571
1433235
1462661
1468323
1479049
1499029
1499235
1530092
1547390
1602628
1623701
1639996
1653110
1670156
1682597
1710615
1728744
1740746
1748291
1763621
1784983
1819528
1863347
1863760
1569:

Unix (LP)

1307483
1324907
1340703
1379024
1381055
1387568
1404205
1404139
1426989
1416122
1462478
1465461
1474027
1489206
1499223
1505522
1536360
1552288
1603059
1625155
1653250
1666526
1678053
1708267
1726578
1730768
1762025
1749451
1771882
1800181
1821088
1863687
1864161

= o | Last saved: (Never)

0.
0.
0.
0.
0.

1
o

1
o

1

0.
0.
0.
0.
0.
0.

1

0.
0.
0.
0.

1
1

0.
0.
0.
0.

979343
541396
702385
878621
350572

.997818

0.
0.
0.
0.
0.

545285
340444
843249
431458
933197

805806
0.

970587

999999

999035
555898
998632
331553
396422

999948

998897
999999
648316

865666

988961
647996
544455

- . ID=CGI_10028905;
. ID=CGI_10028906;
. ID=CGI_10028907;
- . ID=CGI_10028908;
+ ID-CGI_10028909;
10-CG1_10028910;

- . ID=CGI_10028911;
+ . ID=CGI_10028912;
- . ID-CGI_10028913;
+ . ID=CGI_10028914;
+ . ID=CGI_10028915;
+ 1D-CGI_10028916;
1

D-CG1_10028917;
. ID=CGI_10028918;
- . ID=CGI_10028919;
1D-CGI_10028920;
- . ID-CGI_10028921;
. ID=CGI_10028922;
. ID=CGI_10028923;
. ID=CGI_10028924;
. ID=CGI_10028925;
- 1D-CGI_10028926;
10-CG1_10028927;

PR

+ . ID=CGI_10028928;
+ . ID=CGI_10028929;
- . ID=CGI_10028930;
+ . ID=CGI_10028931;

1D-CGI_10028932;
1D-CGI_10028933;
- . ID-CGI_10028934;
. ID=CGI_10028935;
1D-CG1_10028937;
. ID=CGI_10028938;

+r ot

S 1819.732 / 224.216 / 28.028
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