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Order Information

Client Name Sam White

Client Organization Univ. of Washington

Order Number AN00025268

Application Transcriptome Resequencing

Type of Read Paired-end

Read Length 151

Type of Sequencer Illumina platform
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Experimental Workflow
The samples are prepared according to NGS library preparation workflow, and sequenced using Illumina platform.
The workflow illustrated below shows the common ligation based method of library preparation. The process may differ based
on the library preparation protocol followed.
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Raw Data Statistics
• The total number of bases, reads, GC (%), Q20 (%), and Q30 (%) are calculated for the 32 samples.

For example, in 01B sample, 78,652,622 reads are produced, and total read bases are 11.9 Gbp.
The GC content (%) is 52.8% and Q30 is 92.4%.

* Raw Data

Sample ID Total bases(bp) Total reads GC(%) AT(%) Q20(%) Q30(%)

01B 11,876,545,922 78,652,622 52.8 47.2 97.0 92.4

02B 14,308,846,070 94,760,570 52.9 47.1 97.0 92.4

03B 13,159,037,544 87,145,944 52.4 47.6 97.0 92.3

06B 13,754,483,394 91,089,294 53.1 46.9 97.2 92.9

08B 9,429,776,954 62,448,854 52.7 47.3 97.4 92.9

09B 10,627,356,746 70,379,846 52.8 47.2 97.4 93.3

13B 9,160,813,942 60,667,642 51.4 48.6 97.6 93.4

17B 15,328,006,678 101,509,978 53.1 47.0 97.4 93.1

21B 12,778,322,452 84,624,652 53.3 46.7 97.3 92.8

22B 14,835,884,700 98,905,898 54.7 45.3 96.3 90.6

23B 14,678,971,230 97,211,730 56.6 43.4 95.7 89.5

24B 4,604,331,860 30,492,264 64.2 35.8 93.6 84.6

31B 13,249,132,600 87,742,600 56.3 43.7 96.2 90.4

33B 5,465,554,880 36,195,728 64.3 35.7 94.8 87.0

35B 3,788,774,214 25,091,220 60.7 39.3 94.8 87.3

36B 3,822,796,930 25,316,536 64.7 35.3 93.5 84.2

44B 14,503,217,800 96,047,800 52.8 47.2 97.3 93.1

45B 13,756,684,672 91,103,872 53.7 46.3 96.7 91.8

46B 13,877,683,690 91,905,190 53.1 46.9 97.1 92.6

49B 12,276,470,932 81,301,132 53.1 46.9 97.1 92.6

51B 14,527,157,038 96,206,338 52.7 47.3 97.0 92.5

53B 16,244,221,200 108,294,808 53.8 46.2 95.9 89.7

55B 13,806,212,672 91,431,872 52.4 47.6 97.1 92.7

60B 13,298,311,186 88,068,286 52.9 47.1 96.5 91.4

63B 13,164,127,754 87,179,654 53.4 46.6 96.2 90.7

64B 9,102,623,072 60,282,272 52.7 47.3 97.3 92.9

66B 9,549,661,592 63,242,792 50.5 49.6 97.4 93.0

67B 12,312,866,764 81,542,164 53.4 46.6 97.2 92.7

68B 15,359,481,118 101,718,418 51.5 48.5 97.1 92.6

71B 10,392,800,896 68,826,496 51.1 48.9 97.4 93.2

72B 12,682,773,880 83,991,880 50.5 49.6 97.4 93.2

74B 12,148,607,152 80,454,352 52.5 47.5 96.9 92.1
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· Sample ID : Sample name.

· Total bases(bp) : Total number of bases sequenced.

· Total reads : Total number of reads. For illumina paired-end sequencing, this value refers to the sum of read1 and read2.

· GC(%) : Ratio of GC content.

· AT(%) : Ratio of AT content.

· Q20(%) : Ratio of bases that have phred quality score of over 20.

· Q30(%) : Ratio of bases that have phred quality score of over 30.

Research use only 6



Total Bases
* Raw Data
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GC/AT Content
* Raw Data

Research use only 8



Q20/Q30 (%)
* Raw Data
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Q20/Q30 (%)
* Raw Data
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Download List
• The data has been uploaded to the cloud  server.

• Once you receive/download the data, please make sure to check the integrity of the files.
Please note that the sequencing files will be deleted from our server 3 months after the analysis report is released;
please contact us within 3 months if you encounter a problem with the data.

* Raw Data Download

File Name File Size(byte) md5sum

01B_1.fastq.gz 2,783,633,675 6fedd1b2eae8343f5d3158bcebbc2c0c

01B_2.fastq.gz 2,768,219,140 c29a3e61a87055d2b52c550b2457ccb6

02B_1.fastq.gz 3,327,760,037 0b627f16925cf9fe7f243c1cf42d6b55

02B_2.fastq.gz 3,328,007,943 e04198f140dafe09dc23d007632ed71e

03B_1.fastq.gz 3,088,782,211 738b460aea7c72d26b4339f4010f0836

03B_2.fastq.gz 3,040,957,800 b6b5b0a9c172d96b6275bcd5f3b646d2

06B_1.fastq.gz 3,052,325,250 31d75f4d0e054d4c86c0da862594e224

06B_2.fastq.gz 3,063,952,630 7b3cd9980ea280d0c7b8947ec5d8aa7d

08B_1.fastq.gz 2,199,043,656 24cb8578366d1f5f4272c9c476de299c

08B_2.fastq.gz 2,190,122,769 09f051ec4e53159fbb69bc603b88d23f

09B_1.fastq.gz 2,424,752,075 8dc65df8b938972c14058e265e424909

09B_2.fastq.gz 2,414,300,976 40be17a3abad1ab978596e6537afee31

13B_1.fastq.gz 2,187,255,130 8805a3333ac34c19cf9dc7d38b246dc5

13B_2.fastq.gz 2,153,812,866 4b2bf6c09f4362f1a3d839095f1dc814

17B_1.fastq.gz 3,396,144,429 b462bcc5e40ab8d25783bfb00267a37e

17B_2.fastq.gz 3,369,126,766 e729ac7592cf45ac7bf904a78db8cfb6

21B_1.fastq.gz 2,898,639,386 bb77085d8990551375c2c4477b473069

21B_2.fastq.gz 2,863,529,861 bf2a635c91dacc32e08ad773ef8f3fb5

22B_1.fastq.gz 2,782,352,576 a8d5fe740943b2048efa3a731f274cf8

22B_2.fastq.gz 2,752,601,065 6726f4ba4db5b4463c22bcd50d39b049

23B_1.fastq.gz 3,225,696,771 2c3e7953f35655854efea640bb45b4f5

23B_2.fastq.gz 2,935,000,455 586ed690d6f20cc82615a76e0da692e6

24B_1.fastq.gz 906,209,418 8d48d2d22515567b42072e3b39244935

24B_2.fastq.gz 701,645,423 6b551b3614b80a41bff3487f2bbe62bb

31B_1.fastq.gz 3,007,371,995 2e3bbef796be64494c19b594893b03bf

31B_2.fastq.gz 2,805,752,501 e10fcb06d1741ccd59d1987744fd33a0

33B_1.fastq.gz 1,044,165,177 b4880f2b7a17ecdf13c2ed8db6ba375c

33B_2.fastq.gz 857,967,356 b777a8b9214cd0306b53adab7d612a33

35B_1.fastq.gz 788,546,365 d11086a8709d38cec8c9ad47e757631d

35B_2.fastq.gz 670,834,013 01710283a30848c8c728bdb4683264fe

36B_1.fastq.gz 728,679,432 bd5d5287d537eedbe669d71759c2b5a3

36B_2.fastq.gz 586,542,373 dc6af6661e21b0b114ba799fcc2b7dfb
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File Name File Size(byte) md5sum

44B_1.fastq.gz 3,277,264,496 ce0b909a7354d4b1c26447fb5e20b23a

44B_2.fastq.gz 3,267,960,980 1f3ce2bbc232d6a9ec615a944c43764a

45B_1.fastq.gz 3,166,828,317 79006753928d7cc3c8fa2ed4375d8074

45B_2.fastq.gz 3,104,547,414 7ea905e73b9ac883b85969edd0d82828

46B_1.fastq.gz 3,245,115,192 79c35e8666767866f064ba209bd68276

46B_2.fastq.gz 3,150,579,274 739ff7a112276e29b5b7290e5717806e

49B_1.fastq.gz 2,845,388,714 758b88c47458d0dec527909ff9877a0c

49B_2.fastq.gz 2,859,070,880 98dddfe3baa5779d2a4b172767589f0f

51B_1.fastq.gz 3,344,533,749 6e84f8cf797b42a2eebf7e4d46bc227d

51B_2.fastq.gz 3,333,442,286 f5871e2d3af8a8f87d8e3229e4f011cb

53B_1.fastq.gz 3,043,275,466 c9ce5350e1ef0c22baa94816db38653c

53B_2.fastq.gz 2,933,564,244 543f527728677cebd99b3306b4c85c27

55B_1.fastq.gz 3,269,222,765 65fca88ef809be97e6cd19a6d7651d9b

55B_2.fastq.gz 3,271,385,822 af0aa7f72bc00c6f1b318595517e0a78

60B_1.fastq.gz 3,061,321,321 20e6de2165601279640046b0086d9c80

60B_2.fastq.gz 2,938,909,127 8412eb3fbd79a8de9ff0c6f24f68a3ed

63B_1.fastq.gz 2,952,918,473 613dcb49c1e8df2e458bf50a1fbe77f4

63B_2.fastq.gz 2,860,204,752 1ff6f93f465e4ebdf8254e039e29f1e7

64B_1.fastq.gz 2,127,599,635 03c0599d277f5e7950e360aa0caca2c1

64B_2.fastq.gz 2,154,004,914 dee3b9e4098965a5af60dea16316baa7

66B_1.fastq.gz 2,289,702,135 4e030e08ee40d70e9db2e1f030f6a43a

66B_2.fastq.gz 2,249,116,844 2239f5ca9fbb39b0b2ad96472f0c0bd5

67B_1.fastq.gz 2,977,652,190 60bfd59b26d81ace09caf891587aca8f

67B_2.fastq.gz 2,864,828,986 7dcecb43e08ec0a2ca00058edc32525f

68B_1.fastq.gz 3,533,853,523 361580141edcd36d7f8bb0bc299bba71

68B_2.fastq.gz 3,535,521,463 0f68b4f14c0b4890ef324014bdf19a1a

71B_1.fastq.gz 2,440,282,467 088952fe569206921a39272bc12c1de5

71B_2.fastq.gz 2,424,660,679 2eecdd9bac97c1324348a783828a0db8

72B_1.fastq.gz 2,978,502,241 ef6f95eeb868c33987293c15052b4f9a

72B_2.fastq.gz 2,954,388,292 0bde2c3921929ab7be2362682526c3a2

74B_1.fastq.gz 2,790,450,639 3d8811cdaeec56dfd98ab9621d599ea6

74B_2.fastq.gz 2,791,506,715 428fbb2f0f6d19d3cc0ddb6a81eb4c32
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FAQ
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FAQ
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FAQ
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https://support-docs.illumina.com/SHARE/AdapterSeq/Content/SHARE/AdapterSeq/AdapterSequencesIntro.htm


Result File Description
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