[bookmark: OLE_LINK9][bookmark: OLE_LINK10]反刍动物消化道微生物CAZymes基因资源的挖掘与功能分析
附件：
CAZymes功能注释示例数据（因涉及知识产权，目前仅提供部分序列信息）
>c2347562_g1_i1 len=292 path=[1:0-291]
[bookmark: _GoBack]GTCCAATTAGTCCATATTTAAGAGGAATCTTTTCATCTAAAACACGAGCAGGAAGTTTACCAACTCTAATTTGTGCAAGTACAAATTCAGCATTAGTTAAAGCTTCTTCATAATCCATAGTTAAAACAACTTTACAAGGAAGTTCAGCATGTTCTACCATTCTTTTAGCTAATCCGCCAACAATATTAAGTTTTCTTTCGTCGATGTCCATTAAATAAAGTTCAGTAACAGGTAAAGTATCTCTTTTATTGATTAGTCCTTCAATTAATTCAGGTGTGTATGTGCTTCCCGC
>c2347974_g1_i1 len=257 path=[1:0-256]
AAAAGTTCAGAATTGGAGTGAATATGCAGAATATTGATATTAGCTTGATTATTCCGGTATATAATGTCGAAAAATATTTGAGAAGGACTTTGGAATCTGTTGAACATCAGACTTTTAGTAACTTTGAAGTTATAATTGTGAATGATGGATCCACTGATGGAAGTTTGCAGATAATTCATGAGTTTATTAACAGAAATAAAAATTTTATTCTAGTTGATCAAGAAAATCGTGGTGTAGGAGCTGCTAGAAACGCCGGA
>c2350114_g1_i1 len=270 path=[1:0-269]
AACAGCGGCGACAATATCAGTGATAAAAATGCAACCTTCTGTGAACTGACCGGTCTGTACTGGGCCTGGAAAAACATAAAATCCGGTTACGCGGGGCTGGTTCATTACCGCCGTTATTTCACAAAGAAAGAGGTTCACAGCGTTGCGTCCAGGAAAGAACAGATTTTGAAACGTCAGGACTGGGAAAGGTTGCTGCAGGAGTATCCGGTAGTGGTGGCGGATAAACGGAAGTATTATATTGAAACGAACCGGTCCCACTATAACCATGCG
>c2351054_g1_i1 len=421 path=[399:0-420]
GTGCAGTCTGACAACAGGCGTATCTGGGTTGATTCCGCCGATATTCCCGAAATCATGAAAGAGGCAATGGTCTCCATTGAGGACGAGCGTTTTTATAAGCACAACGGCGTTGATATAAAGCGTACATTGGGCGCAACGGCAAAATATGCTCTTTCAAAGATTGGTATCGGCGATGCAAGCTACGGCGGTTCTACCATAACACAGCAGGTTATAAAAAATATTACAAACGAAAAAGAAAAAACATCAATGCGTAAGATAAAGGAAATGATGAGGGCAATAGCACTTGAAAAACAGCTTTCCAAAGACGAAATCCTTACACTTTATCTTAATATTGTATATTTTGCAAACGGCTGTAACGGCGTTGAGGCGGCATCAAAGGTATACGTTGCAAAGCCGGTTGCAGAGCTTACCTTAGCAGAGG
>c2354886_g1_i1 len=404 path=[382:0-403]
[bookmark: OLE_LINK11][bookmark: OLE_LINK12]ATCCTCCATTTTTTTGCTTTCTTGCCTTATTTAATGAATTATCGTCTTTAAATATTCTAAAATAATCTTTTCTATTTACCATTGTATATTTTCCTGATGAAAAAAACCATTCATATTCTATATCCACATGCCCAACATCAATGGATTGATACCCAAGCTTATACAAATCATAAGCTAATACAGTGGCTGTTTGTCCTAAAGCGAGTAATAATAGTCTTTTTTCTCCAAATTTTAAAATTGAATTAATTATTTTATCATATACTTTGAATGCATTTTTGACTGGGCAGATTATTCTTTTAATAGATTTAGTATTATTAAATAAGTCATTTCCAATTCCAAGTCTTGATTTTTCACCTTCAATAATTAAAATATCTTTTTGGTCCCATATTTTTTTCAATTTTTTG


分析步骤：
[bookmark: OLE_LINK13][bookmark: OLE_LINK14]1、dbCAN注释：按照网页显示要求，粘贴FASTA格式的序列（上传序列文件，文件不超过20 MB）。点击Submit在线进行注释。
[image: ]

[bookmark: OLE_LINK15][bookmark: OLE_LINK16]2、结果：根据注释结果进行筛选所需要的序列，例如：ID为>c2354886_g1_i1，注释结果：该序列属于糖基转移酶106家族（GT 106）。
[image: ]

3、pFAM结果：将>c2354886_g1_i1序列复制到pFAM数据库进行结构预测。预测结果显示，该序列属于糖基转移酶GH家族。可以将该序列用于后续的研究。
[image: ]

image1.png
GdbCAN meta server:automated CAZyme annotation
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You are here: Home > Annoate Cite us: NARIgky418 and gks479
Annotate proteins using DIAMOND, HMMER, and Hotpep via CAZy, dbCAN, and PPR respectively

Note: We encourage users to leave your email address if submitting an entire genome or proteome; the result page will be emailed to you when the job is done.
81412020: doCAN HMMdb v9.0 is released; see readme.txt for details. The DIAMOND db is also updated.
For future announcement, please follow us on Twitter.

Choose Sequence Type:
O Protein sequence (example) ? @ Nucleotide sequence (example) ?
Select Which Tools To Run

[ HMMER (E-Value < 1e-15, coverage > 0.35) DIAMOND (E-Value < 1e-102)

& Hotpep (Frequency > 2.6, Hits > 6) CGCFinder (Distance <= 2, signature genes
CAZyme+TC)?

~ Just paste some sequences here (note: only FASTA format please!!!)

Try example sequences

>2347562_g1_i1 len=292 path=[1:0-291]
GTCCAATTAGTCCATATTTAAGAGGAATCTTTTCATCTAAAACACGAGCAGGAAGTTTAC
CAACTCTAATTTGTGCAAGTACAAATTCAGCATTAGTTAAAGCTTCTTCATAATCCATAG
TTAAAACAACTTTACAAGGAAGTTCAGCATGTTCTACCATTCTTTTAGCTAATCCGCCAA
CAATATTAAGTTTTCTTTCGTCGATGTCCATTAAATAAAGTTCAGTAACAGGTAAAGTAT
CTCTTTTATTGATTAGTCCTTCAATTAATTCAGGTGTGTATGTGCTTCCCGC
>c2347974_g1_i1 len=257 path=[1:0-256]
AAAAAGTTCAGAATTGGAGTGAATATGCAGAATATTGATATTAGCTTGATTATTCCGGTAT
ATAATGTCGAAAAATATTTGAGAAGGACTTTGGAATCTGTTGAACATCAGACTTTTAGTA
ACTTTGAAGTTATAATTGTGAATGATGGATCCACTGATGGAAGTTTGCAGATAATTCATG

» Or upload a fasta file including many sequences (Max File Size: 20MB)
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DNA sequence search results
This page shows the results of searching your DNA sequence for Pfam-A matches. To do this we perform a six-frame translation to generate a set of protein
sequences, which we then search using the normal Pfam-A HMMS and GA cut-offs.

We have found 1 significant hit and @ insignificant hits in 1 frame.
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There were no matches to your DNA sequence.
Return to the search form to look for Pfam domains on a new sequence.

Significant Pfam-A Matches
Show or hide all alignments. Toggle between amino-acid and DNA sequence coordinates.
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