COMPUTATIONAL TOOL UNTUK EVALUASI HASIL METAGENOMIC ASSEMBLY
FITRI HASANAH AMHAR, Afiahayati, S.Kom., M.Cs, Ph.D

Universitas Gadjah Mada, 2016 | Diunduh dari http://etd.repository.ugm.ac.id/

UNIVERSITAS
GADJAH MADA

DAFTAR PUSTAKA

Afiahayati, Sato, K., Sakakibara, Y. 2013, An Extended Genovo Metagenomic
Assembler By Incorporating Paired-End Information, PeerJ, 1, e196.

Afiahayati, Sato, K., Sakakibara, Y., 2014, MetaVelvet-SL: An Extension Of The
Velvet Assembler To A De Novo Metagenomic Assembler Utilizing
Supervised Learning, DNA Reserach, 22, 1, 69-77.

Boisvert, S., Raymond, F., Godzaridis, E., Laviolette, F., Corbeil, J., 2012, Ray
Meta: Scalable De Novo Metagenome Assembly And Profiling, Genome
Biology, 13, 12, 122.

Camacho, C., Coulouris, G., Avagyan, Vahram., Ma, N., Papadopoulos, J.,
Bealer, K., Madden, T. L., 2009, BLAST+: Architecture And Applications,
BMC Bioinformatics, 10, 421.

Haider, B., Ahn, T., Bushnell, B., Chai, J., Copeland, A., Pan, C., 2014, Omega:
An Overlapgraph De Novo Assembler For Metagenomics, Bioinformatics,
30, 2717-2722.

Kaitlin, C., Yi, Y., Ronald, M., Linglin, X., K, Z. K., 2013, Comparative Analysis
of De Novo Transcriptome Assembly, Science China Life Sciences, 2, 56,
156-162.

Lai, B., Ding, R., Li, Y., Duan, L., Zhu, H., 2012, A De Novo Metagenomic
Assembly Program For Shotgun DNA Reads, Bioinformatics, 11, 28, 1455—
1462.

Lai, B., Wang, F., Wang, X., Duan, L., Zhu, H., 2015, InteMAP: Integrated
metagenomic assembly pipeline for NGS short reads, BMC bioinformatics,
16.1, 1.

Laserson, J., Jojic, V. Koller, D. 2011, Genovo: de Novo Assembly For
Metagenomes, J. Comput. Biol., 18, 429-43.

Lasken, R.S. dan Stockwell, T.B., 2007, Mechanism of Chimera Formation during
the Multiple Displacement Amplification reaction. BMC biotechnology,
7(1), p.1.

Li, R., Zhu, H., Ruan, J., Qian, W., Fang, X., Shi, Z., Li, Y, Li, S., Shan, G,,
Kristiansen, K., Li, S., Yang, H., Wang, J., Wang, J., 2010, De novo
assembly of human genomes with massively parallel short read sequencing,
Genome Research, 20, 265-272

65



COMPUTATIONAL TOOL UNTUK EVALUASI HASIL METAGENOMIC ASSEMBLY
FITRI HASANAH AMHAR, Afiahayati, S.Kom., M.Cs, Ph.D 66

Universitas Gadjah Mada, 2016 | Diunduh dari http://etd.repository.ugm.ac.id/

UNIVERSITAS
GADJAH MADA

Luo, R., Liu, B., Xie, Y., Li, Z., Huang, W., Yuan, J., He, G., Chen, Y., Pan, Q.,
Liu, Y., Tang, J., Wu, G., Zhang, H., Shi, Y., Liu, Y., Yu, C., Wang, B., Lu,
Y., Han, C., Cheung, D. W., Yiu, S., Peng, S., Xiaogian, Z., Liu, G., Liao,
X., Li, Y., Yang, H., Wang, J., Lam, T., Wang, J., 2012, SOAPdenovo2: An
Empirically Improved Memory-Efficient Short-Read De Novo Assembler,
GigaScience, 1, 18.

Leipzig, J., 2008, Calculating an N50 from Velvet Output. https:/www.r-
bloggers.com/calculating-an-n50-from-velvet-output/, diakses tanggal 29
November 2016.

Madden, Thomas. 2013. The NCBI Handbook 2nd edition : The BLAST
Sequence Analysis Tool. Bethesda (MD) : National Center for
Biotechnology Innformation (US) 2013.

Mikheenko, A., Saveliev, V., Gurevich, A., 2015, MetaQUAST: Evaluation Of
Metagenome Assemblies, Bioinformatics, 1-3.

Namiki, T., Hachiya, T., Tanaka, H., Sakakibara, Y. 2012, Metavelvet: An
Extension Of Velvet Assembler To De Novo Metagenome Assembly From
Short Sequence Reads, Nucleic Acids Research, 20, 40, el55.

NCBI Handout Series, 2015, BLAST homepage and search pages.

Peng, Y., Leung, H. C. M., Yiu, S.M., Chin, Francis Y. L., 2011, Meta-IDBA: A
De Novo Assembler For Metagenomic Data, Bioinformatics, 27, i94-i101.

Peng, Y., Leung, H.C.M., Yiu, S.M., Chin, Francis Y. L., 2012, IDBA-UD: A De
Novo Assembler For Single-Cell And Metagenomic Sequencing Data With
Highly Uneven Depth, Bioinformatics, 11, 28, 1420-1428.

Sabree, Z. L., Rondon M. R., Handelsman, J., 2009, Metagenomics, Elsevier Inc.,
622-632.

Wooley, J. C. dan Lin, H. S., 2005, Catalyzing Inquiry at the Interface of
Computing and Biology, National Academies Press: Washington, D. C.

Quast C., Pruesse, E., Yilmaz, P., Gerken, J., Schweer, T., Yarza, P., Peplies, J.,
Glockner, F. O., 2012, The SILVA Ribosomal RNA Gene Database Project:
Improved Data Processing And Web-Based Tools, Nucleid Acids Research,
41, D590-D596.

Xu, Jianping, 2010, Metagenomics and Ecosystems Biology : Conceptual
Frameworks, Tools, and Methods. Marco, D. E., Metagenomics: Theory,
Methods and Applications, Caister Academic Press : Norfolk, UK.



