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The long course provides additional instruction to more senior trainees, including advanced graduate 
students and postdocs. This part of the program provides a research residence program at UCLA where 
trainees will interact with world-leading researchers in the field of computational genomics. The program 
combines structured training programs with flexible time in order to encourage interaction and collaboration 
with other participants and program faculty. 

SCHEDULE Dates Page 

Big Bear Retreat 

July 11th - 14th 5 

First Short Course 
July 16th - 20th 7 

Long course –middle week July 23rd - 27th 12 

Second Short Course 
July 30th - August 3rd 14 

RESEARCH TALKS 45-minute explorations of current problems and research in computational 
genomics by participating faculty.  

TUTORIALS interactive, guided 45-minute workshops that aim to help participants apply 
new techniques to research problems. 

JOURNAL CLUBS 45-minute sessions that give participants an opportunity to critically 
evaluate recent articles and stay up-to-date on relevant new research. As 
part of our Short Course, we will be breaking into small groups for daily 
journal clubs. Journal clubs provide an excellent opportunity to discuss 
current work and doing so with colleagues with shared interests can be 
insightful, productive, and fun. 

THE 2018 ORGANIZING 
COMMITTEE 

Eran Halperin, UCLA CGSI Co-Director  
Eleazar Eskin, UCLA, CGSI Co-Director 
Fereydoun Hormozdiari, UC Davis 
David Koslicki, Oregon State University 
Kirk Lohmueller, UCLA 
Dima Shlyakhtenko, UCLA IPAM Director 
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The CGSI retreat will be a unique opportunity for faculty and Long Course participants to become acquainted and 
learn about each other’s research in an informal setting. The 2018 CGSI retreat schedule includes research talks, 
flash talks, journal clubs, and social events. 

ACCOMMODATION The 2018 CGSI retreat will be held at the Best Western Hotel in Big Bear 
Lake, California. Hotel rooms have already been assigned to guests; 
please check in with your name. Complimentary breakfast served from 
6:00 a.m. to 9:30 a.m.  
Best Western Big Bear Chateau 42200 Moonridge Rd, Big Bear Lake, CA 
92315  
(909) 866-6666 

RESEARCH TALKS  This year’s retreat features twelve 30-minute research talks presented by 
emerging scholars in the field of computational genomics. Each presenter 
compiled a list of relevant papers that provide a more in-depth exploration 
of their research talk material. Click to open a paper in your internet 
browser. 

JOURNAL CLUB  As part of our annual retreat, we will be breaking into five small groups for 
daily journal clubs on July 12 and July 13. Journal clubs provide an 
excellent opportunity to discuss current work and doing so with colleagues 
with shared interests can be insightful, productive, and fun. Note required 
reading for each journal club. 

ACTIVITIES Arrangements for optional social events include dinners at local 
restaurants, hiking in the San Bernardino Mountains, soccer competitions 
at a nearby park, and free time at the hotel. The Best Western Big Bear 
Chateau features an outdoor heated swimming pool and hot tub, as well as 
a game room with a pool table. 

RUN WITH SAGI SNIR At 7:30am there will be a morning run, and at 8:00am we will hold a cool 
down session—led by world-renown scholar Dr. Sagi Snir. We invite you to 
join us for a leisurely and scenic jog around Big Bear. Wellness and sport 
are key aspects of the LA experience! Meet in the lobby of the hotel.. 

YOGA WITH ALISON SHAW At 7:30am there will be a morning introduction to Yoga. 
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https://goo.gl/maps/udzBWwkHHMu
https://goo.gl/maps/udzBWwkHHMu


 

The short course provides didactic training in computational and statistical genomic methods development. This 
part of the program is relevant to a wide range of trainees who are interested in developing or enhancing the 
methodology development aspect of their research program. 

LOCATION The First Short Course will be held in the California Room at the UCLA Faculty 
Center. The Faculty Center is situated in the heart of the UCLA campus.  An 
attractive and comfortable private club that opened in 1959, the UCLA Faculty 
Center offers many well-furnished meeting rooms, lounges, patios, and dining 
facilities are available for a wide range of social and professional activities. 
480 Charles Young Drive, Los Angeles, CA 90095-1617 

PARKING The closest lots to the Faculty Center is 
Parking Structure 2. Go to the Kiosk #2 
in the sidewalk to pay for your permit. 

 

 

 

This week is the first week of the long course.  The program includes talks in the morning and journal clubs.  In 
addition, there is time in the afternoon to develop collaborations with other participants and faculty.  

LOCATION The Long Course will be held in the First Floor Conference Room in the 
Gonda Building. The Gonda (Goldschmied) Neuroscience and Genetics 
Research Center, is a state-of-the-art facility that helps researchers explore 
the depths of science. 
200 Medical Plaza Driveway, Los Angeles, CA 90095 

PARKING The closest lots to the Gonda Building are Parking Structure 8 and 
Parking Structure 9. Go to the Kiosk Booth in the middle of the road to 
pay for your permit. 
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http://goo.gl/maps/BY23jYAUmAM2
https://goo.gl/maps/KgeM2sVNfCA2
http://goo.gl/maps/xNdoP8jK5Eq
https://goo.gl/maps/zPj8KNbNTFz


 

The second short course provides a focus on computational methods in statistical and population genetics and 
computational methods in microbiome analysis. This part of the program is relevant to a wide range of trainees 
who are interested in developing or enhancing the methodology development aspect of their research program. 

LOCATION The Second Short Course will be in the building of Engineering VI Mong 
Auditorium 
404 Westwood Plaza, Los Angeles, CA 90095, USA 

PARKING The closest lots to the Gonda Building are Parking Structure 8 and Parking 
Structure 9. Go to the Kiosk Booth in the middle of the road to pay for your 
permit. 

 
 
 

 
 
Wednesday July 11 

16:00 Check-in Best Western Big Bear Chateau 
42200 Moonridge Rd, Big Bear Lake, CA 92315 

18:00 CGSI Retreat Dinner 

 

Thursday July 12 Related 
papers 

Talk 
slides 

06:00-9:00 Breakfast   

07:30-9:30 Registration - Pick up your name tag in the hotel breakfast room!   

09:30-11:15 Introduction and Orientation   

11:15-12:00 Journal Club   

12:00 Lunch   

13:30 David Koslicki “Multi-resolution k-mer classification of metagenomic 
samples”   

14:15  Sagi Snir “Constructing the Microbial Tree of Life Using Quartet 
Based Approaches”  
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https://goo.gl/maps/ayUNCUqkaL52
https://goo.gl/maps/zPj8KNbNTFz
http://goo.gl/maps/ZUN8Hmz8hpt
https://www.biorxiv.org/content/early/2017/09/04/184150
https://genomebiology.biomedcentral.com/articles/10.1186/s13059-016-0997-x
https://drive.google.com/file/d/1gbgD-thTfzpab8UxDkl_7CdI6-Aas77Y/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/david-koslicki-multi-resolutionk-mer-classification-of-metagenomic-samples/
https://academic.oup.com/sysbio/article/64/2/233/1630954
https://www.ncbi.nlm.nih.gov/pubmed/21762785
https://dl.acm.org/citation.cfm?id=1916719
http://www.bioinf.uni-leipzig.de/Leere/SS15/FortMeth/paper/sni-rao-2006.pdf
https://arxiv.org/abs/1206.3520
https://drive.google.com/file/d/0Bzq7QzbiT9FNVFJyMzJSLWp5ZFZ3Q0JTY0RtaWJjb25KRmF3/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/sagi-snir-constructing-the-microbial-tree-of-life-using-quartet-based-approaches/


16:00 Hiking in the San Bernardino Mountains @ Big Bear Discovery 
Center 
40971 North Shore Drive/ Hwy 38, Fawnskin, CA 92333  

 

19:00 CGSI Retreat Dinner 
40199 Big Bear Blvd, Big Bear Lake, CA 92315  

 

 

Friday July 13 Related 
papers 

 

06:00-9:00 Breakfast   

09:15 Jonathan Flint  
 

10:00 Sayan Mukherjee “Mapping epistatic traits using kernel methods 
and variance component models”    

10:45 Coffee Break   

11:15 Journal Club   

12:00 Lunch   

13:30 Ilan Gronau "Using the ancestral recombination graph to investigate 
species evolution” 
 

  

14:15  Jason Ernst “Computational approaches for understanding the 
noncoding human genome” 

 
 

15:30 Sports @ Meadow Park 
41220 Park Ave, Big Bear Lake, CA 92315 

 

 

18:00 Dinner @ Paoli's Italian Country Kitchen 
40821 Village Dr, Big Bear Lake, CA 92315  

 

20:00 Free Time in the Best Western Game Room and Outdoor Pool   

 
Saturday July 14 

08:00-10:00 Journal Club Brunch and Social Activity 

12:00 Check out of hotel 
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http://goo.gl/maps/ZKkd7SLv48q
http://goo.gl/maps/ZKkd7SLv48q
http://goo.gl/maps/C6MNnZQvvYx
http://goo.gl/maps/C6MNnZQvvYx
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/jonathan-flint-genetic-architecture-of-psychiatric-disorders/
https://amstat.tandfonline.com/doi/full/10.1080/01621459.2017.1361830
http://journals.plos.org/plosgenetics/article?id=10.1371/journal.pgen.1006869
https://arxiv.org/abs/1803.04431
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/sayan-mukherjee-mapping-epistatic-traits-using-kernel-methods-and-variance-component-models/
https://www.ncbi.nlm.nih.gov/pubmed/24831947
https://www.ncbi.nlm.nih.gov/pubmed/24831947
https://drive.google.com/open?id=0Bzq7QzbiT9FNajgyYXpSZ2VMT1dSbjVJRVM3a21aaGxsQ1Nr
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/ilan-gronau-using-the-ancestral-recombination-graph-to-investigate-species-evolution/
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/jason-ernst-computational-approaches-for-understanding-the-noncoding-human-genome/
http://goo.gl/maps/XLYxLyhcE192
http://goo.gl/maps/XLYxLyhcE192
http://goo.gl/maps/mY6C4YtzzPH2
http://goo.gl/maps/mY6C4YtzzPH2


 

 

Monday July 16 Related 
papers 

Talk 
material 

08:00 Registration and Breakfast - Check in and pick up your name tag 
during breakfast! 

  

09:00 Introduction - CGSI Organizing Committee   

09:15 
Tutorial 

Lior Pachter  
“What is CCA, why you should care, and how to use it “ 

 
 

10:00 
Tutorial 

Saharon Rosset “The Multivariate Normal Distribution: Linear 
Mixed Models and Beyond”   

10:45 Coffee Break   

11:15 Journal Club   

12:00 Lunch on your own   

13:30 David Koslicki “IndeCut: Evaluating performance of motif discovery 
algorithms”   

14:15  Coffee Break   

14:45 Kirk Lohmueller “Methods for inference of purifying selection and 
dominance coefficients from genomic data”   

15:30 Coffee Break   

16:00 Fereydoun Hormozdiari “Contribution of structural variation to 
genome structure"   

17:00-18:00 Happy Hour @ Wolfgang Puck Express - Ackerman Union, Level 1, UCLA Campus 
 

We will hold happy hour at Wolfgang Puck, a bar on campus located just a few 
minutes' walk away from the Faculty Center. We strongly encourage all to attend 
these happy hours and to get to know your fellow course participants. 
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https://drive.google.com/file/d/1kJhcyR6JDw8ZMcVGuipz82SrWTWrA_V6/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/lior-pachter-what-is-cca-why-you-should-care-and-how-to-use-it/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC1209482/
https://www.biorxiv.org/content/early/2016/11/14/087304
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/saharon-rosset-the-multivariate-normal-distribution-linear-mixed-models-and-beyond/
https://doi.org/10.1093/bioinformatics/btx798
http://science.sciencemag.org/content/sci/298/5594/824.full.pdf
https://www.nature.com/articles/nrg2102
https://drive.google.com/file/d/1FEKO8exv9Dbf-O94dm-ZeLaeL3-9TPCA/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/david-koslicki-indiecut-evaluating-performance-of-motif-discovery-algorithms/
https://www.biorxiv.org/content/early/2017/08/31/182865
http://www.genetics.org/content/168/1/463.long
http://journals.plos.org/plosgenetics/article?id=10.1371/journal.pgen.1004525
https://drive.google.com/file/d/0Bzq7QzbiT9FNRFFXNWtnWVVWWko4SDFLcGstLTlVTUc3UmVF/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/kirk-lohmueller-methods-for-inference-of-purifying-selection-and-dominance-coefficients-from-genomic-data/
https://www.biorxiv.org/content/early/2018/03/09/279356
https://www.nature.com/articles/s41576-018-0007-0
https://drive.google.com/file/d/0Bzq7QzbiT9FNMUFTcEZza3UtazBsVHFOdTBoNGRBZWQ3VFdz/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/fereydoun-hormozdiari-contribution-of-structural-variation-to-genome-structure/
https://goo.gl/maps/zY3kkK6iWVG2


Tuesday July 17                                        California Room, UCLA Faculty Center Related 
papers 

Talk 
slides 

08:30 Breakfast   

09:15 Jessica (Jingyi) Li  
“Statistical Methods for Bulk and Single-cell RNA-seq data”   

10:00 
Tutorial 

Can Alkan “Characterization of genomic structural variation using 
various sequencing technologies.”  

 

 

10:45 Coffee Break   

11:15 Journal Club   

12:00 Lunch on your own   

13:30 Michael Schatz "Advances in Genome Sequencing and Assembly" 
 

 

 

14:15  Coffee Break   

14:45 Jian Ma “Algorithms for studying nuclear genome organization and 
evolution”   

15:30 Coffee Break   

16:00 Eran Halperin “Methods for Deconvolution of Methylation Signals”  
 

17:00-20:00 Beach Picnic and Soccer Tournament @ Santa Monica Beach 

 

 

 

Wednesday July 18                                   California Room, UCLA Faculty 
Center 

Related 
papers 

Talk 
material 

08:30 Breakfast   

09:15 Sayan Mukherjee “Compositional models for microbiome data and 
time series models for microbiome data”   

10:00 Sagiv Shifman "Essential genes linked to neurodevelopmental 
disorders"   

 

 

10:45 Coffee Break    
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http://www.pnas.org/content/108/50/19867.full
https://projecteuclid.org/euclid.aoas/1520564482
https://www.nature.com/articles/s41467-018-03405-7
https://drive.google.com/file/d/1BtXQ6JOZnZsAaeicgfARTt2sXpqWlVTS/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/jessica-jingyi-li-statistical-methods-for-bulk-and-single-cell-rna-seq-data/
https://www.nature.com/articles/nrg2958
https://www.nature.com/articles/nature13907
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-016-3444-1
https://www.nature.com/articles/s41576-018-0003-4
https://www.nature.com/articles/nature15394
https://drive.google.com/open?id=0Bzq7QzbiT9FNek95cDVWNW45YTZRZlkwRm02VEpaX3AyVkZ3
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/can-alkan-characterization-of-genomic-structural-variation-using-various-sequencing-technologies/
https://www.nature.com/articles/nmeth.4035
https://www.ncbi.nlm.nih.gov/pubmed/28298431
https://www.nature.com/articles/nbt.4060
https://genome.cshlp.org/content/27/5/757.long
https://www.biorxiv.org/content/early/2017/07/28/169557
https://drive.google.com/file/d/1qSwfKZ04LfPBUQ9ipFFTPiLwBZ_lf8c9/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/michael-schatz-advances-in-genome-sequencing-and-assembly-2/
https://www.biorxiv.org/content/early/2018/02/02/259416
https://www.biorxiv.org/content/early/2018/03/16/283093
https://drive.google.com/file/d/0Bzq7QzbiT9FNM3dWWDgxYnpRX001eHhINlF1OUZNSVpaSEtF/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/jian-ma-algorithms-for-studying-nuclear-genome-organization-and-evolution/
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/eran-halperin-methods-for-deconvolution-of-methylation-signals/
https://www.biorxiv.org/content/early/2018/04/24/306597
https://www.biorxiv.org/content/early/2018/04/24/306597
https://drive.google.com/file/d/0Bzq7QzbiT9FNS1lsTXZWZHN1d1RFbG4yUnF3bE4zc1RFazQ0/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/sayan-mukherjee-compositional-models-for-microbiome-data-and-time-series-models-for-microbiome-data/
https://www.nature.com/articles/nrg.2017.75
https://www.ncbi.nlm.nih.gov/pubmed/29033457
https://www.cell.com/cell-reports/abstract/S2211-1247(17)30172-9
https://www.ncbi.nlm.nih.gov/pubmed/25086666
https://drive.google.com/open?id=0Bzq7QzbiT9FNMmRyRlNneFl4b253S1dTV3lJY2ZoNGpiZmln
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/sagiv-shiffman-essential-genes-linked-to-neurodevelopmental-disorders/


11:15 Sriram Sankararaman  
“Probabilistic modeling and inference in genomics” 

 
 

12:00 
Tutorial 

Bogdan Pasaniuc "How to identify susceptibility genes in 
post-GWAS studies."  

 

 

13:00 Lunch on your own   

13:00-18:00  Self-Guided Tour of Hollywood - We encourage CGSI participants to Lyft or Uber to 
Hollywood for a self-guided tour of the neighborhood. 

 

18:00-19:30 Picnic@HollywoodBowl - Grab food and snacks on your way over to the Hollywood 
Bowl Picnic Area! 

 

20:00-22:00 Hollywood Bowl Concert  
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https://drive.google.com/file/d/0Bzq7QzbiT9FNUmticTF0WjN6VjhzQTdLbmlYY1lUVURxQ3Uw/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/sriram-sankararaman-probabilistic-modeling-and-inference-in-genomics/
https://www.biorxiv.org/content/early/2018/04/27/223263
https://www.biorxiv.org/content/early/2017/12/20/236869
https://www.ncbi.nlm.nih.gov/pubmed/29632383
https://www.ncbi.nlm.nih.gov/pubmed/29481575
https://www.ncbi.nlm.nih.gov/pubmed/27840428
https://www.ncbi.nlm.nih.gov/pubmed/26854917
https://drive.google.com/file/d/1D370O3wsoBeaDkNvGI3J6AF-bsdNtouI/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/bogdan-pasaniuc-how-to-identify-susceptibility-genes-in-post-gwasstudies/
https://goo.gl/maps/f8oyL1fSDsm


 
 
 
 
 
 
 

Thursday July 19                                             California Room, UCLA Faculty 
Center 

Related 
papers 

Talk 
material 

08:30 Breakfast   

09:15 
Tutorial 

Mark Chaisson "Detecting variation using single-molecule 
sequencing"   

10:00 Iuliana Ionita “Statistical methods for the integration of functional 
genomics data and whole exome/genome sequencing data for 
improved gene discovery” 

 

 

 

10:45 Coffee Break   

11:15 Journal Club   

12:00 Lunch on your own   

13:30 
Tutorial 

Ilan Gronau “Bayesian comparison of demographic models”  
  

14:15  Coffee Break   

14:45 Cenk Sahinalp “Tumor evolution modeling through the use of single 
cell and bulk sequencing data".  

 

 

15:30 Coffee Break   

16:00 
Tutorial 

Brian Browning “Genotype imputation with large reference panels in 
the cloud.” 
 

 

 

 

17:30-19:00 Bike Ride along Santa Monica beach 
Possibility of keeping the Bike overnight until 10 am - extra $10 

Fill out the Contract Agreement prior your arrival.  
 

19:00 Dinner on your own in Santa Monica 
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https://www.ncbi.nlm.nih.gov/pubmed/27034376
https://www.ncbi.nlm.nih.gov/pubmed/28808695
https://www.ncbi.nlm.nih.gov/pubmed/27749838
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/mark-chaisson-detecting-variation-using-single-molecule-sequencing/
https://www.ncbi.nlm.nih.gov/pubmed/26727659
https://www.ncbi.nlm.nih.gov/pubmed/28844485
https://www.ncbi.nlm.nih.gov/pubmed/29727691
https://www.ncbi.nlm.nih.gov/pubmed/23684009
https://www.ncbi.nlm.nih.gov/pubmed/24995866
https://drive.google.com/file/d/0Bzq7QzbiT9FNcVJCRjNhT1RkSHhRVUVqUkxzMS1OR1RkTThv/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/iuliana-ionita-statistical-methods-for-the-integration-of-functional-genomics-data-and-whole-exome-genome-sequencing-data-for-improved-gene-discovery/
https://www.ncbi.nlm.nih.gov/pubmed/21926973
https://www.ncbi.nlm.nih.gov/pubmed/28784789
https://drive.google.com/file/d/0Bzq7QzbiT9FNM2dOUG1WYjB5WHdZaXJhY1cwNmVrTV83Z0FV/view?usp=sharing
https://www.biorxiv.org/content/early/2017/12/15/234914
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5530528/
https://www.liebertpub.com/doi/abs/10.1089/cmb.2016.0148
https://www.ncbi.nlm.nih.gov/pubmed/25568283
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/cenk-sahinalp-tumor-evolution-modeling-through-the-use-of-single-cell-and-bulk-sequencing-data/
https://www.ncbi.nlm.nih.gov/pubmed/26748515
https://www.ncbi.nlm.nih.gov/pubmed/27571263
https://www.biorxiv.org/content/early/2018/06/28/357806
https://www.annualreviews.org/doi/pdf/10.1146/annurev-genom-083117-021602
https://drive.google.com/file/d/0Bzq7QzbiT9FNTmF3ODVqRFNuRmxZZWNESTlLVFhlbGtiZ0U4/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/brian-browning-genotype-imputation-with-large-reference-panels-in-the-cloud/
http://computationalgenomics.bioinformatics.ucla.edu/wp-content/uploads/2018/06/Bike_rental_spokesnstuff.jpg
https://goo.gl/maps/DDg8kKw1t1r


 
 
 
 

Friday July 20                                                  California Room, UCLA Faculty Center Related 
papers 

Talk 
material 

08:30 Breakfast   

09:15 James Zou "Contrastive learning with applications to biomedical data"  
 

10:00 Sagi Snir “Non linearity of Epigenetic Aging is Detected via the 
Universal PaceMaker" 

 

 

10:45 Coffee Break   

11:15 Journal Club   

12:00 Lunch on your own   

13:30 
Tutorial 

Jason Ernst “Computational Epigenomic Approaches for Interpreting 
the Non-coding Human Genome”  

 

 

14:15  Coffee Break   

14:45 
Tutorial 

Vikas Bansal "Haplotyping human genomes using whole-genome 
sequencing" 

 

 

15:30 Coffee Break   

16:00 William (Xiaoquan) Wen “Bayesian integrative analysis of molecular 
QTL and GWAS data” 

 

 

17:00-18:00 Happy Hour @ Wolfgang Puck Express -  
Ackerman Union, Level 1, UCLA Campus   
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https://drive.google.com/open?id=11TF8lUJ-0ETqBcrstzjMi7Xrq8y2UF9K
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/james-zou-contrastive-learning-with-applications-to-biomedical-data/
http://journals.plos.org/ploscompbiol/article?id=10.1371/journal.pcbi.1002785
https://genomebiology.biomedcentral.com/articles/10.1186/gb-2013-14-10-r115
http://journals.plos.org/ploscompbiol/article?id=10.1371/journal.pcbi.1005183
https://drive.google.com/file/d/0Bzq7QzbiT9FNS25RbGM4RlFDWlAydzJES0pKRnNiZHE4ZWRj/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/sagi-snir-non-linearity-of-epigenetic-aging-is-detected-via-the-universal-pacemaker/
http://www.nature.com/nbt/journal/v28/n8/abs/nbt.1662.html
http://www.nature.com/nature/journal/v473/n7345/full/nature09906.html
http://www.nature.com/nmeth/journal/v9/n3/full/nmeth.1906.html
https://www.nature.com/articles/nprot.2017.124
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/jason-ernst-computational-epigenomic-approaches-for-interpreting-the-non-coding-human-genome/
https://www.ncbi.nlm.nih.gov/pubmed/27940952
https://www.nature.com/articles/nbt.2728
https://www.ncbi.nlm.nih.gov/pubmed/29078313
https://www.ncbi.nlm.nih.gov/pubmed/21301473
https://www.ncbi.nlm.nih.gov/pubmed/21301473
https://drive.google.com/file/d/157a6eJOeIdVvPQNX30PiEn5q6BtpZ7Gl/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/vikas-bansal-haplotyping-human-genomes-using-whole-genome-sequencing/
https://www.ncbi.nlm.nih.gov/pubmed/26854917
https://www.ncbi.nlm.nih.gov/pubmed/27236919
http://journals.plos.org/plosgenetics/article?id=10.1371/journal.pgen.1006646
https://drive.google.com/file/d/0Bzq7QzbiT9FNZm1BbERmYUxBNEJHdGt4WkNKcnpOVWFNZFJv/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/william-xiaoquan-wen-bayesian-integrative-analysis-of-molecular-qtl-and-gwas-data/
https://goo.gl/maps/zY3kkK6iWVG2


Saturday July 21 

9:00-12:00 Volleyball & Soccer @ Santa Monica Beach 

 

 

 
 
 
 

 
 

Monday July 23 Related 
papers 

Talk 
material 

08:30 Breakfast   

09:15-10:00 Saharon Rosset  
“The Magical Multivariate Normal Distribution: Some Properties and 
Applications” 

 

p. 

743–755 

 

10:00-10:30 Coffee Break   

10:15-11:15 Mark Chaisson  
"Resolving multicopy duplications using assembly by phasing"   

11:15-11:35 Long Course Orientation   

11:35-12:20 Journal Club   

12:20 Lunch Break   

17:00 Dinner TBA   

 

Tuesday July 24                                                             Gonda 1st floor Seminar 
room 

Related 
papers 

Talk 
material 

08:30 Breakfast   
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https://www.ncbi.nlm.nih.gov/pubmed/21978464
https://academic.oup.com/jhered/article/105/S1/743/2961888
https://drive.google.com/file/d/0Bzq7QzbiT9FNNngxYk5SaXFzRk5UcW0weU94RFFzUVM1eEVF/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/saharon-rosset-speciation-without-isolation-the-future-of-humans/
https://www.ncbi.nlm.nih.gov/pubmed/27034376
https://www.ncbi.nlm.nih.gov/pubmed/28808695
https://www.ncbi.nlm.nih.gov/pubmed/27749838
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/mark-chaisson-resolving-multicopy-duplications-using-assembly-by-phasing/


09:15-10:00 Rayan Chikhi “Data structures for k-mers (applications: 
reference-free sequencing data analysis)”  

 

 

10:00-10:30 Coffee Break @ Engineering VI 2nd floor interaction area   

10:30-11:15 Or Zuk “Improved Deep-Learning Methods for Enhancers 
Identification and Interpretation”   

11:15-12:00 Journal Club   

12:00 Lunch Break   

15:00 Special Coffee Break @ Engineering VI 2nd Floor Interaction Area   

 
 
 
Wednesday July 25  

08:30-14:45 Long Course Day Three -  DAY OFF 

 

Thursday July 26                                                           Gonda 1st floor Seminar 
room 

Related 
papers 

Talk 
material 

08:30 Breakfast   

09:15 Jo Hardin “Issues in sequencing depth when clustering genetic 
profiles measured across varying levels of Rpos protein”   

10:00-10:30 Coffee Break @ Engineering VI 2nd floor interaction area   

10:30 Ben Raphael “Inferring Cellular Migrations in Metastatic Cancers” 
  

11:15-12:00 Journal Club   

12:00 Lunch Break   

18:00 Dinner TBA   

 

Friday July 27                                                                Gonda 1st floor Seminar 
room 

Related 
papers 

Talk 
material 

08:30 Breakfast   

09:15-10:00 Lior Pachter “(Computational and experimental) methods for 
multiplexed single-cell RNA-Seq” 

 
 

10:00 Coffee Break @ Engineering VI 2nd floor interaction area   
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https://www.ncbi.nlm.nih.gov/pubmed/29284518
https://www.ncbi.nlm.nih.gov/pubmed/25404127
https://arxiv.org/abs/1401.5383
https://www.biorxiv.org/content/early/2016/12/02/090464
https://drive.google.com/open?id=0Bzq7QzbiT9FNOTVRR0FrRnRNb285YzRZYXVyUDJpeHNLR3Q0
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/rayan-chikhi-data-structures-for-k-mers-applications-reference-free-sequencing-data-analysis/
https://www.biorxiv.org/content/early/2018/02/14/264200
https://ieeexplore.ieee.org/document/7822593/
https://www.nature.com/articles/srep28517
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/or-zuk-improved-deep-learning-methods-for-enhanceras-identification-and-interpretation/
http://jb.asm.org/content/early/2017/01/18/JB.00755-16
https://www.ncbi.nlm.nih.gov/pubmed/24843172
https://bmcgenomics.biomedcentral.com/articles/10.1186/1471-2164-13-734
https://drive.google.com/file/d/18dFG48z05vITTJh_fEi_YbRvOMa6dDZM/view?usp=sharing
https://www.nature.com/articles/s41588-018-0106-z
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/ben-raphael-inferring-cellular-migrations-in-metastatic-cancers/
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/lior-pachter-computational-and-experimental-methods-for-multiplexed-single-cell-rna-seq/


10:30-11:15 Jae Hoon Sul “Contribution of common and rare variants to bipolar 
disorder susceptibility in population isolates.”   

11:15 Journal Club   

12:00 Lunch Break   

15:00 Special Coffee Break @ Engineering VI 2nd Floor Interaction Area   

 
Saturday July 28  

 
DAY OFF 

 
 
 
 
 
 
 
 
 

 

Monday July 30 Related 
papers 

Talk 
material 

08:30 Breakfast   

09:15 
Tutorial 

Ben Langmead  "Using huge public sequencing datasets to answer 
scientific questions" 

 
 

10:00 Coffee Break   

10:30 Eytan Ruppin “Harnessing genetic interactions to advance whole 
genome precision oncology”   

11:15 Journal Club   

12:00 Lunch Break   

13:30 
Tutorial 

Rayan Chikhi  
“Methods for metagenome assembly (de Bruijn graphs)”  

 
 

14:15  Special Coffee Break   

14:45 
Tutorial 

Pavel Pevzner  
“Estimating metagenome diversity by hybrid sequencing by short 
and long reads” 
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http://dx.doi.org/10.1101/173062
http://dx.doi.org/10.1073/pnas.1424958112
http://dx.doi.org/10.1073/pnas.1513525113
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/jae-hoon-sul-contribution-of-common-and-rare-variants-to-bipolar-disorder-susceptibility-in-population-isolates/
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/ben-langmead-using-huge-public-sequencing-datasets-to-answer-scientific-questions/
http://www.cs.tau.ac.il/~ruppin/cell_sl.pdf
https://www.biorxiv.org/search/Genome-wide%252Bprediction%252Bof%252Bsynthetic%252Brescue%252Bmediators%252Bof%252Bresistance%252Bto%252Btargeted%252Band%252Bimmunotherapy
http://www.weizmann.ac.il/mcb/harnessing-synthetic-lethality-predict-response-cancer-treatments
https://drive.google.com/file/d/0Bzq7QzbiT9FNMzlzbHpQUHdNLUJKVFNUTm4zSnJGelhlTVR3/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/eytan-ruppin-harnessing-genetic-interactions-to-advance-whole-genome-precision-oncology/
https://www.nature.com/articles/nmeth.4458
https://drive.google.com/file/d/0Bzq7QzbiT9FNWEhtUTNGc1JzaVo0bzBybmhqNEMyQVRJZG5J/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/rayan-chikhi-methods-for-metagenome-assembly-de-bruijn-graphs/
https://www.nature.com/articles/nbt.4060
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/pavel-pevzner-estimating-metagenome-diversity-by-hybrid-sequencing-by-short-and-long-reads/


15:30-16:00 Coffee Break and Secord Short Course Orientation   

16:00-16:45 Eleazar Eskin “Discovering the Causal Variants Involved in GWAS 
Studies”  

 

 

18:00 CGSI Dinner at 800 Degrees Pizza, Westwood. 
 

 
 

Tuesday July 31                                                         Engineering VI Mong 
Auditorium 

Related 
papers 

Talk 
material 

08:30 Breakfast   

09:15 
Tutorial 

Sohini Ramachandran  
“Applications of Latent Dirichlet Allocation in genomics"   

10:00 Coffee Break   

10:30 Sharon Aviran “Automated recognition of functional RNA elements 
by their SHAPE data signatures”  

 

 

11:15 -11:45 Coffee Break   

11:45 Ran Bleckhman 
Genetics, Cell Biology, and Developmental Ecology, Evolution and 
Behavior 

 
 

12:00 Lunch  and free afternoon   

16:00 BBQ at Will Rogers State Park Rd, Pacific Palisades, CA 90272 
UBER or Parking is $12.00 per vehicle 

 

 

 

 
 

Wednesday August 1                                                Engineering VI Mong 
Auditorium 

Related 
papers 

Talk 
material 
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https://cacm.acm.org/magazines/2015/10/192389-discovering-genes-involved-in-disease-and-the-mystery-of-missing-heritability/fulltext
https://www.biorxiv.org/content/early/2017/10/28/208199
https://www.ncbi.nlm.nih.gov/pubmed/25104515
https://www.ncbi.nlm.nih.gov/pubmed/27866706
https://www.ncbi.nlm.nih.gov/pubmed/28475861
https://drive.google.com/open?id=0Bzq7QzbiT9FNdTE1amxkM0FzZkdaR1RkZ2hOY0VQd2Y5TUhV
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/eleazar-eskin-discovering-the-causal-variants-involved-in-gwas-studies/
https://goo.gl/maps/MdyWx9ChxKQ2
http://www.genetics.org/content/155/2/945
https://academic.oup.com/bioinformatics/article/32/18/2817/1744074
http://journals.plos.org/plosgenetics/article?id=10.1371/journal.pgen.1006599
https://drive.google.com/file/d/1Z84ipwur7M1Egx1f--yI6_RDnZzWJIth/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/sohini-ramachandra-applications-of-latent-dirichlet-allocations-in-genomics/
https://genomebiology.biomedcentral.com/articles/10.1186/s13059-018-1399-z
https://www.nature.com/articles/s41467-018-03519-y
https://www.ncbi.nlm.nih.gov/pubmed/21642536
http://rnajournal.cshlp.org/content/22/8/1109.full
https://www.ncbi.nlm.nih.gov/pubmed/28717530
https://drive.google.com/file/d/1Yk7AzuPrkSaLrke6DHbPNLaaZz3DuB6z/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/sharon-aviran-automated-recognition-of-functional-rna-elements-by-their-shape-data-signatures/
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/ran-blekhman-genetics-cell-biology-and-developmental-ecology-evolution-and-behavior/
https://goo.gl/maps/6LpTmxBmrkD2


08:30 Breakfast   

09:15 
Tutorial 

Nick Chia “Understanding the interface between microbial 
metabolism and colon cancer”. 
 

 

 

 

10:00 Coffee Break   

10:30 Emilia Huerta Sanchez “The impact of admixture on patterns of 
human genetic variation”    

11:15 Journal Club   

12:00 Lunch Break   

13:30 
Tutorial 

Thomas Sharpton “Imputing the functional capacity of microbiomes 
through metagenome annotation”  

 

 

14:15 -14:45 Special Coffee Break   

14:45 
Tutorial 

John Novembre "Methods to characterize geographic structure in 
genetic variation"  

 

 

18:00-19:30 Picnic@HollywoodBowl - Grab food and snacks on your way over 
to the Hollywood Bowl Picnic Area! 

  

20:00-22:00 Hollywood Bowl Concert  
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https://www.ncbi.nlm.nih.gov/pubmed/27590448
https://www.ncbi.nlm.nih.gov/pubmed/27989793
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5225053/
https://www.ncbi.nlm.nih.gov/pubmed/28585563
https://drive.google.com/file/d/1ClhVWfkl6ly10-suIQ2AY1kVTBy2R_Aq/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/nicholas-chia-understanding-the-interface-between-microbial-metabolism-and-colon-cancer/
https://academic.oup.com/mbe/article/28/8/2239/1052492
https://www.nature.com/articles/nrg3936
https://www.nature.com/articles/nature21347
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/emilia-huerta-sanchez-the-impact-of-admixture-on-patterns-of-human-genetic-variation/
http://journals.plos.org/ploscompbiol/article?id=10.1371/journal.pcbi.1002358
https://www.frontiersin.org/articles/10.3389/fpls.2014.00209/full
http://journals.plos.org/ploscompbiol/article?id=10.1371/journal.pcbi.1004573
http://www.cell.com/cell/abstract/S0092-8674(16)31056-X
https://drive.google.com/file/d/0Bzq7QzbiT9FNZ3JweGtmb3ZGLThGWmUwVkxuTHMzSXMxcG5V/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/thomas-sharpton-imputing-the-functional-capacity-of-microbiomes-through-metagenome-annotation/
https://www.ncbi.nlm.nih.gov/pubmed/29282875
https://academic.oup.com/bioinformatics/article/33/4/594/2608633
https://www.sciencedirect.com/science/article/pii/S0959437X16301113
https://www.ncbi.nlm.nih.gov/pubmed/26642242
https://www.biorxiv.org/content/early/2018/03/26/233486
https://www.ncbi.nlm.nih.gov/pubmed/26642242
https://drive.google.com/file/d/1-297SZjPKvxAwPOF_fiScmaQubOiYRQm/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/john-novembre-methods-to-characterize-geographic-structure-in-genetic-variation/


 
 

Thursday August 2                                                    Engineering VI Mong 
Auditorium 

Related 
papers 

Talk 
material 

08:30 Breakfast   

09:15 Shai Carmi “Hidden Markov Models for pre-implantation genetic 
testing and ancient DNA"   

10:00 Coffee Break   

10:30 Murat A. Eren “From characterizing genomic heterogeneity within 
single populations to investigating evolutionary forces acting on 
environmental microbes” 

 

 

 

11:15 Journal Club   

12:00 Lunch Break   
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http://journals.plos.org/plosgenetics/article?id=10.1371/journal.pgen.1002453
https://www.nature.com/articles/nature14230
https://drive.google.com/file/d/0Bzq7QzbiT9FNMnFXb1FRdF96dGhPVlZVVHNPOXZwYlYwa1hV/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/shai-carmi-hidden-markov-models-for-pre-implantation-genetic-testing-and-ancient-dna/
http://onlinelibrary.wiley.com/doi/10.1038/msb.2012.28/full
https://www.ncbi.nlm.nih.gov/pubmed/25214628
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5347567/
https://www.ncbi.nlm.nih.gov/pubmed/29045390
https://www.ncbi.nlm.nih.gov/pubmed/23864121
https://drive.google.com/open?id=12a92Zyia_FFrniBYP3ObRyQzAW1KdT4q
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/a-murat-eren-from-characterizing-genomic-heterogeneity-within-single-populations-to-investigating-evolutionary-forces-acting-on-environmental-microbes%E2%80%8B/


13:30 
Tutorial 

Siavash Mirarab “Genome-wide species tree reconstruction 
despite gene tree discordance.”  

 

 

14:15 - 14:45 Special Coffee Break   

14:45 - 15:30 James Zou "Tutorial of optimal transport with applications in 
genomics" 

 
 

16:30 Walking tour of Venice Canals and dinner on your own 

 

 

 
 

Friday August 3                                                         Engineering VI Mong 
Auditorium 

Related 
papers 

 

08:30 Breakfast   

09:15  
Tutorial 

Daniel Wegmann "Incorporating genotype uncertainty in 
population genetics: general concepts and applications to ancient 
DNA" 

  

10:00 Coffee Break   

10:30 Vineet Bafna “Extrachromosomal DNA and complex structural 
variation in tumor genomes”   

11:15 Journal Club   

12:00 Lunch Break   

13:30 Or Zuk “Inference of Selection from Intra-Species and 
Inter-Species Variation”  

 

 

14:15-14:45 Special Coffee Break   

14:45-15:00 John Novembre “Inference of haplotype (or community) 
composition in pooled sequence data” 
 

 
 

17:00-18:00 Happy Hour @ Wolfgang Puck Express -  
Ackerman Union, Level 1, UCLA Campus   

 

 
 

 
 

Ⓒ CGSI 2018 17 

https://doi.org/10.2307/2413694
https://www.ncbi.nlm.nih.gov/pubmed/19307040
https://hal.archives-ouvertes.fr/hal-00915301
https://doi.org/10.1093/bioinformatics/btu462
https://doi.org/10.1093/sysbio/syu063
https://drive.google.com/file/d/0Bzq7QzbiT9FNT3RURFhKVGRfQWNoQkxlUElGS183cnhieEk4/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/siavash-mirareb-genome-wide-species-tree-reconstruction-despite-gene-tree-discordance/
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/james-zou-tutorial-of-optimal-transport-with-applications-in-genomics/
https://goo.gl/maps/wafYJ3VUYCQ2
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0037558
http://www.genetics.org/content/early/2016/11/07/genetics.116.189985
https://academic.oup.com/mbe/article/31/3/723/1007998
https://drive.google.com/file/d/0Bzq7QzbiT9FNRjFlUjZ2V3dWN1JhYVJlRnlkZ05PTTdhZF8w/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/daniel-wegmann-incorporating-genotype-uncertainty-in-population-genetics-general-concepts-and-applications-to-ancient-dna/
http://www.pnas.org/content/early/2013/03/14/1220977110
https://www.nature.com/articles/nature21356
https://academic.oup.com/nar/article/46/7/3309/4944397
https://drive.google.com/file/d/1lvU971FclTll9zKt493y_bnig4_xdf9D/view?usp=sharing
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/vineet-bafna-extrachromosomal-dna-and-complex-structural-variation-in-tumor-genomes/
https://www.ncbi.nlm.nih.gov/pubmed/24274750
https://www.ncbi.nlm.nih.gov/pubmed/3110004
https://www.ncbi.nlm.nih.gov/pubmed/16024819
https://www.ncbi.nlm.nih.gov/pubmed/27738015
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/or-zuk-inferences-of-selection-from-intra-species-and-inter-species-variation/
https://drive.google.com/open?id=18mvE6icWp5hXJjDkNd-6PUGJqsNYkhxe
http://computationalgenomics.bioinformatics.ucla.edu/portfolio-item/john-novembre-inference-of-haplotype-or-community-composition-in-pooled-sequence-data/
https://goo.gl/maps/zY3kkK6iWVG2


Musso & Frank Grill 6667 Hollywood Blvd, Los 
Angeles, CA 90028 
(323) 467-7788 

Classic American fare at Hollywood's 
oldest eatery 
 

25 Degrees - Hollywood 
Roosevelt Hotel 

7000 Hollywood Blvd, Los 
Angeles, CA 90028 
(323) 785-7244 

Vintage pub with burgers, shakes, & 
glam decor 

Loteria Grill – Hollywood 6627 Hollywood Blvd, Los 
Angeles, CA 90028 
(323) 465-2500 

Creative takes on classic Mexican eats & 
a full bar 

Stout Burgers and Beer 1544 N Cahuenga Blvd, Los 
Angeles, CA 90028 
(323) 469-3801 

Casual gastropub with inventive burgers 
& craft beer 

Kino Sushi 6721 Hollywood Blvd, Los 
Angeles, CA 90028 
(323) 465-4567 

Popular Japanese, Korean & Chinese 
fare 

Pig 'N Whistle 6714 Hollywood Blvd, Los 
Angeles, CA 90028 
(323) 463-0000 

1920s pub serves up drinks & 
Continental fare 

Luv2eat Thai Bistro 
 
 

6660 Sunset Blvd P, Los 
Angeles, CA 90028 
(323) 498-5835 

Classic Thai eatery for familiar favorites 

JINYA Ramen Express 6801 Hollywood Blvd. #317, Los 
Angeles, CA 90028 
(323) 391-1916 

Counter service with ramen bowls & 
Japanese sides 

Umami Burger Hollywood 1520 N Cahuenga Blvd, Los 
Angeles, CA 90028 
(323) 469-3100 

Lively chain serving elevated burgers & 
craft beer 

Urban Masala 
 
 
 
 

6554 Hollywood Blvd, Los 
Angeles, CA 90028 
(323) 957-9999 

Modern spot with quick-serve Indian eats 

 
 
 
 

 
 

Angeles Walk LA: Self-Guided Historic Trails 
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https://goo.gl/maps/khMnxSnnDs92
https://goo.gl/maps/khMnxSnnDs92
http://goo.gl/maps/fFvXWySCrDU2
http://goo.gl/maps/fFvXWySCrDU2
http://goo.gl/maps/5KAcuNKJ8V12
http://goo.gl/maps/5KAcuNKJ8V12
http://goo.gl/maps/xFTVNhbNae12
http://goo.gl/maps/xFTVNhbNae12
http://goo.gl/maps/UQHdRrJvjso
http://goo.gl/maps/UQHdRrJvjso
http://goo.gl/maps/FmWpPv3DUWH2
http://goo.gl/maps/FmWpPv3DUWH2
http://goo.gl/maps/KVzP2rLwLks
http://goo.gl/maps/KVzP2rLwLks
http://goo.gl/maps/ZBjTbPzzjPT2
http://goo.gl/maps/ZBjTbPzzjPT2
http://goo.gl/maps/az53F9KLJtr
http://goo.gl/maps/az53F9KLJtr
http://goo.gl/maps/ScbpHiZjhTw
http://goo.gl/maps/ScbpHiZjhTw
http://angelswalkla.org/walks_hollywood.html


Hollywood Cemetery Self-Guided Tour 

 

FieldTripper App 
 

 

The Real Los Angeles Self-Guided Tours 

 

TimeOut: 22 must-see Hollywood attractions 

 

Fodor’s Travel: Hollywood Sights 
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http://tour.hollywoodcemetery.org/
https://www.fieldtripper.com/
https://www.thereallosangelestours.com/tours/self-guided-tours/
https://www.timeout.com/los-angeles/things-to-do/what-to-see-in-hollywood
http://fodors.com/world/north-america/usa/california/los-angeles/things-to-do/sights/hollywood

