
 

 

12/12/17 – Meeting Minutes 

Genomics & Informatics and Oncology & Pathology Joint Meeting 

Meeting Attendees: 

David Miller (Boston Children’s Hospital), Katherine Piculell (Boston Children’s Hospital), Nimesh Patel 

(Lifespan), Marilyn Bui (Moffitt), Daniel Lindsay (Royal National), Doug Stewart (NCI), Nicky Ullrich (BCH), 

Andrew Brohl (Moffitt), Jack Shern (NCI), Ting Liu (Huntsman), Mike Lawrence (Broad), Brendan Dickson 

(Toronto), Alyaa Al-Ibraheemi (Boston Children’s Hospital), Joshua Schiffman (Utah) 

1. Call for Chairpersons – We’ve had a small number of responses. By 12 ET tomorrow, please 

send us an email if you are interested in becoming a chair for a working group. We would 

consider having co-chairs. 

2. Consortium Questions – questions we can address within this consortium. We need to figure 

out what kinds of resources we need to answer these questions – see GeM Data Analysis Plan 

a. DM: Haven’t gotten much feedback about how many samples we need to collect for 

different types of analysis – should we just get whatever we can or do we need a certain 

# target to appropriately answer the question? Is the lack of feedback indicative of 

everyone being ok with the questions or people just haven’t had time to look at it yet? 

i. Josh Schiffman: This is a pretty thorough list 

b. DM: A lot of these questions are fairly descriptive – I think that’s ok 

i. Josh Schiffman: I think we pretty robustly covered  

ii. Jack Shern: I think we are comprehensively covering as much as we can cover 

before we get our hands on the samples. 

c. DM: We did outline that there would be a combination of sequencing approaches, as 

well as the opportunity to work with Matija at NYU for epigenomic analysis 

3. Case Summary Form  

a. DM: Should we be more specific about asking people to quantify the amount of material 

available? Katherine, we should ask about whether people are sending the actual tissue 

or DNA/RNA – we will add this 

b. DM: We planned to circulate this around as a way of taking a survey of cases at 

institutions. What else should we try to know about samples banked at individual 

institutions? 

i. Nimesh Patel: For FFPE, can we add tumor percentage? As far as mining the 

data later, we have tumor type – can use a dropdown menu for this to filter 

data according to criteria.  



1. DM: I agree – it should be standardized so everything is easily sorted 

2. Doug Stewart: We went through this with Angie and Jack, and we put 

together a comprehensive list of parameters to collect – this was part of 

the REDCap database 

3. DM: We don’t want to make it as comprehensive, just minimal 

information – what are the most important things we need to know to 

determine if we have the right amount of samples to answer these 

research questions 

a) Everyone in agreement for one month to 

populate Case Summary Form 

b) Brendan Dickson may need until end of January 

DM: We want to get this concrete information 

together as soon as possible because we have 

milestones we want to meet for our internal 

steering committee meeting in April. Another 

deadline external to our consortium – the annual 

NF conference in November 2018. This is part of my 

sense of urgency. ACTION ITEM: Coordinating 

Center will finalize this case summary form and 

circulate - can set it up so we can periodically send 

you an email reminder for deadline 

4. MPNST Gene Panel 

a. DM: There will be the desire to analyze samples with waiver of consent which can’t be 

used for whole genome sequencing but may be used for a gene panel. We created this 

hybrid capture panel. We are going to work with Dana Farber CCGD to support 

sequencing for these types of specimens. We haven’t gotten much feedback about this 

MPNST gene panel. Are there additional genes that should be included? Is there 

anything missing here because we are going to start designing the base for this assay. 

i. Jack Shern: Are you going to plan on covering the whole NF1 gene or is this 

going to just be exome? You may find some more intronic things that may be 

missed if you just did targeted sequencing. NF1 is going to be your entire 

capture – I am happy to help with figuring this out.  

b. DM: Are people generally in agreement for this gene panel? It will take probably 3 or 4 

months to get things set up. What we will do is send this gene panel around with a 

deadline for adding genes to this panel. People can get back to us about this by the 

beginning of next week. 

5. SOPs 

a. DM: We are also finalizing a specimen handling SOP and specimen procurement SOP  



b. Katherine Piculell: It will make it easier for site coordinators to access the information 

they need to send specimens to us. It might be a good time to talk about specimen 

management and if we need a trainee to manage specimens at BCH. 

6. Specimen Management at Coordinating Center 

a. Alyaa Al-Ibraheemi: To have a trainee engage in this won’t be practical. These 

fellowships only last for a year or two. Specimen handling and assorting slides should be 

ok at the moment.  

b. DM: We also have a core facility here at BCH for specimen handling and DNA 

extractions, and they have experience with information management software to keep 

track of samples. 

 


