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« Select the shipping courier from the dropdown list

* Provide a Tracking #, if available (if not, no worries! Please share the tracking # with your Technical Support representative
when you have it)

* Novogene Shipping Address:

ATTN: Sample Receiving Department
Novogene Corporation Inc.
2921 Stockton Blvd.

Suite 1810

Sacramento, CA 95817

Tel: 916-252-0068

Please take a moment to review all shipping instructions (this can prevent any unnecessary delays and will
ensure your samples are processed efficiently):

- After reviewing each item, click the toggle to YES

* Please remember that we cannot accept any samples that are classified as BSL2 or above. If you are sending samples
BSL2 or higher (or you are not sure), please contact your Technical Support representative before shipping

Step 10: Final review and submission

- In this final step, please take one final opportunity to review your sample information
* If everything looks correct, click Submit

- Congratulations, you're finished! And you will receive an email notification confirming your submission.

-12-



N @vogene

Step 11: Technical support review and approval

What happens after you submit the Sample Information Form?

@ Your designated Technical Support representative will review your submission within 1-2 hr
@ After reviewing, your Technical Support representative will either approve the form (if everything looks good), or reject
the form (if there is a problem)

If Approved — You'll receive an email notification confirming that you can ship your samples.

If Rejected — You'll receive an email notifying you that the form was rejected. Your Technical Support representative will
reach out with more information to help you correct the form. After making those corrections, you'll need to re-submit
the form (following the steps above).

Thank you for taking the time to review our sample submission guide.
Please don’t hesitate to contact us if you have ANY questions. Happy sequencing!

Appendix A: Choosing the correct 10X library type on the Sample Information Form

Please use the table below to help select the correct library type for 10X Genomics libraries and other related libraries. If you
do not see your specific library type here, please reach out to Technical Support for help

Corresponding 10X Library Type Library Type on SIF

+ 10X scRNA 3' libraries (single and dual index),
» 10X scRNA Gene Expression library from 10X Chromium sc
Multiome ATAC + Gene Expression Reagent Kits Premade-10X 3 prime Single Cell Transcriptome Library

- 10X Fixed RNA Profiling, aka 10X Single Cell Gene Expres-
sion Flex (dual index, 10 bp)

» 10X scRNA 5' libraries (single and dual index) Premade-10X 5 prime Single Cell Transcriptome Library
- 10X VD] libraries (single and dual index) Premade-10X VD] Library
= 10X scATAC Premade-10X ATAC Library

+ 10X scATAC library from 10X Chromium sc Multiome ATAC
+ Gene Expression Reagent Kits

Premade-10X ATAC (Multiome) Library

10X Cell Surface Protein (CSP), Feature Barcoding for Cell
Surface Protein, CRISPR Screen, Cell Multiplexing. Other Premade-10X 5 prime Feature Barcode Library or
libraries using 10X library kits - CITE-seq, ADT, Cell Hashing, Premade-10X 3 prime Feature Barcode Library
Hashtag, ASAP-seq

« 10x Visium Spatial Gene Expression Premade-10X Visium Library
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Appendix B: Choosing the correct index orientation

Our demultiplexing software requires the index sequence in V1.0 orientation (workflow A/forward).

For the i7 index, please refer to "i7 bases for sample sheet" in your library preparation guide.

For the i5 index, please select "i5 Bases for Sample Sheet NovaSeq 6000 with v1.0 reagent kits”.

Here is an example from lllumina:

) i7 Bases
Index :Z Bases for
Name Sample
Adapter Sheet
UDI00O01 CCGCGGTT  CCGCGGTT
UDIO002 TTATARCC TTATARACC
uUDIO003 GGACTTGG GGACTTGG

i5 Bases
in
Adapter

AGCGCTAG
GATATCGA
CGCAGACG

i5 Bases for Sample
Sheet i5 Bases for Sample Sheet
NovaSeq 6000 with | ' ple She
. iSeq, NovaSeq 6000 with

v1.0 reagent kits, . -

. v1.5 reagent kits, MiniSeq,
NovaSeq X Series,
MiniSeq with Rapid | | cxtSed 500/550,
reagen‘t‘s MiSeqp HiSeq 3000/4000/X,
HiSeq 2000/2500, ?';":Tg ;:2;’ 3%00
NextSeq 1000/2000 +
(Sample Sheet v2)
AGCGCTAG CTAGCGCT
GATATCGA TCGATATC
CGCAGACG CGTCTGCG

Here is an example from 10X Genomics Dual Index Kit TT, Set A:

A B

C

D E

# Workflow A = lllumina Forward Strand Sequencing Workflow

index_narindex(i7)

~N v ko=

# Workflow B = Illumina Reverse Complement Sequencing Workflow

index2_workflow_a(i5) |index2 workflow_b(i5)

SI-TT-A1  GTAACAT(AGTGTTACCT
SI-TT-A2 GTGGATC GCCAACCCTG
SI-TT-A3  CACTACG/TTAGACTGAT

AGGTAACACT
CAGGGTTGGC
ATCAGTCTAA

Appendix C: Converting from M raw read pairs to G of raw data

Please use the formula below to quickly convert from M raw reads to G. Note that this formula is only applicable for PE150

sequencing projects.

Example:

G of raw data = (# of M raw read pairs) x (0.3)

20 M read pairs = ?7?? G of raw data
G of raw data = (M read pairs) x (0.3) = (20) x (0.3) = 6 G of raw data
Why is 0.3 used in the equation? This corresponds to 300 bp, which is the combined read length of read 1 and read 2 in

PE150 sequencing. We would obtain the same answer if we multiplied 300 bp by 20 million (try it!)
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