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Welcome to the 4th issue of the CottonGen newsletter in 2022. This newsletter is issued to
inform users about new or updated data and tools in CottonGen. In addition to new and
updated data, each issue will provide more information on data or tools on the featured

tools/data section.

New Genome Data/Functional Analysis
Data from 3 whole genome assemblies:
G. hirsutum (AD1) 'ZZM2' genome CAAS v1 (2022, ncbi)

G. stocksii (E1) genome ZSTU V1. (Yuetal.,2021)
G. bickii (G1) genome JZU v1. (in press) .

CottonGen Functional Analysis (InterProScan and
KEGG, Protein Homologies, Cottongen Marker and .
RefTran Alignments, etc.) added to the genome:

G. anomalum (B1) genome JAAS v1.2 al.1(Xu 2022)

Other New Data

RBTN data from 2021 trials, which includes
4,676 phenotype data of 17 fiber quality or yield
traits from of 12 difference locations (RBTN
2021).

Fiber quality, yield, and morphological traits
QTLs, phenotypes and genetic map data
(Gowda, 2022)

Publications of GRIN new cultivar and
germplasm registrations

Standardize names of Linkage Groups and
Chromosomes to enhance data queries

Below is an example of how those standardized Linkage Group Names assist users to find all markers

associated with ‘Seed cotton yield’ and their genetic location on a specific linkage group on all AD maps.

In the interface of MageSearch Marker, fill in information of the specific
chromosome and select the field you want to see or download
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Here is the search results in a ‘CSV’ download format.

A [] C ) E G G
1% Marker Nome Marker Type Map Linkage Group Standardized Linkage Group Trait
2| 1BNw0836 ssR Handan-208 x Pima-90, F2:3 (2007) cheo? AD_ch07_ArO7

3| 2 Bncs3s SsR el 1,72 (2007) chr07 AD_cho7_AL07

4| 3 BN2ea SSR 7124,F2 (2007) cho7 AD_ch07_ALO7

5 | 4 BNL2841 SR DH962 X Ji Mian 5, 2 {2015) chio7-2 AD_ch07_ALO7

6| 5 BNLsa SSR DHI62 x Sinian-6, F2 (2009) chio7 AD_chO7_ALO7 sex

7| 6 ani2ea1 SSR DHI62 x , F2 (2009) hOT/LG17  AD_ch07_ALOT e
8| 7 BN12001 SsR $G 747 x Giza 75, BIL (2013) chro7 o7 e
9 | 8oBNIsTL SR - 7124,F2 (2007) cheo? AD_cho7_ALO7 se
10 9 BNL387L SSR - chio? AD_ch07_ALO7 se
1110 BNL387L SR Handan-208 x £2:3(2007) chio? AD_chO7_At.07 seed cotton
12| 11 BNL40B2 SSR Han F2:3(2007) chio? AD_ch07_ALO7 se
1312 m2e2-650 SRAP £2:3(2007) cheo? AD_cho7_AL07

14|13 m3es-s80 SRAP F2:3 2007) ehio? AD_cho7_ar07

15| 14 MGHES0010 SsR X Pima-90, F2:3 (2007) chio? AD_ch07_ALO7

16 15 NAU3S62 SSR 5)x (YM1 X 7235), 4WC (2012)  chr07-2 AD_ch07_ALO7 s
1716 NAU3S62 SSR Yumian-1 x 7235, RiL (2015) cheo? AD_ch07_ALO7 ed cotton
18] 17 Nau3se2 SsR Yumian-1 x T586, RIL (2006) cheo7-2 AD_ch07_Ar.07 -
19|18 NAUISE2 ssR Yumisn-1 x T586, RIL (2015) ehio7 AD_cho7_AL07

20/ 19 NAUZ6SS SSR SG 747 x Giza 75, BIL (2013) chio? AD_ch07_ALOT

21 20 NAU36S4 SSR TM-1 x Hai- 7124, BC1 (2007) chio? AD_ch07_ALO7

22| 21 NAu36SS SSR TM-1 x Hai 7124, BC1 (2008) ChOT/AT  AD_chOT_ALOT

23| 22 NAU36SS SSR TM-1 x (TX-0256 + TX-1046), CSIL (2016)  chr07 AD_ch07_ALO7

2423 Nau36se SsR (YM1x CCRIZS) x (M1 x 7235), 4WC (2012)  chr07-2 AD_ch07_AL07

25 | 20 NAU36SS SSR Yumian-1x7235, RIL (2015) chio? AD_cho7_AL07

26|25 TAMU_Gb379_022646  SNP 3-79 X TM-1, F2 (2015 SNP) chio? AD_cho7_ALO7

27| 26 TAMU_Gb379_022646  SNP 0528 x SBYF-425, RIL (2022) AD_chr.07  AD_chO7_ALO7

28| 27 TAMU_GH_TBh061912r297 SNP 379 X TM-1, F2 (2015 SNP) chid7 AD_ch07_AL07

29| 28 TAMU_GH_TBH061P12r297 SNP D528 x5 022) AD_chr07  AD_ch07_AtO7

30| 29 TAMU_GH_TBHO61P121297 SNP Phytogen 72 x le 474, conshin (2017) ch07 AD_eho7_AL07

3130 TAMU_GH_TBHO61P121297 SNP Phytogen 72 x le 474, F2 (2015 SNP) <07 AD_chO7_ALOT



http://www.cottongen.org/species/Gossypium_hirsutum/CAAS-ZZM2_v1
https://www.ncbi.nlm.nih.gov/assembly/GCA_024600755.1
http://www.cottongen.org/species/Gossypium_stocksii/E1_ZSTU
https://doi.org/10.1111/pbi.13655
https://www.cottongen.org/species/Gossypium_bickii/G1_ZJU
https://www.cottongen.org/species/Gossypium_anomalum/B1_JAAS_v1.2
https://www.sciencedirect.com/science/article/pii/S2590346222001055
https://rbtn.cottoninc.com/wp-content/uploads/2022/06/2021-1-Overlocs.pdf
https://dx.doi.org/10.1007/s10681-022-03039-3
https://www.cottongen.org/tripal_megasearch?datatype=tripal_megasearch_marker
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Ortholog/Parang Search You can visit gene pages to see orthologs/paralogs and

syntenic blocks in all other genomes by clicking name from
This search is a tool to retrieve orthologs/paralogs that are  the result list (exp, the first one), you will see the gene page
detected using MCScanX (Wang et al. 2012) and its default  at below and see syntenic block by clicking on a block name.
settings. Sequences in ortholog/paralog columns between

. . . . D5.v1.pred_00000001-RA, D5.v1.pred_00000001-RA_BYU-D5_v1.a1 (mRNA) Gossypium raimondii
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@ Genome2 GE usquﬁ GB_DO5G0I4 D5 v1 pred_00000005-RA 0
Start > v @ Chromosome2
[ Location2 NA D5.v1.pred_CC000007-RA NA
Ortholog2 NA D5.v1.pred_00000008-RA NA
Gene/TranscriptName  contains v Assaciated a
Bowee GB DOSG000S D5.v1.pred 0C000003-RA 0
l: GB_D05G0006 D5.v1.pred_C0000010-RA ]
ompare to Any )
Gossypioides Kirki genome ISU_V3 GB_D05G0I0T D5 v1.pred_C0000011-RA 7e-76
im anomalum (B1) genome JAAS_v1.2_a1.1
ey J w o ccooorzen
Standardized Any
Chromosome. GB_D05G008 D5.v1.pred_00000013-RA 50169
Chromosome/Scatfold Any v NA D5.v1.pred 00000014-RA NA
5.1 pred_DO0U3448-RA GB_D05G0008 D5.v1.pred_C0000015-RA 0
H LVH 7 i’ H ’
"itadc D541 5G9134.1
Click the ‘View’ button from ‘Downloadable Fields’, the —-— S
search results will display at below. g\,m icwas  co.omeon D5 Viped COO0ODT7RA 0
V1 pred’
pro—pmen 5 Bt USRS o oisoons = ot
vl 0:
Py %..gz oabRA  GB D0SGOO1 D5vipred 0000001ERA O
#  Genomel Chromosome!  Ortholog! Genome2 Chromosome2  Ortholog2 Gene r’xl(a?o({:’:oxé:‘:”zm
v1.pre GB_D05G0014 D5.v1.pred_CC000013-RA 0
Gossyplum raimondii . . 05.v1 pred_00004124.RA > =
©5 D54 genome 05,05 DSV, TCRpmpOn B ¢y evm.model Goana0SGO002  Goanad6GO02 e r — -
NSF_vi gencme 1122148 82483008 GB_DO5G0N1S D5 v1 pred_00000020-RA 0
L Gemibn s D51 prec_00000008.  Gossypmanomaum @) 0 DraTaee
‘NSF) 15 anbiie S RA genome JAAS v12 a1.1 Somm 7
Cosspium amencs —— You can also use this tool to generate a list of matching
3 (D5)D54 genome 0505 B pred gm';m R cnos evm.model Goanc0SGO04  Goano05GO004 A
B genes (and true paralogs) between two genome assemblies
4 ©9Ossomome 0505 SEERETES RO emimooe GoanatSGomS  Goansa5G0008 . _— (v p
e of the same species by clicking on the ‘CSV' (comma-
S DoDewmems  om o g as gt O emmesscesmesons oo | s@parated values) or ‘TSV’ (tab-separated values) buttons.
6 ©5DsAgeome 0505 DEtocoicisl compis s R0 e evmmoset
7 05,05 gt a e ;’:z’z“]m“:‘“;‘":ﬁ“ s evm.model Goano0SGO008  Goanc05G008
AR
8  (DS5)D54 genome 05,05 gi” PR A000N0H3: ;3;;":“]';;“’:‘“;’::5‘” Civos evm.model Goanod5G0009  Goanc05G0009
o ©)Dsfgome 0505 ool e U ormmode GoaneRSGOB10  Gonc05G0010
NSF_v1 a i
5 e D5.v1.prod_00000018-  Gossypium anomalum (B1) 3 st
ol S A gereme ans vizais O o ' - . «mtw

Join the CottonGen Mailing Funded by:
Cotton Inc; USDA-ARS; Bayer CS; CORTEVA;

List and follow us on Twitter USDA National Research Project (NRSP10)
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https://www.cottongen.org/user/register
https://twitter.com/CottonGen_news
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3326336/
http://www.cottongen.org/tripal_megasearch?datatype=tripal_megasearch_ortholog

