BKAP811
[1-5]

SHORT COMMUNICATION Bhartiya Krishi Anusandhan Patrika

PN Sg-fafder @ GRevl & foQ SiFIfe &RU Gadio B o
Tg PRIVAE

AT (F2, AT AT, Arerer e, AR ARIE ghard !, faer HAR!, ARSI Sraard !

NAIRTRT

QT IcTe =g d18 T HEa! o Forfad, fhedt ok uged &) 7Rall & Td 8 & |12, a9 1 $1e T8 gl &
T fIRITT SRIeTT A e 81 V&I 8, el Bror Y YA BT fARaRoT =1, STfcrRor & ey 3§ G Bl AT AT
2 iR fUoel wrarfeadl # yromferdl oT 3rfdres <Myor g 2 | aTgafiie fafderar # &, aifdRe Tom H iy iR S
H BIPRS IARTT & Fag §RT [ARI9dT SHITHS &Ror HishaTg | R A1, A1 qHY P ATl & SiFIHD &RoT
STFATT # Tl JaTSY & SR SR Py ta fafderr o wveror Rerfdy @ wrer |rored of 311d & | Aferetfies Tr i
YD TAT A AYUl M G: Seh 1 ST DI FRATRIT B & [oTU AP Sid FAAT IS IUSRON 3R TeheiIpl
WWWWW$~1W| BT STANT IR wldlchbwa?ﬁEﬁaﬁgaﬂTWEﬁ%mwﬂs‘%waﬁ

g ITARTS AdIel, Tholddl 3R THHATS HRIVATE | By SIS &R FaABID! B JFAT TR B B [o1Q [ T
DI S Fhell © | dagaR, A= Gl ok 7wl & faqw 819 & SiRed! &7 ugdr &1 off dabd! 2 AR Y g

fafeerar Treror IR AT QIR B S G & |
et Y Sia fafderd, sgafe fafderdr, sia: got+, SIS &R, g: SrgehfAd S, ST+ |

Pipeline to Investigate Genomic Erosion Indices for the
Conservation of Agrobiodiversity

Anupama Roy"?, Lashika Meena', Nilesh Joshi®, Mir Asif Iquebal’, Dinesh Kumar!, Sarika Jaiswal' 10.18805/BKAP811
ABSTRACT

With the disappearance of harvested species, varieties and breeds, a wide range of unharvested species is also disappearing, the
scale of loss is extensive with respect to habitat loss, habitat configuration, overgrazing, and over exploitation of the species over
the past centuries has led to ‘genomic erosion’ processes characterized by reduced genetic diversity, increased inbreeding and
accumulation of harmful mutations in the population. Still, genomic erosion estimates of modern-day populations lack concordance
with the declining population sizes and conservation status of agrobiodiversity. A newly designed highly flexible, scalable, and only
pipeline to compare the patterns of genomic erosion using samples from different period using the state-of-the-art bioinformatics
tools and techniques to process whole genome re-sequenced data from historical samples and modern samples in order to produce
the estimates of several genomic erosion indices that can be compared. Accordingly, extinction risks for different varieties and
breeds can be identified and agricultural biodiversity conservation strategy plans can be framed.
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