Scale 10 kb} | rheMac8
chr3: 64,245,000| 64,250,000| 64,255,000| 64,260,000] 64,265,000|

Gap Locations
Gap H

L]
NCBI RefSeq genes, curated and predicted (NM_*, XM_* NR_*, XR_*, NP_*, YP_*
IPC1L1/NM_001077689.1

NCBI RefSeq genes, curated subset (NM_*, NR_* NP_* or YP_*)
IPC1L1/NM_001077689.1
Non-Rhesus RefSeq.Genes
[

Other Refseq —INEIH— HH —He

LI LIl
Rhesus mRNAs from GenBank

oqso7¢77 -—fftfifikfkiAAl-———4414-—--141-41-14+4-- 4 -—»—»—7-- - - —r»—»—»+»+1- - - — —»+--—++4+4----—-4M4WHxx+H——HHH—1

JV713202 b1

JV713203 b S R el

Rhesus ESTs That Have Been Sfliced
-1 |

Spliced ESTs I —H H H— Hi—H I
Human (Dec. 2013 (GRCh38/hg38)) Chained Alignments
chr7 +
< (L <LK (CCc e < L (C¢ << ¢ CLLEE €C CEKE € K¢ ¢ (K Lt €Lttt ¢ KK << < e < ¢ < <<
Human (Dec. 2013 (GRCh38/hg38)) Alignment net
€@ ceeeccecee ceecee cececceecccece
Mouse (Dec. 2011 (GRCm38/mm10)), Chain and Net Alignments

Mouse Chain e < il | 1]

Mouse Net e ceceee cecececee ceece e e ceeee «

Repeating Elements by RepeatMasker
repeamtasker |1 | 11 m 1 m I — .|

Short Genetic Variants from Euroijean Variant Archive
Eva sne Release 71| I 00 DONRUE VOO0 O ORUOmn 0 HOE0 A e i e o i o T o e e r e emem i




