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Q64739 COBA2_MOUSE Mus
musculus

Collagen
alpha-
2(XI)
chain

25.019509 S1242 NaN 34418053 MERCSRCHRLLLFLPLVLGLSAAPG
WAGAPSVDVLRALRFPSLPDGVRRS
KGVCPGDVAYRVARPAQLSAPTRQL
FPGGFPKDFSLLTVVRTRPGLQAPLL
TLYSAQGVQQLGLELGRPVRFLYED
QRGRPQASAQPIFRGLSLADGKWHH
VAVAVKGQSVTLIVDCKKRVTRPLPR
SVHPVLDTHGVVIFGAHILDDEVFEG
DVQELLVVPGVQAAYQSCGQKDLEC
EREQRDGPQTQKPHRAQRSPKKEPA
RLHKPQSQEPQKQPTESLYYDYEPP
YYDVMTTGTAPDYQYPTPGEEEGVL
ESSPLPFLEEEQTDLQVSPTADSFQA
EEYGEGGTDSPAGFYDYTYGYGDDY
REETELGPALSAETAHSGAVAHGPR
GLKGEKGEPAVLEPGMFVEGPPGPE
GPAGLAGPPGIQGNPGPVGDPGERG
PPGRAGLPGSDGPPGPPGTSLMLPF
RFGSSGGDKGPVVAAQEAQAQAILQ
QARLALRGPPGPMGYTGRPGPLGQP
GSPGLKGESGDLGPQGPRGPQGLTG
PPGKAGRRGRAGADGARGMPGEPG
MKGDRGFDGLPGLPGEKGQRGDTG
AQGLPGPPGEDGERGDDGEIGPRGL
PGESGPRGLLGPKGPPGIPGPPGVRG
MDGPHGPKGSLGPQGEPGPPGQQG
TPGAQGLPGPQGAIGPHGEKGARGK
PGLPGMPGSDGLPGHPGKEGPPGTK
GNQGPSGPQGPLGYPGPRGVKGVD
GIRGLKGHKGEKGEDGFPGFKGDIG
VKGDRGEVGVPGSRGEDGPEGPKG
RTGPTGDPGPTGLMGEKGKLGVPGL
PGYPGRQGPKGSLGFPGFPGASGEK
GARGLSGKSGPRGERGPTGPRGQRG
PRGATGKSGAKGTSGGDGPHGPPGE
RGLPGPQGPNGFPGPKGPPGPAGKD
GLPGHPGQRGEVGFQGKTGPPGPPG
VVGPQGTAGESGPMGERGHSGPPG
PPGEQGLPGTSGKEGTKGDPGPPGA
PGKDGPAGLRGFPGERGLPGTAGGP
GLKGNEGPAGPPGPAGSPGERGAAG
SGGPIGPPGRPGPQGPPGAAGEKGV
PGEKGPIGPTGRDGVQGPVGLPGPA
GPPGVAGEDGDKGEVGDPGQKGTK
GNKGEHGPPGPPGPIGPVGQPGAAG
ADGEPGARGPQGHFGAKGDEGTRG
FNGPPGPIGLQGLPGPSGEKGETGD
GGPMGPPGPPGPRGPAGPNGADGP
QGSPGGVGNLGPPGEKGEPGESGSP
GVQGEPGVKGPRGERGEKGESGQA
GEAGPPGPKGPTGDNGPKGNPGPV
GFPGDPGPPGEAGPRGQDGAKGDR
GEDGEPGQPGSPGPTGENGPPGPLG
KRGPAGTPGPEGRQGEKGAKGDPGA
VGAPGKTGPVGPAGLAGKPGPDGLR
GLPGSVGQQGRPGATGQAGPPGPVG
PPGLPGLRGDAGAKGEKGHPGLIGLI
GPTGEQGEKGDRGLPGPQGSPGQK
GETGIPGASGPIGPGGPPGLPGPSGP
KGAKGATGPAGPKGEKGVQGPPGHP
GPPGEVIQPLPIQMPKKTRRSVDGSK
LIQDEEAVPTGGAPGSPAGLEEIFGS
LDSLREEIEQMRRPAGTQDSPARTC
QDLKLCHPELPDGEYWVDPNQGCA
RDAFRVFCNFTAGGETCVTPRDDVT
QFSYVDSEGSPVGVVQLTFLRLLSVS
AHQDVSYPCSGVSQDGPLKLRGANE
DELSPETSPYVKEFRDGCQTQQGRT
VLEVRTPVLEQLPVLDASFADLGAPT
RRGGVLLGPVCFMG

False False 1.019 1.609 1.15 1.598 0.637 2.043 4.023


