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Secondary structure and
disorder prediction

e o 1o o 1o 10}
PR MPKRSEYRQGTPNWVDLQTTDQSAAKKFYTSLFGWGYDDNPVPGGGGVYSMATLNGEAVA
Secondary - - -
—— - RNAARANANRNANN - —— -—
structure
SS
confidence

%

Disorder
confidence

Al APMPPGAPEGMPPI WNTYI AVDDVDAVVDKVVPGGGQVMMPAFDI GDAGRMSFI TDPT
Secondary
structure

70 80 90 100 110 120

— ———— ARARNRARNAN  — ———

—-———_

Disorder

. s . I
confidence

. 130 140 150 160 170 T 180

P GAAVGL WQANRHI GATLVNETGTLI WNELLTDKPDLALAFYEAVVGLTHSSMEI AAGQNY

Secondary - . )
e —— RAARRRRARARRN  — —_—
structure
confidence
Disorder ? 2

Disorder
confidence
... ... .. 0190 . . . ., . . . .20 . . . .., . . . 210 . . . .., . . . .20 . . . .., . . . .230. . . .. . . . .20
M RVLKAGDAEVGGCMEPPMPGVPNHWHVYFAVDDADATAAKAAAAGGQVI AEPADI PSVGR
Secondary N - - . ;
— — ey —— ARG —— iy
structure N
SS

confidence
Disorder 222

Disorder
confidence
250 260

P FAVLSDPQGAI FSVLKPAPQQ
Secondary
structure
SS

confidence
Disorder
Disorder
confidence

Confidence Key
High(9) |1 ETIRII Low (0)
? Disordered ( 11%)
AR Alpha helix ( 17%)
=) Beta strand ( 39%)


http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi

