Dmel_uno_Q7JQUS
Dere_uno_B3N989
Dpse_uno_B5E0X5
Ccap_uno_XP_004534901
Bdor_uno_XP_011209745
Mdom_uno_AO0A1I8NCZ4

Hsap_Rad21_NP_006256
Mmus_Rad21_NP_033035
Dmel_Rad21_NP_001015132
Hsap_Rad21/_NP_001130038
Mmus_Rad21/_NP_001263329

Hsap_Rec8 NP_005123
Mmus_Rec8_NP_064386

Dmel_C(2)m_NP_609788

288 DRRR VKEISS KAMHRAL - - ASIFMD! A- PPEQRL MMWKK TQD- LINDE
297 lRRs.L-KETQ'EK QEIL-—QEAHIEC.Q—. TLS-E L LEH.
338 PRRH KETQISIREKEEEQL - - QRGAHCWE YPVAQ TLS ELLGLWTH
322 BHPKNEKIRKRL I VBKR | EMEREQLVKHRQ- KYMEENILS RNV - PKEISDLRK - - - - - - - - PPKELLCKUYNN- - - - vsEL ALENHEIGP
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secondary structure

RK- - - -L8SGS R-KQVTIKTRKQFEALKVT

R- KQVTGKTRKQFEALKVT
Q- RQVTAKTKQQFDALKIT
ER- S TTS RKKFE I SKK

284 MRV EVEN TKKTLAVHD
277 MEMEVRY TKKTLAAND
273 MH | EVIRRRN. RHKTIIEPYD
200 YKL EF KT KT
288 YKLE | KTTITRKT RI
277 HR 1 EVI KKVRISIS RA
315 ETKAK S VKE DSKTI

DRFFATAAKDRKKYE INRKT
-P8lISFTSLQKRHKTRMS
L--SDYSD A-PPRKKLMMWKET

315 ETKAK SVKELDS KT
326 MTKAK E | KN EE
289 ERRKI | KELSS KV

L--SDYSD
L--ADTSD
L--TSFAD

A- KKLMMWKET
A- KRLMYWKET
A- QRL MMWKK
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